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SRR553488 SRR553487 SRR553486 SRR553485
SRR618934 M053
0001 RT 0-2 NRT_ 0-2 Makindu 3 M025 GSM343915 SRR902009 Chicharo_3 0002 SRR902008 M024 M023 SRR1275483
TGCTTCTGGCTGCCTTCTCATGGATACCCATCCCCTGAGCGGACACATTTGGCTGAACAACAGGCTAATCGCTTCCATCTTGGAAAGCTATCATTTGCGACCACCGTGAAATGCCATTAGCTTGTTGTTCAGCTACTTCTACTAACTCCAATCCAACTACCAACCAGGACTTCAAACTGGAACAGCCTAG dsim w501 hours hours day-old day-old female
Read # Hit Total ovaries Testis eggs eggs ovaries embryo embryo testis ovaries body Head ovaries male head Male
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.................................................................................................................. CAT T AGC T TG T TG T T CAG C T A s i i it e et e e et e et et et et aeeeseseeeesesaseeeeseeaneesess 21 0 1 2571.00 2571 1268 62 66 77 190 348 431 6 60 35 5 0 18 5 0
.................................................................................................................. CATTAGC T TG T TG T TCAGC TAC T« &t v et e e et e e e e tee e teee s teeeseaeesneeeaaeeananennaaaa23 0 1 1619.001619 239 87 144 97 718 50 129 6 85 53 0 1 5 5 0
.................................................................................................................... TTAGCT TG T TG T TCAGC TAC T e v v v et e et ee e tee et tee e eeeeeeaeeeeaeesnaeeenaeennnaaa 2 0 1 1381.001381 259 72 465 351 71 9 19 14 56 52 7 3 1 2 0
.................................................................................................................... T T AGCT TG T TG T TCAGC TR s & e v e e e e e et ee e tee e e tae e seaeeenaeessaeessaaaeneeenaaanna 19 0 1 1268.001268 142 43 406 607 18 0 4 4 34 1 7 0 2 0 0
.................................................................................................................. CATTAGCT TG T TG T TCAGCTAC e & e e ettt et e e e tee e ttee e tee e eeeeeeaeeeeaeeenaneennanaaa 22 0 1 1157.001157 700 298 3 2 14 67 19 24 1 13 10 4 2 0 0
....................................................................................................................... GCTTGT TG T TCAGC TR .+ v v e e e et ee e ttee s tee e seaeseneeeeaeeseaeeeneeennnnanaaaa16 0 1 1018.001018 1013 0 5 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. el et €7 V:Xo0 V107X e] €101 10:¥-N: 0~ A ¢ 1 598.00 598 526 5 0 0 6 4 1 7 0 45 2 2 0 0 0
.................................................................................................................... T T AGC T TG T TG T TCAGC T e v v e e e e e e e et ee e tte e e tee e eeeeesneeesaeesaeeeeneeennaanaa 18 0 1 576.00 576 484 42 24 24 1 0 0 0 0 0 1 0 0 0 0
.................................................................................................................. CATTAGC T TG T TG T T CAGC T v v v e e e et e e et ee e e tee e ttee s teeseeeeeseeeensaaaananennaaaa 20 0 1 553.00 553 248 112 59 31 22 23 32 1 10 6 6 0 2 1 0
.................................................................................................................... Tl AGCT TG T TG T TCAGC T A C T T C . v i v e e e et et e e o e e et ae oo oeseseeeesesesaneesesaeeasess 23 0 1 547.00 547 0 489 0 0 0 0 0 1 1 0 55 1 0 0 0
................................................................................................................... AT TAGCT TG T TG T TCAGC TAC T« o v e v e e et e e e te e e tee s eee e eteeeeeeeeaaaeenaaennaaaa 22 0 1 540.00 540 337 16 36 29 31 7 32 0 12 36 1 0 1 2 0
....................................................................................................................... Gl T TG T TG T TCAGC T AC s & v e e e et et e et e e et e e ae e e s oeoeeesesaeeeseseeeeseneeaeees 17 0 1 529.00 529 528 0 1 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................... T AGC T TG T TG T TCAG . « v v v e e e et e e et ee e tte e tee e eeeeseeesesaaesnaaeanaeenanann 16 0 1 497.00 497 274 0 46 70 38 0 0 0 69 0 0 0 0 0 0
....................................................................................................................... GCT TG T TG T TCA G C T A C T . &t e et et et e et e o e e e e oo oo s oeoeeesesaeeeseseeeeseneaeesess. 18 0 1 471.00 471 469 1 1 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................... TTAGCT TG T TG T TCAGC TAC T T v v et e e e e et ee e e tee e etee s tee s staeeaaaenaaananana 22 0 1 457.00 457 172 12 29 18 8 0 2 132 3 58 1 22 0 0 0
...................................................................................................................... AGCT TG T TG T T CA G C T A . & it et et e e e et e e o e o et e aeaeeeseeneeeeesaeeeeeneeeeeeeees L7 0 1 401.00 401 401 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................. CATTAGC T TG T TG T TCAGC « e v v e e e e et e e e e e e e tee st e et et e saeeetaeananenneaa 19 0 1 366.00 366 68 234 2 5 2 31 5 0 4 2 7 0 1 5 0
................................................... Gl T GA A C A A C A G G T A AT C Gt 4 v e e e e e e e e e e e e e e e o e o e e o e ae o e oo s aeaeseseeaeeeseeaeeeseeeeeeeesaeeeeeseeaeeesesaeeeseeeeeeeesasaeeesoeeneessenaeeeeaneaaas20 0 1 334.00 334 137 0 2 0 24 31 6 97 3 19 0 10 2 3 0
.................................................................................................................... TTAGCTTGT TG T TCAGCTAC . o v v v et e e e e et ee e e tee e et s eee st esaaeasaaeananan 200 1 316.00 316 99 167 12 11 2 1 0 3 3 4 12 1 1 0 0
.................................................................................................................. CATTAGC T TG T TG T TCAG e & e v e v e e e et ee et ee e e eee s taeeseaeeeneeeeaeseeaeeenanennaaaaa 18 0 1 274.00 274 11 210 2 3 7 10 2 0 4 1 17 0 5 2 0
............................................................................................................... TGCCATTAGC T TG T TG T T ARG . « v v v e et ettt e ettt e et ee et ee et e et et e et e 22 1 1 264.00 264 3 0 55 37 74 44 27 0 24 0 0 0 0 0 0
.................................................................................................................... T AGC T TG T TG T TCAGC e v v v e e e et e e et ee e tee e teeeseaeeeaeesnsaeesaaaeenaeenananaaa 17 0 1 252.00 252 224 0 11 11 2 0 0 0 4 0 0 0 0 0 0
.................................................................................................................... Tl AGC T TG T TG T T C A . vt it it e et et e e e ettt e e ot esaeeeseseeeeseseseeeesesaeeasesa 1D 0 1 241.00 241 89 0 92 31 10 0 0 0 19 0 0 0 0 0 0
.................................................. GG TG AR C AR CAGGC T AT G C e + vt e e e e e e e e e e e e e e e e e e e e e e e e e ea e e ee e e aae e eee e ae e s eee s eeeeseaeeeeeeeeeeeeeaeeeeeeeeeeeeeeeeeaeeeeaeeenaneenannaaaa22 0 1 213.00 213 15 103 13 1 23 6 0 4 1 19 23 2 0 3 0
............................................................................................................... TG CC AT TAGC T TG T TG T T CAG . ¢ v e vt et et e et et aeae e et oeeesesesaseeseseeensesesanenseeaees 21 0 1 182.00 182 0 6 2 2 0 137 6 0 3 0 0 0 21 5 0
.................................................................................................................. CATTAGCT TG T TG T TCAGC AR . « ittt it ettt ettt ettt s et et e teeeeeaeaeanenneaaa 22 1 1 174.00 174 61 0 2 2 2 94 3 2 1 2 0 0 2 3 0
..................................................... TG A A C A C A G G T A AT C Gt 4 v v v e e e e o e e e e e e o e o e s o e o e o e o e s oo oo oo s oe oo eesasaeeeeeseeaeeesasaeeeseseeeeeesasaeesseeeeeesesaeeeesseeessesesaseeseaseaees 18 0 1 169.00 169 169 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................... AT TAGCT TG T TG T TCAGC TA e+ v e e e e e e et ee et te e e tee s tee e seeeeeeeeesaaesnaaannaaaa 20 0 1 135.00 135 106 17 3 2 1 0 4 0 0 2 0 0 0 0 0
................................................................................................................... AT T AGC T TG T TG T TCAG C T A C . ¢t vt et e e e et et e e o e e e seeaeeeseeeeaeeesoeeaeeeneeeeeeeaes 21 0 1 123.00 123 95 14 0 0 2 0 0 4 1 3 3 1 0 0 0
...................................................................................................................... AGCT TG T TG T TCAGCTAC e v v v et e e e e et ee e e tee e et st e seaeeaaeesnaaannaaanna. 18 0 1 123.00 123 120 3 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................... TAGC T TG T TG T T CAG C T AC T TC e v v v v e e e e e e e et e e oo e eoeeesesesaeeeeenoeeeeennnaeees 22 0 1 121.00 121 18 99 0 1 0 0 1 0 0 0 2 0 0 0 0
...................................................... €7:7:N 070 07N 104110V o s AN 1 110.00 110 110 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................... AT TAGC T TG T TG T TCAGC T v v v e e e et e e et ee e te e e tee e eee e seaeesaeeeaaaeanaaeenaaaaa 19 0 1 104.00 104 84 17 0 0 0 0 0 0 0 1 2 0 0 0 0
................................................... GCTGAACAACAGGC T ARATCGC .+ + v e e et e e e e e e e e e e e e ee e e ae e e ae e e eee et ae et eee e tee e seee e teee e teeeeeeeeeeeeeeaeeeeeeeeeeeeeeeesaeeesaeeaneeenneeana 2 0 1 99.00 99 0 12 5 7 45 9 0 0 13 1 2 0 1 4 0
....................................................................................................................... GCTTGT TG T TCAGC TAC T T e e v e et e e et e e e tee e eee e eeeeeeaeesaaaeenaaennannnaa 19 0 1 96.00 96 95 0 1 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................... TAGC T TGT TG T TCAG C T AC T . v it e et et et e et et e e et saeeeeesesasenseseeenseseneneas 20 0 1 89.00 89 25 39 6 8 3 0 4 0 0 4 0 0 0 0 0
..................................................................................................................... TAGCTTGT TGT TCAGC TACT TCT AR, .« . ittt ettt e e tee s seeeseaesseaesenaneenananas 26 2 1 89.00 89 0 0 25 39 7 0 0 0 17 1 0 0 0 0 0
............................................................................................................... TG CC AT TAGC T TG T TG T T C AGA . & ¢ vt et et e et et e e ae e et eeaeeesesaseeseseeassesesanensenaees 22 1 1 76.00 76 2 0 7 15 30 7 4 0 11 0 0 0 0 0 0
..................................................................................................................... TAGC T TG T TG T TCAGC T e v v e e e e e e et ee e tee e tee e s eeeeseeeeaaeesnsaaaananennnaaaa 17 0 1 62.00 62 59 0 1 1 0 0 0 0 1 0 0 0 0 0 0
............................................................................................................... TGCCAT TAGC T TG T TG T T CAG & v v v v et e e e e e et e e ae e e s oeoeeesesaeeeseseeeeeesesaseenanaees 22 0 1 62.00 62 0 8 8 7 18 12 4 0 5 0 0 0 0 0 0
..................................................................................................................... TAGCT TGT TG T TCAGCTAC . o v v ettt et ee e et ee e tee e tee e seeestaeessaaaananenanaaa 19 0 1 61.00 61 23 37 0 0 0 0 0 0 0 0 1 0 0 0 0
................................................... GO T GARCARCAGGCTARTC « v v v v e e e e e e e e e e e e e e e e ee e e ae e e ae e e aee e aaeeeaeeeeeeeeaeeeeneeeeeeeeneeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeeeeneneeaananaa 19 0 1 58.00 58 7 7 1 1 14 12 0 0 11 1 1 0 2 1 0
..................................................................................................................... TAGC T TG T TG T TCAGC T e v i e e e et et ee e et ee e tee s tee e teeesaaeessaeeanaeenanaa 18 0 1 57.00 57 49 7 0 1 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................... Gl TG T TG T T CA G T A A . i i it e et et e et et et aeaeeeseeoeeeeeeaeaeeeneeeeeenaeaeees 17 1 2 56.50 113 113 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................... AT TAGCT TG T TG TTCAG e & e v e e e e e et e e et ee et e e e tee et tee e st et et eiiaaannaaa 17T 0 1 56.00 56 52 0 2 0 1 0 0 0 1 0 0 0 0 0 0
...................................................................................................................... AGCT TG T TG T TCAGC TAC T e+ v e e v e e e et ee e eeee s eeeeeeaeeeeaeenaeeeneeeenannnaaa 19 0 1 55.00 55 53 1 0 0 0 0 0 0 0 1 0 0 0 0 0
................................................................................................................... AT TAGCT TG T TGTTCAGC & v v v e et e et e e et te e et e e e tee sttt esee e saaeeiaaaananeaa 18 0 1 53.00 53 20 31 0 0 0 1 0 0 0 1 0 0 0 0 0
.................................................................................................................. CATTAGCT TG T TG T TCAGC TACR . & o ittt ettt ettt et tee s tee et s teeeseaeeenanenneaa 23 1 1 52.00 52 12 0 14 8 7 0 3 0 2 6 0 0 0 0 0
..................................................................................................................... TAGC T TG T TG T T CAG C T AC T T .t v e vt et et e et et ae o et e aeeeeesesaeeesesaeeeseneeeneas 21 0 1 50.00 50 16 19 0 0 0 0 0 0 0 15 0 0 0 0 0
........................................................................................................................ CTTGT TGT TCAGCTAC e + v v et e e e e e tee e tteeseee s seaeeenaaseaaesnaneenannnaaa 16 0 1 45.00 45 44 0 1 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................. CAT T AGC T TG T TG T T CAG T A T . & it et et e e e et et e et et e aeeeseseeeesesasaeeeseeanennees 22 1 1 45.00 45 33 0 0 0 1 6 1 0 0 2 0 0 2 0 0
................................................. TGGCTGAACAACAGGC TARTCGC + « e e e e e e e e e e e e e e e e e e e e e e e e e ae e et ae e eee e eae s eae e eeeeseeeeeeeeeeaeeeeeeeeeeeeeaeeeeeeeeeeeeeeeeeneeeeanennaaaa23 0 1 44.00 44 0 41 1 0 1 0 0 0 0 0 1 0 0 0 0
..................................................... PG A C A A C A G G T A A T C ot v e i et e e e e e e e e e e e e e e e s e s ae o e e e s oo aeeesesaeeeeesaeeeeeseeaeeesesaeesseseeeeeesasaeeseeeneeesesaeeeesseeassesesaeenseeeees 17 0 1 43.00 43 36 0 4 3 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................ CT TG T TG T TCAGC T A .+ v v e et e et e e et ee e teee e aeesssaeesaeeeeaeesnanennannnaa 15 0 1 41.00 41 38 0 2 0 1 0 0 0 0 0 0 0 0 0 0
...................................................................................................................... AGCT TG T TG T T CAG C T A A . i i it it i e e et et e et et et aeaeeeeeeeeeeeesaseeeeneeaeeaeaas 18 1 2 41.00 82 82 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................. CATTAGC T TG T TG T TCAGC TAC T A . « v v v et et te e e tee e ttee s teeeeeeeesneeenaeesnanennenaaa 24 1 1 38.00 38 10 0 1 0 17 0 1 0 2 7 0 0 0 0 0
..................................................................................................................... TAGC T TGT TG T T CAG C T A C T T C T A . v v e e e e e et et e e e et e eoeeeeesenaeeeeenoeeaeennaaeeass 24 0 1 37.00 37 0 0 16 15 3 0 0 0 3 0 0 0 0 0 0
.................................................. GG T GARCARACAGGC T AR « + e e ettt e et e e et e e et e e e et e e e et e ettt e et e e et e e e e e e e e e e e e e 180 1 36.00 36 11 23 0 0 0 0 0 0 0 0 2 0 0 0 0
........................................................................................................................ CT TG T TG T TCAGC TAC T+« v e e e v e e e e tee e eeeseee s eeeeeeneeeeaaesnanennannnaa 17 0 1 36.00 36 36 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................... TAGC T TG T TG T TCAGC v v v et e ettt et ee e e tee e tee et e st et esaaeaanaaenanana 16 0 1 34.00 34 29 0 0 2 2 0 0 0 1 0 0 0 0 0 0
.................................................................................................................... TTAGCT TGT TG T TCAGC TAC T B . « v it et et et ee et ee e eeee s eee e seaeeenaeeenaeenanneaa 22 1 1 34.00 34 13 0 0 0 0 0 1 12 0 6 0 2 0 0 0
................................................. GG C T G A A C A A C A GG C T AR T C Gt v v e v e e e et et e e e e e et e e o e e et ae o e oo s aeae o e s osaeeesesaeeeeesaseeeesesneeesesasesseseeeesesesaeessesaeessesaseneesaeansenees 22 0 1 34.00 34 28 0 0 0 0 0 1 0 0 5 0 0 0 0 0
.................................................................................................................... TTAGCT TG T TG T TCAGC TAC A . « v v ittt e e et ee e e tee e eeee s eeeeseaeeaaaeenaeenanaea 2 1 1 32.00 32 10 0 8 10 1 0 2 0 0 1 0 0 0 0 0
...................................................................................................................... AGCT TG T TG T T CA G C T . vt et et e e e et et ee et et et aeaeeeseeaesesesaeesseseeeanesasess 16 0 1 31.00 31 31 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................ CTTGT TG T TCAGC TAC T T e « e v e e e e e et ee e tee e s eee s seaeeeneeeeaeesnaneenannnnaa. 18 0 1 30.00 30 30 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................... TG T TG T TCAG C T A C T s ¢ it et e e e et et et e e et esaeeeseseeeeeesesaeeesenaeeaeans 16 0 1 29.00 29 29 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................. CATTAGCT TG T TG T TCAGC TAC R . . o ottt ettt it et et ee e ttee e tee s teeeeaeeeanaeananas 24 2 1 27.00 27 7 0 2 1 13 0 1 0 2 1 0 0 0 0 0
....................................................................................................................... GCT TG T TG T T CAG C T AC A . &+ it i et et e et et et e aeeeseeeeeeeesaeaseeseeeeseneeaaess. 18 1 1 26.00 26 26 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................... TG T TG T TCAGC TAC T T v v e e et ee et te e etee e eeeesseeeenaeesnaaaaanaeenanaanaa 17 0 1 25.00 25 25 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................... M €7:0-X 07 VXX € 0119 P I R O 1 25.00 25 24 0 1 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................. CATTAGCT TG T TG T TCAGC TACT TC . v v v e e e e ee e e tee e otee e teeeeeneesnseeesaeeananennaaana25 0 1 25.00 25 0 23 0 0 0 0 0 0 0 0 2 0 0 0 0
.................................................................................................................. CATTAGCT TG T TG T TCAGC T AR . . .o\ttt t et tee s ttee st eeeeeenaeeeaeeananennaeana 24 3 1 23.00 23 11 0 2 1 7 0 0 0 1 1 0 0 0 0 0
..................................................................................................................... TG C T TG T TG T TCAG . « v e v v e e et e e e tee et tae e teeeeaeeeeaeeeeaeeeeaaneenaneenneana. 15 0 1 23.00 23 12 0 2 2 5 0 0 0 2 0 0 0 0 0 0
.................................................. e etk €7 V:X o0 V107X e €104 10-¥N o~ N ¢ 1 23.00 23 7 11 2 0 1 0 0 0 0 1 1 0 0 0 0
..................................................................................................................... TAGC T TGT TG T TCAG C T A C T T C T A A . & i i i et e e et e et ettt eeaeeesesaeeeeeseeansenesaneas 25 1 1 23.00 23 0 0 10 9 4 0 0 0 0 0 0 0 0 0 0
....................................................................................................................... GCT TG T TG T TCAGC T« e v v e et et ee et aee e eeeeeeaesenaaeeeaaeeeaaeenaeeenananaaaa 15 0 1 22.00 22 22 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................... Tl G T TG T TCAGC T A C . v v it et e ettt et et e e et aeeeseseeeeeesesaeeeseeaeeasass 1D 0 2 22.00 44 44 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................... TGCCATTAGCT TG T TG T TCAG A . « o v v vttt ettt e e e e tee s eeee e teeeeeaeeeneeeeaaeananennaa 23 2 1 21.00 21 0 0 4 7 4 3 0 0 3 0 0 0 0 0 0
..................................................................................................................... TAGC T TGT TG T T CAG C T A C T T C T s vt et e et e e et e et et et eeeeeesesaeeeeeneeneeenenaeess 23 0 1 21.00 21 0 2 10 6 1 0 0 0 2 0 0 0 0 0 0
....................................................................................................................... GCTTGT TGT TCAGC TAC TR . & o v e et et e e e et ee et ee e teeestaeeeeaaesnanennenanaaa 19 1 1 21.00 21 21 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................... TGCCAT TAGC T TG T TG T T C A . v i e e et et et e et et aeaeeeseeneeeeesaeaeeeseeeeeenesaneneenaaas 20 0 1 21.00 21 0 2 3 6 5 0 2 0 3 0 0 0 0 0 0
.................................................. e etk e7:V:N o0V 07-X e o1 N P A A0 1 19.00 19 19 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................. CAT TAGC T TG T TG TTC e v v v e e e et e e e e e et ee e e tee e teee s teeeeeeeeenaeseaaeeenaneenaaana 16 0 1 18.00 18 10 0 3 2 3 0 0 0 0 0 0 0 0 0 0
................................................. TGGCTGAACAACAGGCTARTC . v v v e e e et e e e e e e e e e et ee e e e e e ee e ae e e ae e aee e ae e eee e eeeeeeeeseeeeeeaeeeeeeeeeeeeeeeeeaeeeeaeeeneeeeneeeennenneaa 2l 0 1 18.00 18 0 5 5 0 5 2 0 0 0 1 0 0 0 0 0
................................................... et e 7:Y0) V107X €10 VX 101 e R 1 18.00 18 3 0 3 0 1 3 0 7 1 0 0 0 0 0 0
.......................................................................................................................... G TG T T CAGC T AC T T . v i e et e et ettt et et aeae s e osaeeesesaeeesesaseneenaeas 16 0 1 17.00 17 17 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................. CATTAGC T TG T TG T TCAGC T . « « o e v e e e e e e e e tee e eee s teeeeeaeeeaaeeeaeennanennaaaaa 2l 1 1 17.00 17 11 0 0 0 0 0 5 1 0 0 0 0 0 0 0
..................................................................................................................... TAGCT TGT TGT TCAGC T AC T TC T AC A . & i it i e et e ettt ettt et et aeeeeeseeensenenaneas 26 1 1 17.00 17 0 0 3 11 1 0 0 0 2 0 0 0 0 0 0
.................................................................................................................. O 2o e e s I T O 2 16.50 33 2 0 17 3 9 0 0 0 2 0 0 0 0 0 0
.................................................... Cl G AR C A A C A GG C T AR T C G e v v o e e e e e e o e e e e e e o e o e s o e o e o e s o s oeoa oo s oo e eeseeaeeesesaeeeseseeeeeesasaeeeseeneeesesaeesseseeeeeesasaeeeseeaeeaseeaseas 19 0 1 16.00 16 15 0 0 0 0 1 0 0 0 0 0 0 0 0 0
................................................................................................................... AT TAGCTTGT TG T TCAGC TAC T . + v et e e e e e e e e tae e seee s eeesseaeesnaaseeanaeenanaena 23 1 1 16.00 16 12 0 0 1 1 0 0 0 0 2 0 0 0 0 0
................................................. GG C T G A A C A A C A GG C T A A . & it it e e e e e et e e e e e e e e e o e o e o et o e ae oo oe oo aeeesaeeeeeseeaeeesesaeeeseeeeeeeesasaeeeeeeeeeeeesaseeeeseeeeessesaseeseeeeeaaeassll9 0 1 16.00 16 7 9 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................. O 2N e 1 N s AN O 1 15.00 15 4 0 3 1 5 0 0 0 2 0 0 0 0 0 0
................................................................................................................... AT T AGC T TG T TG T T C A . v v e e e e e et et e e e e e e oeoeeeeesaeeeeesoeeaeeesesaeeeseneeeaeans 16 0 1 15.00 15 12 0 2 0 1 0 0 0 0 0 0 0 0 0 0
.................................................................................................................... TTAGCTTGT TG T TCAGC TACAA . « & it et e e e et e et te e s tee e taee e eaeeeeaeeenaaennnanaas 22 2 1 13.00 13 12 0 0 0 0 0 0 0 0 1 0 0 0 0 0
.......................................................................................................................... TG T TG T T CAGC TAC Tt e v e et e et et tee e teee s teeesneeeeaaeeeaaeenaneenaaaaa 15 0 1 13.00 13 13 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................... TGCCATTAGCT TG T TG T TCAGCH . & ot ittt ittt ittt ettt et ettt et et e taeeeeneneeaa 23 1 1 13.00 13 0 0 2 9 2 0 0 0 0 0 0 0 0 0 0
................................................................................................................. CCATTAGC T TG T TG T T CAGC T e+ v e e e et e e et te e eee s eeeeeeaeeseaeeeaeesnaaeenanennaaaaa 22 0 1 12.00 12 2 0 0 0 5 2 1 0 2 0 0 0 0 0 0
................................................................................................................... AT T AGCT TG T TG T T CAG T A C T T s v v et et e e e et et e et et et aeeeoesaeaesesesaeeesesaeensess 23 0 1 12.00 12 10 0 1 0 0 0 0 0 0 1 0 0 0 0 0
..................................................... TGAACAACAGGC TART C G . « o v v 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 ae e e e e eae s eee e eae e eeeeeeeeeeeaeeeeeeeeeeeeeeeeeaeeeeaeeeaeeeeneeenaneenaaaaa19 1 1 12.00 12 12 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. GGl T G A R C A A C A GG T s v it et e e e et e e e e e et e e e e o e e e e ae e e s e s e ae o e s oo oo e esosaeeeeesaeaeeeseeaeeesesaeesseseeeesesesaeeesesaeeesesaseseeseeeesanesaaeas 16 0 1 12.00 12 12 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................... et €):7:¥ 002V 07X €0 -V L I J ¢ 1 11.00 11 8 2 0 0 0 1 0 0 0 0 0 0 0 0 0
.................................................................................................................. CATTAGCT TGT TG T TCAG T A C A A A . & it it it e et et et et et aeeeeeseeeeeeeeeaeeeseneeeasansl2b 3 1 11.00 11 3 0 1 3 3 0 0 0 1 0 0 0 0 0 0
.................................................................................................................. CATTAGCT TG T TG T TCAGC TAC G . « v v vttt it e e e et e ettt et e et et e e e 23 1 1 11.00 11 4 0 0 0 0 3 0 0 0 1 0 0 1 2 0
.................................................. GGl T G AR C A A C A GG T AR T CG I . v v v v e e e e e e e e e e e e e e e e o e o e s o e aeae oo s oo aeeesoeaeeesesaeaeseeeeaeeeseeaeeeseeeeeesesaeaseeseeeeessesasessoeseeeeeenanaeees 22 1 1 11.00 11 2 0 3 0 0 2 0 1 0 2 0 0 1 0 0
.................................................................................................................. CATTAGCT TG T TG T TCAGC TAC T T e v v et et e et e e et ee et tee e tee e seeeesaeeesaeeenananneaana 24 0 1 11.00 11 5 3 0 0 0 0 0 0 0 3 0 0 0 0 0
................................................................................................................. CCAT TAGC T TG T TG T T CAG C T s v vt e e e e e e e et e e aeaesoeeeeesesaeaeeeeeeneeeeenaeeenaneaes 21 0 1 10.00 10 2 2 3 2 1 0 0 0 0 0 0 0 0 0 0
.................................................................................................................. CATTAGCT TG T TG T TCAGC T A R . . . ittt ettt i ee et tee e st s eee st eeaeeeanaeananaas 23 2 1 10.00 10 6 0 1 1 1 0 0 0 0 1 0 0 0 0 0
..................................................................................................................... TAGCTTGT TG T TCAGC TACT T . & o vt ittt et ettt et tee e teee s eaeeeaeeeenanennanaa 23 1 1 10.00 10 1 0 5 3 0 0 1 0 0 0 0 0 0 0 0
.................................................................................................................... T AGC T TG T TG T T A A . o vt et e et ettt ettt e et te e et ettt et s 16 1 8 9.75 78 1 0 35 34 3 0 0 0 5 0 0 0 0 0 0
....................................................................................................................... GCTTGT TGT TCAGC T A . « « o et ettt et tee e tee e eeee s eeeeseaeeanaaeeaaaennananaa 17 1 3 9.67 29 29 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................. CAT T AGCT TGT TG T TCAG T A C T A R A . & i it i ettt et e ettt et aeaeeeseeeeeesesaeensenaeensess 26 3 1 9.00 9 1 0 4 0 4 0 0 0 0 0 0 0 0 0 0
....................................................... 007X 0N ek - X1 o] s I - TN 0 1 9.00 9 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................... Gl G A C A A C A G G T A A T C Gl T« i i vt e e et e e e et e e e e e e e e e e e o e o e s ae e e oo s aeae o e osaeeesosaeeesesaeeeeeseeaeeesesaeeeseeeeeesesaseseeseeasessesanensanaees 22 0 1 9.00 9 1 0 0 0 0 3 0 2 1 0 0 0 0 2 0
.............................................................................................................. ATGCCAT TAGC T TG T TG T TCAG . « v v e e e e et e e et ee e aee e eeeeeeeeeeneeseaeeeaaneenaeennnaaaa22 0 1 9.00 9 0 0 0 0 0 8 0 0 0 0 0 0 1 0 0
.................................................................................................................... Tl AGCT TG T TG T TCAG C T A C T T A . & it it e et et e e o e e e aeaeeeseseeaeeesesaeeeseneeeaeess 23 1 1 8.00 8 2 0 0 0 0 0 0 4 0 0 0 2 0 0 0
................................................. et el ol e7:V-N o0 VN 07X 1041V 21 O NN O 1 8.00 8 6 1 1 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................... AT T AGCT TG T TG T TCAG C T A C A A . & i it it e ettt et e et et et aeeeeeseeneeesenaeeeseneeeeeas 23 2 1 8.00 8 7 0 1 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................. CATTAGC T TG T TG T TCAGC T . « - o v e v vt e et ee e tee e tee e teee e eeesesaeeaneeeenaeannnaas 22 2 1 8.00 8 5 0 0 0 0 1 2 0 0 0 0 0 0 0 0
................................................. GG C T G A A C A A C A GG C T A . i i it et et e e e et e e e e et e e e e e et aeaeeeseeaeeeeeseeaeeeseeeeeeseeeeeeeeeneeeeesaeaeeeseeeeeesesaeeeseeeeeeeesaeaeeeneeaeeaeasa 18 0 1 8.00 8 2 4 0 0 0 2 0 0 0 0 0 0 0 0 0
.................................................................................................................. CATTAGC T TG T TG T TCAGC T A . .« . i ittt ettt it e et tee e et e tee e st e taeeetnaeannnaas 22 2 1 7.00 7 6 0 0 0 0 1 0 0 0 0 0 0 0 0 0
................................................. et el 1 e7:7-X o)\ 07X c s I T O 1 7.00 7 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................... AGCTTGT TG T TCAGC T A . « & ittt et ittt et tee e ettt eteeeeeaeeenenennenanna 18 1 1 7.00 7 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................... U E7:V:X 00 VX oF X e eTohi 1V o] €] o I B O 1 7.00 7 5 0 0 0 0 2 0 0 0 0 0 0 0 0 0
............................................................................................................... TGCC AT TAGC T TG T TG T T C A G A A . & it it et et et et et ae e et oeoeeesesaseeeesesaeeesesaeeneaneaeas 23 2 1 6.00 6 0 0 1 2 3 0 0 0 0 0 0 0 0 0 0
.................................................................................................................. CATTAGC T TG T TG T TCAGC . « + v vt v et ee e tee e e tee et eee s teeeeeaeeeaeeeeaeaeaanenneaaaa 20 1 1 6.00 6 2 0 0 0 0 3 0 0 0 0 0 0 1 0 0
.................................................... T G A A C A A C A GG C T A A T C e v v e e et e e e et e o et e e o e e e s e e e e e e s osaeoa oo saeaeseseeaeeesasaeeesesaeeesesaeeeseseeeeseseseeesseeaeeesesasesseseeesseseeasess. 18 0 1 6.00 6 4 0 1 0 0 0 0 0 1 0 0 0 0 0 0
.................................................................................................................... T T AGCT TG T TG T TCAGC R . « & ittt et ettt e et et ee et eee e eee st eseeeeeneeenanaea.. 18 1 1 6.00 6 1 0 2 3 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................. CAT TAGC T TG T TG T TCAG C T G . v v vt et et e e e et et e et e aeaeeeseseeeeseseeeeeeeeeaeeaeess 21 1 1 6.00 6 2 0 0 0 1 0 0 0 0 1 0 0 2 0 0
.................................................... O e)32 077X\l 72X s A 0 1 6.00 6 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................... TAGC T TGT TG T T CAG C T A C T T Al . v v it et et e et et e e e et e soeneeesesaeeeseeeeeaeenananees 22 1 1 6.00 6 5 0 0 0 0 0 0 0 0 1 0 0 0 0 0
.................................................................................................................. CATTAGCT TG T TG T TCAGC TA DA . .« o i vttt et et e tee e e tee e st e tae s sseeeaneeaaaaeenanas 23 2 1 6.00 6 2 0 1 1 0 0 1 0 1 0 0 0 0 0 0
............................................................................................................... TGCCAT TAGC T TG T TG T T CAG G . « ¢ v v et e et et et aeae e e soeneeesesaeeeeeseeeeeesenaeeenaneees 22 1 1 5.00 5 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0
....................................................................................................................... GCTTGTTGT TCAGCTACT TC . v v v v e e e et ee e tee e eeeeesneeeeneeseaaesneeennaeanaa 20 0 1 5.00 5 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................... AT TAGCT TG T TG T TCAGC TACT TC e v v e e et ee e e tee e tee e seeeeeneeeeaeeenaaeenanennanana 24 0 1 5.00 5 0 1 0 0 0 0 0 0 0 0 4 0 0 0 0
.................................................. GG T GARC AR C AGGC T A AT « & e v e e e e e e e e e et e e e e e e e e e et e e ettt e e et e e et e e e e e e e e e e e e e e e 190 1 5.00 5 2 2 0 0 0 0 0 0 0 0 0 0 0 1 0
..................................................... U E7:V:X 00 VX oh X e eTohi 1V o] €] 03 -1 N O 1 5.00 5 3 0 0 0 0 2 0 0 0 0 0 0 0 0 0
................................................. GG C T G A A C A A C A GG C T s o i e et et e e e e e et e e o e o e e e e o e o e o e s oo o e oo s oo aa o e s ae oo oo s o s oo aesesaeaeeeseeneeesesaseeseseeeeeesesaeeesesaeeesesaseseeseeeaeeesess L7 0 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................... TGCCATTAGC T TG T TG T T AL . + v et e e e e e et ee e et ee e tee s tee e eeeesteeeaneeenanenna. 2 1 1 5.00 5 0 0 1 1 0 2 0 0 0 0 0 0 1 0 0
..................................................................................................................... TAGC T TG TG T T CAG C T A A . & i it e et et e et e o et ae oo eesoeeeeesesaseeeeseeeseesesaaess 19 1 1 4.00 4 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................... TTAGCTTGT TG T TCAGC TACT TC T et v e e e e et e e e tee e etee e eeesstaeesnaaaenaaanananna 24 0 1 4.00 4 0 1 0 0 1 0 0 0 2 0 0 0 0 0 0
............................................................................................................. AATGCC AT TAG C T TG T TG T T A G . v v v v et e e e et e e e e o e e aeaeeeseeeeeesesaeaeeeseeneeeseeaaess 23 0 1 4.00 4 0 0 0 0 0 3 0 0 0 0 0 0 1 0 0
.................................................. el etk e):V:Nol VY 07-Ne el o4in0-V-Ni oo - I | 1 4.00 4 0 0 2 0 2 0 0 0 0 0 0 0 0 0 0
.................................................................................................................. CATTAGCT TGT TG T TCAGC T A C . & vt it it i e e et ettt e e et aeaeeeseeeeeeeeeaeeeeeneeeaees 23 1 1 4.00 4 2 0 0 0 1 1 0 0 0 0 0 0 0 0 0
...................................................................................................................... N0 e e 1 07:¥ ] - T ¢ 1 4.00 4 0 0 0 0 3 0 0 0 1 0 0 0 0 0 0
................................................................................................................... AT T AGC T TG T TG T TCAG C T A C A . & it it et e et et e et et e eeeaeeeeeeeeaeeeeeeaeeenoeeneeaeaeas 22 1 1 4.00 4 2 0 1 0 0 0 0 0 0 1 0 0 0 0 0
............................................................................................................... TGCCAT TAGC T TG T TG TTC e v v vt e e et e e e e e e e ee e e tee e tee st e taeeesaeesnaeennneena 19 0 1 4.00 4 0 3 0 0 0 0 0 0 0 0 0 0 1 0 0
......................... N o007\ o] o of ol 17V e] o] € e 7N - B¢ 2 4.00 8 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................. I eTelelie7:V-N el VN 0F-N e 1o hi-V- N o1 R~ S | 1 3.00 3 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................... GT TG T TCAGC TAC T T e e v e e e e e et ee e tee e eeeeseeeseeaeesnaaeeeaaeeeanannaaaaa 15 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................... TG A C A A C A G G T A A T G . v it et e e e e o et e e e e o e s e s o e o e o e s oo oo oo s oe oo o e oo s oo aesaseeaeeesasaeesseseeeesesaseeessesaseesesaseeesseeessesesasesseseaees 18 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................... TTAGCTTGT TG T TCAGC TACT TCTARA . « & ittt e e et ee et tee e et e taeeseaeenaaannnnana 27 2 1 3.00 3 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0
.................................................... T G A A C A A C A GG C T AR T G . v it et e e e e e et e e e e e et e e o e o e asaeoa s o s aeeeseseeaeeesasaeessesneeesesaeesseseeessesasaeessesaeeesesasenseseeennsenesaaeas 20 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................... TGCCAT TAGC T TG T TG T T A . « v it e e ettt ee e tee e e eee s eeeeeeaeeeaeeeeneeeaaeeenenenna 2 1 1 3.00 3 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................... TAGC T TGT TG T T CAG C T A C T T A . & it it et e et et e et et et oeneeesesaeeeeeseeneesnenaeess 23 2 1 3.00 3 0 0 1 0 1 0 0 0 0 1 0 0 0 0 0
.................................................................................................................. CATTAGC T TG T TG T TCAGC T « « o e v ettt et ee e e tee et eee e teeeeeeeesaeeeaeennanenneaaaa 2l 1 1 3.00 3 0 0 0 0 1 0 1 0 0 0 0 0 1 0 0
.................................................. GGl T G A A C A A C A GG T AR . v v i et et e e e e e e e e e e e e e e e e ae e e o s oeaeeesasaeeeeeseeeeeesaeaeeeseeneeesesaeeeeeseeaeeesesaeeeseseeeseesasasesseeeeeanenasass 19 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................. ATGCCATTAGC T TG T TG T TCAG . « v v e e e et e e e e e et te e et ee et e et st et e 23 1 1 3.00 3 0 0 0 0 1 1 1 0 0 0 0 0 0 0 0
.................................................................................................................. CATTAGCT TG T TG T TCAGC TACT B . « v v e ettt e e e tee e tte e e tee e eeeeetaeeeaaeeenanennenan 24 1 1 3.00 3 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0
................................................... eTole:V:Ve) V07X e eTok VX 1o e - R~ M 1 3.00 3 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0
................................................... et e V:Y0) V107X €10k VX 1] -4 I | 1 3.00 3 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0
.................................................................................................................... TTAGCTTGT TG T TCAGC TACT TAR . .« o vt vttt et et et ae et tee s taee e taeeeaeeenanenaneeans 24 2 1 3.00 3 1 0 1 0 0 0 0 0 0 0 0 1 0 0 0
...................................................... €7:7:N 070 00X e €011V L i T O 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................. CATTAGCT TGT TG T TCAG T A C T A A . & it it it e et et et et et e eeeeseeeeeesesaeeesenaeensess2b 2 1 3.00 3 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0
.................................................................................................................... TTAGCTTGT TG T TCAGC TACT TC T A . v v v et e e e e et ee e etee e eeessseaesnaaeenaaenanaa 25 0 1 3.00 3 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0
......................................................................................................................... TG T TG T TCAG T A C T A . o i it e e e et et e et e e et ae oo eesoeoeeeeesaeeeeeseeeneeeees L7 1 2 3.00 6 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................... N o e e L 0 e - s A 3 2.67 8 1 0 2 2 1 0 0 0 2 0 0 0 0 0 0
.................................................................................................................... TTAGCT TGT TG T TCAG C T A C T T C T A A . & i i it et ettt et et e eeseseeeeeesesaeeeseneeeaeans 26 1 1 2.00 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0
................................................... et e V:Yo) V07X e €104 ¥\ 101 o -4 N | 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0
....................................................... A A C A C A GGl T A A T Gl T A . &+ i i it e et et e e e e e et e e o e e et aeae e soeaeeesesaeeeeeseeeeeesasaeeeseeneeesesaeeeseeeeeeeesesaseeseeaesesesaseseeneeeeeana 19 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................... et €:7:¥ o)V 07:X ] €0 R - T ¢ 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................... TTAGCTTGT TG T TCAGC TACE . « « v v e v et ee et ee et tee e eeeeeeeeeeneeesneesnneeennaneaaa 2 1 1 2.00 2 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0
.................................................................................................................. CATTAGCT TGT TG TTCAGCTACTAG . .+« v it vttt et ee et tee e et s teeeeseeesneeeenaeenanaaa 25 2 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................... AGCT TG T TG T TCAGC TACA . « v it ettt e et e e e tee e et st s eeeeetaeeeneaenaneeaa. 19 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................... GCTTGT TG T TCAG C T AC T C . v vt et et et et e et et e e e et e e aeeeseseseseesesaseesesaaess 19 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................... AT TAGCT TG T TG T TCAGC . « « v e v v vt e e e tee e eeee s teeeeeaeeeeaeeeaeeeeaeeenaneenaaaaa 19 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. GGl T G AR C A A C A GG T AR T C G A . v v vt e e e e e e e e e e e o et e e e e o e s o s o e o e o e s ae oo oo s oeaeoasasaeeeseseeeeeesasaeeeseseeeesesaseseeseeeseesesaeesseseeessenaeanees 22 1 1 2.00 2 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
............................................................................................ AT TTGCGACCACCGTGARAT G« o v v v e e e e e e e e e e e e e et ee s eee s aee s eeee e teeeeeaeeseeeesaeeesnaaanneeeneaaaa 2 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................... AT T AGC T TG T TG T T CAG . & v ot e et et e e e e e et e e o e oo oo e aeeeseseeeeseseeaeeeseeeaeeasass 18 1 1 2.00 2 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0
.................................................................................................................. CATTAGC T TG T TG T T A A . & i it et e ettt et e e et ee ettt et e e et etee e 18 1 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0
..................................................... A A C A C A G G T R A s i i i e e et et e et e e et e e ae e e e ae e e s oeaeeesosaeeeeeesaeeeeeseeneeesesaeesseeeeeesesaeaeeeseeaeeesesasesseeaeessesasesseseeeaseasa LD 0 2 2.00 4 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................ CTTGT TGT TCAGC TAC T . & ot ettt e ettt et e e e tee e et e taeeeeaeeenanennaaaa.. 18 1 2 2.00 4 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553487 SRR553485 SRR553488 SRR553486
SRR618934 M053
NRT_0-2 SRR902008 Chicharo_3 RT_0-2 Makindu_3 M024 M023 SRR902009 GSM343915 0001 SRR1275487 M025
ACGAAGACCGACGGAAGAGTACCTATGGGTAGGGGACTCGCCTGTGTAAACCGACTTGTTGTCCGATTAGCGAAGGTAGAACCTTTCGATAGTAAACGCTGGTGGCACTTTACGGTAATCGAACAACAAGTCGATGAAGATGATTGAGGTTAGGTTGATGGTTGGTCCTGAAGTTTGACCTTGTCGGATC dsim w501 hours day-old hours day-old female
Read # Hit |Total ovaries eggs ovaries ovaries eggs ovaries male head testis embryo body Testis Male embryo
*hkkkhkhhkkhkhhkhkkhhhkhkhhkhkhhhhkhkhkhrd (((,......... O G G G O G G G G G G G G P G O P (O (P (N (O (PR (B (RS Y)Y DN))D)YININIMIIMIIIMIIN))) ))) . Xkkkkkkkkkkkkkkhkkhkkkkkkkhkkkkkkkhkk** |gjze|Mismatch|Count Norm |[Total body larvae
.................................................................................................................................. TCGATGAAGATGAT TGAGG T T v v v et et eee e eee e steessneeennanenaaaaa 210 1 6.00 6 3 0 0 0 1 2 0 0 0 0 0 0 0 0
....................................................................................................................................................... AGGTTGATGGTTGGTCCTGAA . « v v v et e et e v 21 0 1 5.00 5 3 0 0 2 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................................... GAAGTTTGACCTTGTCGGATC 21 0 1 5.00 5 3 1 0 0 1 0 0 0 0 0 0 0 0 0
................................................................................................................................................ TGAGGTTAGGTTGATGGTTGG . + v v e e e et et ee e eeneneeeas 21 0 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................. GCTGGT GG AC T TTAC GG T AR . + v v e e e et e e e e e e e e e st ee et te e e tee et eee sttt e et st esieeeineaena 20 1 4.00 4 4 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................... TTGATGGTTGGTCCTGAAGTT . . v v v v v e v eee... 21 0 1 4.00 4 1 2 0 0 1 0 0 0 0 0 0 0 0 0
............................................................................................................................................................ GATGGTTGGTCCTGAAGTTTG. . e v eeeeu.... 21 0 1 4.00 4 2 1 1 0 0 0 0 0 0 0 0 0 0 0
........................................................... TG T CCGA T TAGC AR GG TAGAR . « & o e v e e e e e e e e e aa e s aaa s aaeseanaeeaseeeaeesaeeeeaeeeeeeeeaeeeeaeeeeeeeeaeeeaeeeeaeaeeeeeeaeaseaaaeaaaneaanaaaa22 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................. GAGGTTAGGTTGATGGTTGGT e v v v et v v e eeneennnaaaaa 21 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................... TGATGGTTGGTCCTGAAGTTT . v v v e eveen... 21 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0
................................................... A C T T G T T G T C C G A T T s v v et e e e e e e e e e o e e et e e o e o e s e e ae o e e s oo oo oo s oeaesasosaeeesesaeeesesaeeseeseeaeeesesaeeeseseeeesesaseseeseeassesesaneeseeaees 17 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................... GAAGATGAT TGAGGTTAGG T T v v e et et ee e seeeseieesenaaannnaaa 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................... GATGAAGATGAT TGAGGT TAG . ¢ v e v v et et e e et et eeeesenenaeensenaaas 21 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................... GTTGATGGTTGGTCCTGAAGT e v v v e eeeenan... 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................... ACGC T GG T GGl A C T T T A C GG T & v vt et e e e e e e e e e o e e e s e e oo ae s osoeeeseseeaeeeseeaeeesesaseeseneeessenanaeeas 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................... TCGAACAACAAGTCGATGAAG . « v v vt e et e e e tee e tee s eeee st saeeesaeaaaaaannaaaa 2l 0 1 2.00 2 1 0 0 1 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................. ATTGAGGT TAGGTTGATGGT T . v v v v et et e et et eeeeeeneneaas 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................ GGTTGATGGTTGGTCCTGAA . « v v v veeennnnn.. 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................ Gl C C G AT T AG C G AR G G T A G A . v et et e e e e e e e e et e o et e e ae o e oo e aeaeeeeaeeeeeeeeneeeeesaeeeeeeeeaeeesesaeeeseeeeeeeesaeaseeeeeeeeenenaeeaeanaaas 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................... GGTTAGGTTGATGGTTGGTCC e v vt e e v v e eenennnna. 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................... AAGTCGATGAAGATGAT TGAG e « v v vttt e e tee et teessneeenaaeenaneenananna 2 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................... TGATGGTTGGTCCTGA . « v v e v veeeennnnaa. 16 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................... GGTTAGGTTGATGGTTGGTC . v v v v e v veeeeeeennnnaa. 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................... Tl T CGA T AG T AR A CGC T GG T G o v o v v et e e e e e et e e o e o e e o e o e o e s oo oo e s oeaeeesesasesseseeeeseseseseesoesaeessesaeenseeeaees 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0
............................................................. i oTefe) N ki -Ne] ol e7:¥-Xe] e 17X} VN oL o} 252N O 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................................... TAGGTTGATGGTTGGTCCTGA. . v v v v e vt e e e v .. 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................................. AGGTTGGTCCTGAAGTTTGAC . v v v v vu.... 21 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0
.......................................................................................................................................... GATGATTGAGGT TAGGT TGAT . v v v et et et et et eseeeeeenenaaeas 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
........................................................................................... V.V ot ek e et e eT 07X ki i N -3 BN O 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................ AAGATGAT TGAGGT TAGG T TGA . & i i et et e et et et eeaeeenaeeeeaeeans 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................ GTCCGAT TAGCGARAGG TAGA R .+ v v et e et e e e e e e et e e e e e ettt e et e et ee et e e et ee et e et et e et e e e et ettt e et e e e e 20 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................... Gl GG A C T T T A C GG T A AT C G A s & i e et e e e e e et et e e e et e s oenseeeeesaeeeeeeeeeeeeeeeaeeeeeeeeeeeenaeaaeas 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................ AAGGTAGA A CC T T T G AT AG T .+ o v v et e e e et e e e e e e et e e e e e et e e et e e e et e e ettt et e sttt et e et et et et e e e e 2100 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................. TCC G AT TAGCGARAGG TAG A R .« v v e e et e e e e e e e e e e e aa e e ae e ee e e tee e teee s eaeeeeeeeeaeeeeaeeeeeeeeeeeeeeeeeeeeeeeeeeseeeeaeeennanennaaaa 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................. AR TGAAGATGAT TGAGGT TAG . + + v e e et e e seeeeseeeseneennnnennaaaaa 23 3 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................... ATCGAACAACAAGTCGAT G v v et e et e e ot ae s eeee e eeeseeaeesneeesaeeenaneenananaaa 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0
......................................................................................................................................... AGATGATTGAGGT TAGG T TGA . &t it et et ettt ee e teaneneenaaas 2] 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................... TGAAGATGAT TGAGG T TAGG T Tn v vt et vt ee e et eeeeesnaeaannnannaa 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................... AT GAAGATGA T TGAGG T .« v vt et et e et et aeee s e eeeesenenaeeesenaeas 17 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................................... GGTCCTGAAGTTTGACCTTGT...... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0
........................................................................................................................................ AAGATGAT TGAGGT TAGG T TG v v v e et et e ettt eeeereneeeaeess 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
........................................................................................ ATAGTARACGCTGGTGGC e v v v e e e et e e e e e e e e e e et e e et ee e et ee e et ee e et et s et st e s e st eieesnenenea 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................... GGT GG C A C T T T ACG G T AR T C Gt v v v e e e e et e e o e e e e o e oeoesesaeaeeeeeeneeeseeaeeeseeeeaesesenaeeeneneaas 2] 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................. NN o etk e e i ] €07 Xk i 1 R A A0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................... GGl AC T T T A C GG T A AT C G AR C A ¢ it it e e e e e et et e e e et e e oeeeeeeeeaeeeeeeeeeeeeeaeeeeeeoeeneeenanaeees 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................. GAGGTTAGGTTGATGGTTGG . v v v v e e v v eeeeenenennnaaaaa 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................ PGTCGATGAAGATGAT TGAGG T« v v v v v te e et eee s teessneetneeenanennanaaa 22 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
.................................................................................. T T TCGATAGTARRC . v v e e e e e e e e e e e et ae e et ae e e aee e aaeeeeaeeeneeeenaeeeeeeeeaeeeeeeeeaeeeeaeeeeneeenaneenanennaa 15 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................. TCGATGAAGATGAT TGAGG T« o v vttt et eee e eeesseeesenenennanenannana 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................... GAT GAAGAT GAT TGAG . « v e vt et e et et et aeoeeeseeaeeesesaseeeesaaas 16 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................. BT CCATGAAGATGAT TGAGG T T . o v v e et e ee e taeeseaeseaaaneaneennaneaaa 22 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................. GTCGATGAAGAT GAT TGAGG T . ¢ v v it e ettt et ettt eeeeeesenaeensenaaas 2] 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................ GAACAACAAGT CGATGARAG R s « v v e e e et ae s teeeseeessaaeesneeeeaeesnanennannnaa 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................... ATGATTGAGGT TAGGT TGATGGT T . v vt et e et et et ee e eneneaes. 24 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................................... GGTCCTGAAGTTTGACCTTGTC..... 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0
................................................................................................................................. T CGATGAAGA T GAT TGAGG T T . v v it e ettt et ettt et eeeeeeeenaeeeeanaees 22 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0
............................................................................................................................................................ GATGGTTGGTCCTGAAGTTT ... vveueeu.... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................ AAAGGTTAGGTTGATGGTTGG . + v v v e v e vt e eeeeeeneneaea. 21 2 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................. TCGATGAAGATGAT TGAGG e & e v v s e e e eeeeseesesaeesnanennenennaaaaaa 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................... GTCCTGAAGTTTGACCTTGTC..... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................. ATGGTTGGTCCTGAAGTTTGA. ... .vvu.... 21 O 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................... T T CGATAGT AR ACGC T GG TGO C e « vt e v e e e e e e e e e et e e e e e e et ee e e aae s eaeeseeeseeeeeeaeeeeaeeeaeeeeaeeeaaeeeaaeenanaaaa22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................ CGGT AR T CGARACA A CAAG T C e v it et e et et et ettt ettt esaeeeseeeeeesesaseneeneeeesasass 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0
................................................... (0] e Xk s e e e ] 7% - T 25 I 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................ GAAC AR CAAG T C GA T GARAGA T G v v v v et e ettt et e aeeesesaeeesesaeessenaeensanaees 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................... TTGATGGTTGGTCCTGAAGTTT . v v e e eeeeann. 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................................ TGAAGTTTGACCTTGTCGGAT. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
|droSim2 ”21:864381—864570 + ||dsi_233”TGCTTCTGGCTGCCTTCTCATGGATACCCATCCCCTGAGCGGA —————— CACATTTGGCTGAACAACAGGCTAATCGCTTCCATCTTGGAAAGCTATCATTTGCGACCACCGTGAAATGCCATTAGCTTGTTGTTCAGCTACTT-——————————————— CTACTA-ACT--CCAATCCAACTACCAACCAGGACTTC-AAACTGGAACAGCCTAG-—-——— |
droSec2|lscaffold 14:871952-872141 |dse 211|TGCTTCTGGCTGCCTTCTCATGGATACCCATCCCCTGAGCGGA--———- cacgTTEECTECARCAACACGGCTAATCGECT TCCATCTTGGAAAGCTATCITTTGCGACCACCHT A ldccCaTTAGCTTGTTGTTCAGCMACHT-— - - - - - - - - - - ———- CTACTA-ACT--CCAATCCAACTACCAACCAGGACTTC-AAACTGGAACAGCCTAG-—-—-
+

|dm3 lchru:1862020-1862153 - | |
ldroEre2|lscaffold 2484:9938-10069 +| lcccl |
larovak3|l2r:887523-887599 - I |recTreTeccEMcEEcEcaTceaRacccaTccccBeace o BaNNgeC AlART TXECTEEEHNARACCHTARSCE |
droEugl|lscf7180000409554:1629849- TolTTCcTGCcTeifiTEcTcaTGGARAcccaTcceciieaccicAg S NNeC Al T TINSC T ClleleR VA ACCITARECE
1629925 +
droBialllscf7180000302261:2902287- GCTTCTGGCGCCECETGGAEAECc@ccccEGAGCGGAMCAEATTECTGAEAGGETAACG
2902363 +
droTakl|[scf7180000414027:23098- TelgrTeTecclccidecTerccalacccallccecTeaccoca YN NeC Al e T TINSC Tl VAACCITARECE
23174 +
droElel|[scf7180000490458:377285- e cilifeliin eleClea TINCEG O MNESNA LG oon delele n S.Nelolele) NG G A A A GIINTINCININA Clol e GC G T/AG e ThvaVAClole
377361 +
droRhol|[scf7180000769144:41564- TGIATTC TG CldchfdescEcET oo aAlNec cc ANl G A G cic Al NNe C Afin T TINSC T CleleRACACCITANACE
41640 +
droFicl|scf7180000453904:1173878— T Ghlielia efe C 2 A A G TINNEINA NG I~ Slefefe ClelNelIeeING G A 2 A TN TICllA C e G c o TG EE T VACHE
1173954 -
droKikl|scf7180000301647:4198-4262
+
droBipl|lscf7180000392019:2624-2641
+
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:864381-864570
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:864381-864570
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_233.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_14:871952-872141
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_211.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:1862020-1862153
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2484:9938-10069
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:887523-887599
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409554:1629849-1629925
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302261:2902287-2902363
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414027:23098-23174
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490458:377285-377361
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000769144:41564-41640
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453904:1173878-1173954
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301647:4198-4262
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000392019:2624-2641

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi 214 |2r:3835597-3835654 + |candidate-rescued | Canonical miRNA ||intron

Legend: mature star (0 yiz1d i B EN i3 mismatch in read
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Genomic Position 18 19 20 21 22 23 | | | |
Size 3,835,550 3,835,600 3,835,650 3,835,700
Genomic Position
Hairpin partition -8 Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [2r 3824372 3842698 +]; utr5 [utrS_plus_3251]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553487 SRR553488
SRR618934 M053
M023 M025 0002 NRT_0-2
CCAGGACGATGGAGTGTCCTGGCCAGACAGCCCGTCTCCAGGCGGAGTTCAGTTGCGEGTTTGCTATCGCGGCACTACACAACGTGCGGCGGAGTATCCTCGACAGCCAATCCATCCCGATCCTTCCTTTCGCGACTCTCGAATCGCGACTCTTCGCGT dsim w501 female
Read # head embryo Head eggs body
kkkkhkkhhkhkhhhkhkhhhkhhhkhhhkkkhrkhhkhhkkkk (Co(((C. ... COCCe CCe e OO OO (e ennn. NN e 1)) )) e kkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkk*x*x** gize Mismatch Count Norm Total
..................................................................................... CGGCGGAGTATCCTCGACAGCC  « v v e et e e et et e e e ettt ete e te e ee e eaeiaeaeneen. 22 0 1 20.00 20 7 13 0 0 0 0 0
..................................................................................... ClefeleEle e NCICIEEIEEEE s & - ac & o B o a A an o B S e A e A e S BEAa e A A aeancaaaaa- Pl |0 1 3 4 0 0 0 0 0
..................................................................................... CGGCGGAGTATCCTCGAC . & ¢ v v e e e e e te et ettt e e et te e te e eieeneeaeaenaenaen. 18 0 1 4. 4 3 1 0 0 0 0 0
..................................................................................... CGGCGGAGTATCCTCGACAG . « + e e e e ee e e eae e e e eaeeneeneeaenaeneeneeaeeaennen. 20 0 1 2. 2 2 0 0 0 0 0 0
............................................................................................................................ CCTTTCGCGACTCTCGAA .+« veeeeen... 18 0 1 2. 2 2 0 0 0 0 0 0
..................................................................................... CGGCGGAGTATCCTCGACAGCCA . &+ e e et et ee e e e et e eeeae e etaeaenaeaeenenaanaaa. 23 0 1 2. 2 0 1 0 1 0 0 0
..................................................................................... CGGCGGAGTATCCTCGACAGH . « ¢ vttt ettt ettt et ettt e e e e 21 1 2. 2 2 0 0 0 0 0 0
..................................................................................... CGGCGGAGTATCCTCGACA . « v v e v e et ee e ettt e e et te e te e eieeneeaeeaenaenaen. 19 0 1 1. 1 0 0 1 0 0 0 0
..................................................................................... CGGCGGAGTATCCTCGACAGH . - - o v ittt ittt it i it it et e i en e e eeeeee 201 1 1. 1 1 0 0 0 0 0 0
.................................................. e et o] e el it e ot X o] 7o c U AP~ S B O 1 1. 1 0 0 1 0 0 0 0
............................................................................................................................... TTCGCGACTCTCGAATCG. .« v vevnen... 18 0 1 1. 1 1 0 0 0 0 0 0
..................................................................................... CGGCGGAGTATCCTCGACH. - . oot i e e 190 1 1. 1 1 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553487
SRR618934
M023 Makindu_3 M024 NRT 0-2
GGTCCTGCTACCTCACAGGACCGGTCTGTCGGGCAGAGGTCCGCCTCAAGTCAACGCCAAACGATAGCGCCGTGATGTGTTGCACGCCGCCTCATAGGAGCTGTCGGT TAGGTAGGGCTAGGAAGGAAAGCGCTGAGAGCTTAGCGCTGAGAAGCGCA dsim w501
Read # head ovaries |male eggs
Kkkkhkkhhkkhkhhkhkhhrkhhhkhhhkkhrkkhkhkkhrkhk CCo(C(e ... COCCe CCe e COCC - (e e e MDD e ))) . )) e hkkkkkkkkkhkkkkkkkkkkkkkkkkkkkk*k*x*x** gize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|/Coordinate ID Alignment
|drosimz|l2r:3835547-3835704 + lasi 214 |ccacerc------------ GATGGAGTGTCCTGGCCAGACAGCCCGTCTCC A = = = = = = = = = = = = = = = =~~~ — o AGTTCAGITCCEETTTCCTATCECEGCACTACACAACGTGC-GGCCCAGTAT CCT--------- CGACAGCC--————————————————————————— AR-——————————————————- TCCATCCCGATCCTTCCTT-—————————————- TCGCGACTCTCG-----———- A--ATCGCGACTCT
ldrosec2|lscaffold 1:655265-655415 + |dse 1850|ccacRac----------—- GATGGHGTGTCCTGGCCAGACAGCCCGTCTC A = = = = = = = = = — = = o = o AGTTCAETTECEETTTCCTATCECEGCACTACACAACGTGC-GGCGGAGTAT CCT--—--—---—- CGACAGCC--——-—————————————————————— N TCCATCCCGATCCTTCCTT——————————————— TCGCGACTClgCG-—--—--—- A CTCT
|dm3 lchror:2986013-2986170 + ldme 430 |lccacerc------------ GATGGAGTGTCCTGECCAGACAGCCCGTCTCC A~ =~ = = — = == = = = = = = = = — = = AGTTCAGITCCEETTTCCTATCECEGCACTACACAACGTGC-GGCCCAGTAT CCT--------- CGACAGCC--————————————————————————— Y ———— TccfrccceAcCTTCCTT-———— - - TCGCGACTCRCG--------- A--fdrcficBacTcT
droEre2|scaffold 4929:19580945- CCAGGAC---—--—-—-—- GAJGGAGTGTCCTGGCCAGACAGCCCGT CT CC A=~ — = — = — = = — = — = —— —— —— o - BcTTCRAETTECEETTTCCTATCECEGCACTACACAACGTGC-GCCCAGTAT CCT-----—--- CGACAI— ————————— — e ElC T T C Cll— — === ——=—=—=-- Weccceagrcec-----—--- P ————---G-C
19581077 -
ldrovak3|l2L:15698324-15698456 + ldya_1814fccacGac------------ GATGGAGTGTCCTGCCAGACAGCCCGTCTCC A= — = = = — = — = — = = = = = = = o = o o - AGTTCACTTCCCEETTCCTAINCGCECCACTACACAACGTGC-GGCGGAGTAT CCT----—-—-- CGACALRR - —————————————————— - = ettt C C T'T CC g~ — === ———=—=—-~ WecccorlTifgcG—-—-—-—-- A C T
droEugl|{scf7180000409672:5008822- ccAGACHI NN - - i~ GIAG TC CTGGCCAGACAGH G T CT CCA -~~~ — - — - m oo oo AGTTCRETTECEETTTCCTAINCCCEGCAC\ACACAACGTGE-GGCGGAGTAT CCT--------- & T TS T CG AT A TR - -BEEIATCCTTTREACATCCTCGANNIUdEGITIeilels - - EEEEE T TINSIElS - - - - - - - - R B — - —————]
5008974 +
droBial|lscf7180000302292:3154014- cCAGGH NI XS NI Nl Adel T cCTGGCCAGACAGHCEGTCTCCA— -~ - —— - — - AGTTCAGTTECEETTTCCTATCECEGCACTACACAACGTGC-GGCGGAGTAT clT--------- T GC (e CAGA TR - - - ey — — — = — = = = = = = = — = = BT CTCG=~—====== A T — — — — — ATCH
3154153 -
droTakl|scf7180000415382:228079- ccAChIgNNNIG Yo dccacTiirccToeccacacaccil e e reclg- - - - - - - oo AGTTCAGTTCCCETTTCETATCECECGCACTACACAACGTGC-CECGCACTATSNRI cCT-—-——————- e N e By ------—- GEEIACATCCTCGANNNSSErNelehilele - - EEEEE AIRClEISIE TS - - - - - EEEEEEE B -]
228239 +
droElel|[scf7180000491265:108274- CCAGGA Y NI N elelen € GAGTGT CCTGCCAGACAGCCRGTCTIC/g- - - — - — - —————m oo AGTTCAGTTECECETTTCCTATCECEGCACTACACAACGTGC-[HGCCCAGTET CCT-------—- JeGTIATeTCAGTA TR CCTCGGTATCCTCGAC- - RRl TCCTCGREIACATCCTCGAACHEINNIIINCT - - B GTTCCTNEdET TG TR AT cliccagTiE
108483 +
droRhol|lscf7180000780072:163374- CCAGGACHE YNNI NI Nelelel &GGAGTGTCCTGGCCAGACAGHCEGTCTCClg- - -~~~ —m—mmm oo AGTTCRAGTTECEETTTCCTATCECEGCACTACANAACGTGC-[HGCGGAGTAT CCT------—-—- ceaalicciege - —-—- - - - - - ————-———————- - -BERATCCTCGREATATCCTCGANNNCATNIILITS - - BRI BTCGCGRRY8CTCG--—-—-—-- P ———————CT]
163551 -
droFicl|{scf7180000453955:273999- CCANGACIYE YNNI N NeTel ST G TEAT CC TGGCCAGACAGHCEG TCTCCfg- - -~ — === — - —mmm o AGTTCAGTTECEETTTCCTATCECEGCACTACACAACGTGC-GGCGGAGTAT CCT--------- CeANcC--— - — -~ -~ T GENATATCCTCGANNNUSNlcIehlele - - EEEEE TCGCGREY8CTCG-—-—--—-—-A—-
274167 -
droKik1|scf7180000302640:92221- CCAGGAC---——-——————— e A& cctlcccacaciccclecEcgccrg-------- - - - - - - - AGTTCAGTTCCHE N TTEClEAlECECECClc TACACAACGTGC-GECCCAN Tl (SR NicCTlehl-—--—-—- CGACAL - ———————— - = - - - - — - — - —-[8G- - - -licAREEEE GrTccajidlenEcTcEceaaT BN - - - - — T\ - CClEEE ceeaT
92370 +
droAna3|scaffold 13266:3223073- dan 4049 CAGQAE ———————————— EEEeAGTGTCCTGGCIAGACAGCCCAlgCTCClg-——— === == —— o BcTTCRETTECECTTTCCTENCECEccA A CACAldcGTGC-CECEESTAT CCT--------- cefealice—-—----—--—-— - TlECATC G i~~~ — =~ - GaTccTjidlerccTTHGECATTTTAT T TRET Aldlelele T T C ek
3223233 +
droBipl|lscf7180000396427:1694036- FCAGAE ———————————— Bat\c@leircrccreeciacacaciicccecrecg---------- - - - - - - - - - oo - - - -~ ®cTTCAGETECEETTTCCTANCECECcAcIacacaldccTce-IN cecdaT CCT------—-—- T e T T R e By ---- - - e AT CClC A e — — — — - ———— GaTccTiidercTalTicECATTTREET TRE T Adede T T CléliicCGGCiidee Th
1694201 +
dp5 [3:1271504-1271677 + | |ccrBERR- - - - IR G TG TCC THGCCAGACAGCCEEECTCCg- - - - - - -~ — == E\-ccolXegfelededi~ o T TCAGTTECEET TN AECECEcAcTACACAACGTGCLNGGCGCAGT AT N R Ch ThE S eTeleT N . e C A R — — - — - —— — - — - — - - - ———— - —-—-———- TR~~~ —————-—[¥¢- - - -jliircGcacGcGeTTCCCdeTE@TTCE- -[ETTT] B CARTCT-—-—- ceeer
droPer2|scaffold 2:1446966-1447139 ccadeh - - - - NIl \cEc TeTecTicccacacacecgagc Tecg- - - - s m e - Nepyeleleli~ G TTCAGTTECECTT TN CI\AlECECEEcACcTACACAACGTGCIIGECCCAGTATINI SN CC Thy N TeleleT ey e c A — — — — — - —— - ————————————————— B-----—-—----—-- --—----—-—-[d§- - - -jliiTGGCcACGCGCTTCCCYE /T TClY- - @TTT] B - CARTCT—-——— Bceeat
+
droWil2|lscf2 1100000004513:2577721-
2577936 +
droVir3|scaffold 10324:1142317-
1142425 +
droMoj3|lscaffold 6496:4898037- ccleec@-------—--—-- - - - - TGTjleCloln C TelcoNe)-Xo)-Xelo/G TleldeiC T T G T T T C T GG C T T T T GG C C A R aiatata e e TR-GlEC] AN T CRGTTECEETTRCETAINCGCEccACiacACAACGTCEINCCCCA R - ———————— it — — — — = === === —=——————————— - — — e ] — — — = = = = = = = = = = = = e — — = = == == = - —-—-——————|
4898141 -
droGri2|scaffold 15245:9224393- CCAGGEIN-----—-—-—-- - - - - TG Tjecla C T/ N Xele C TlelNe C T T G T C T CCGGC T T C T GG T T AT CRGTTECEETTTCCAINCGCE cacilacacaaceTCINGCCCA R - ———————— == — = — - — e = ] — — — = = = = = = = == = = = i — — = = == === R — -]
9224497 +
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Show Alternate Folds H
Flybase annnotation
utr3 [utr3_minus_ 6709]
Repeatable elements
|Name “Class“Farnily“Strand|
|Gypsy8—I_Dpse—intHLTR ”Gypsy”— |
Sense Strand Reads
hide 3p reads H show mid mismatch reads‘
SRR553485 SRR553486 SRR553487 SRR553488
SRR618934
Chicharo_3 Makindu_3 SRR902009 NRT_0-2  SRR902008 GSM343915 M023 M024 M025 SRR1275487 RT_0-2 0001 SRR1275483
GACAAGCTGAGCGGAAAGTACCGCCAGTACTTGCGGTCTCAGCGGATGCACCCGTACGCGGCGGCCGCETCECTCAACTTGGCAGECGCCGCCGCTGCTGCCGGCCAGACCTCGTTTGTGCCGTTCAGTTCGGCGGCCACGGCGGTGGCGGCCACGCCCACATTCCAGCACCTGCCGCAGATCTCCTGCTACAACGTGTGATGCAGCACCAG day-old  day-old hours dsim w501 hours
Read # Hit |Total ovaries ovaries testis eggs ovaries embryo head male ovaries embryo Male eggs Testis Male
Ik okkd ok ok ok ko k ok ko ok ke ko ok ke ke ko (L (OO e e e e e COCCCCCe e COCC CCCCCCCCCe ) o)) o)) e )Y o)) ))))) i) ) ) hkekkkkkekk ke kokkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkk***k*x*x** gize Mismatch Count Norm Total body larvae prepupae
............................................................................................................................ o). Nelilielelelole]ele]eyN e cleTole] e N PR~ 32 S 0 1 63.00 63 35 19 4 1 2 1 0 0 1 0 0 0 0 0
............................................................................................................................ TCAGTTCGGCGGCCACGGCGG « - ¢« e v e e e e e e et eeta e e e e e e teeaeaeeeeeaeneneeaeaeneneeneaenenneaea2l 0 1 23.00 23 7 9 2 1 3 1 0 0 0 0 0 0 0 0
............................................................................................................................ TCAGTTCGGCGGCCACGGCG - « e v e v e e e e e e e et et e e e et e e et e e ettt te e et eeeaeneneaeaeneneaea 20 0 1 17.00 17 3 5 0 6 0 0 0 0 0 0 2 1 0 0
............................................................................................................................ TCAGTTCGGCGGCCACGGCGGT. -« oo ittt i it i i ittt i e it en e e ieeeeneanee 23 1 1 7.00 7 0 0 6 0 1 0 0 0 0 0 0 0 0 0
............................................................................................................................ TCAGTTCGGCGGCCACGGCGGTIE . - « « o ¢ ot ottt e et ettt e e e ettt te e et eeeeeneneaeaeneneeae. 25 3 1 5.00 5 0 0 5 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................ o). Nehi folelelofe]eloloy Vot eleTofc]c! - NN PP~ S 1 3.00 3 0 0 0 1 0 1 1 0 0 0 0 0 0 0
............................................................................................................................ TCAGTTCGGCGGCCACGGCGGTIl- - - - - - i i i i e i i e it ee e 24 2 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................ TCAGTTCGGCGGCCACGGCGGT . -« oo i ittt i i i i i it ittt e it et eeieee e 23 1 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................ TCAGTTCGGCGGCCACGG + « + v e e e et et et e e et et et e e e ettt et e ettt te e ettt eeeaenenen... 18 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0
............................ N i e e eled o o) N o e e N s = BN 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0
..................................................................................................... CGGCCAGACCTCGTTTGTGC ¢ e e v e e et e e e e e et et e e e e et et e et e et et e et e e e e e ettt e e e ettt ettt e e 200 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................ TCAGTTCGGCGGCCACGGCG. - - - - ot i i i i i it ittt e it e et e a2l 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................. -Xel i ofeTele] ele ol o)Xl e cle] clc N PR = BN 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................. AGTTCGGCGGCCACGGTGGT « & v v v v et et et e eete e ettt e e e en e e teea e eaeeeeneneaaeaeneneeneaea 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................. AGTTCGGCGGCCACGGCGGTGOMIIE . « « « ¢ o e et et ettt et et e ettt e e ettt ee e e 25 3 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................ TCAGTTCGGCGGCCACGGCE . - « - v v vttt ettt e e e ettt e et ettt e e et ettt e et eaea e 20 2 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
.................................................................... CTCGCTCARCTTGGCAGC « ¢« ¢« e e e e et e e e e e e e e e e e e et e e et e e et e et e e et et e e et e e et e et e e et e et e e et et e e et et e e e ettt e, 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0
............................. o el elel o o e ot e ey Nl cle . NPu RPN~ N 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0
.................................................................... CTCGCTCARCTTGGCAGCC ¢ &« e v et et e e e e et et et e e e e et et e e e e e e e e e e e e e et e e e e e e et e e e e e e e e e e e e e e e e e e e e e e 190 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0
............................................................................................................................ TCAGTTCGGCGGCCACGGCGGTIl. - - - - - - - - oo i i i i i i e i i i it 25 3 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................................................ CCTGCTACAACGTGTGAT . ......... 18 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................. P-\el i olelelelelelolel NoleTelocle e e R P - 2 B 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0
........................................................................................................................................................... GCCCACATTCCAGCACCTGCCGCAGR . « v vt vt et teteenaeaeacnenneae. 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................... eleloy-Nelelelofelel Jetelelclelofo) X o PP~ N 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
........................................................................................................................ CCGTTCAGTTCGGCGGCC « ¢ e e e e e e et e et e e et e e e e e e e e e a e e e e eneaeeaeaeneneaaeaeneneeneaenanaa 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0
.................................... ol o0 eleele N et ol Yol e ofc L iFum PSP UP: = BN 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0
............................................................................................................................ TCAGTTCGGCGGCCACGG. - - - -« ot ettt ittt it e e ittt et e it et et en e ieeeeeneneee 20 2 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................ TCAGTTCGGCGGCCACGGA . « . ottt ettt et e et ettt et et et et ettt e et ettt e 20 2 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................ TCAGTTCGGCGGCCACGGH. - - - - - - - - o i i i i i i it e et et 2003 4 0.25 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
........................................................................................ ole]etoleleledi el et o] e c NN NP N SN 0 20 0.05 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
Anti-sense strand reads
SRR553488
SRR618934
RT 0-2  M023 M025 M024
CTGTTCGACTCGCCTTTCATGGCGGTCATGAACGCCAGAGTCGCCTACGTGGGCATGCGCCGCCGGCGEGAGCGAGTTGAACCGTCGGCGGCGGCGACGACGGCCGGTCTGGAGCAAACACGGCAAGTCAAGCCGCCGGTGCCGCCACCGCCGGTGCGGGTGTAAGGTCGTGGACGGCGTCTAGAGGACGATGTTGCACACTACGTCGTGGTC hours dsim w501
Read # Hit ||Total eggs head lembryo ovaries male
e ok ek ek ok ok ok ok ke ok ok e sk e sk ke ke ke ok e ok e ok sk ek ek ke ke ke ke ke ok ( (L (L (OO e e e e e e COCCCCC . OO CCCCCCCCC ) o) ol ) e ) )) o)) ) ) ) e l)) ) ) Mk kk ko kkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkk*kk**k** 5jze Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|Coordinate ID Alignment
ldrosim2|[3r:817581-817792 - ldsi_ 32437||GACAAGCTGAGCGGAAAGTACCGCCAGTACTTGCGGTCTCAGC-——————————- GGATGCACCCGTACGCGG-——--—-—-—-—- CGGCCGCETEECTCAACTTEECACCCGCCGCCGCTGCTGCCG-———————— GCCAGAC----—-—-——————- CTCGTTTGTGCCGTICAGTTCGGCGGCC-————— ACGGCGGT------—-- GGCGGCCACGCCCACATTCCAGCACCTGCCG--—-CAGATCTCCTGCTACAACGTGTGATGCAG-————————————————————————————— CACCA----- G-—-|
|drosec2|lscaffold 6:1033596-1033807 -|dse 1834 |[GACAAGCTGAGCGGAAAGTACCGCCAGTACTTGCGGTCTCAGC-——————————- GGATGCACCCGTACGCGG-——-—-—-———- CGGCCGCEECECTCARCTTEECAEE CGCCGCCGCTGCGCCG--——————— GCCAGAC-——-—-————————- CTCGTTTGTGCCGTICAGTTCGGCGGCC-————— ACGGCGGT-—----—-- GGCGGCCACGCCCACATTCCAGCACCTGCCG--—CAGATCTCCTGCTACAACGTGTGATGCAG- —————————————————————— CACCA----- G-—-|
|am3 lchr3R:910087-910295 - ldme 377 |lcACAAGHTGAGCGGAAAGTACCGCCAGTACTTGCGGTCCAGC-—---——————- GGATGCACCCGTACGCGG-——--—-—-—-—- CGGCCGCETCECTCAACTTEECACCCGCCGCCGCTGCMGCCG--——————— GCCAGAC----—-—-——————- CTCGTTTGTGCCGTICAGTTCGGCGGCC-————— ACGGCGGT------—-- GGCGGCCACGCCCACATTCCAGCACCTGCCG--—-CAGATCTCCTGCTACAACGTGTGATGCAG-————————————————————————————— CACH-—--- B---|
droEre2|scaffold 4770:1183270- der 59 GACAAGHTGAGCGGAAAGTACCGCCAGTACTTGCGGTCTCAGC——————————-— GGATGCACCCGTACGCGG——--—-——-—=--— CGGCCGCETCECTCAACTTCECAGECGCCGCCGCTGCEGCCG-—-—————~ GRCAGAC---—--—--————-- CTCGTTTGTGCCGTICAGTTCGGCGGCC-————— ACGGCGGT-—-----—-- GGCGGCCACGCCCACATTCCAGCACCTGCCG--—-CAGATCTCCTGCTACAACGTGTGATGCAG- —————————————————————— CACCA----- G-—--
1183481 -
ldrovak3|[3R:1255626-1255837 - lava_ 1786 |lcacanGTGAGCGGAAAGTACCGCCAGTACTTRCGGTCTCAGC-—----—————- GGATGCACCCGTACGCGG-—=--—-—-—-—- CGGCCGCEECECTCARCTTEECACLE CGCCGCCGCTGCMGCCG--——-————— GRCAGAC-——-— - CTCGTTTGTGCCGTICALNYTCCGCEGCC-————~ ACGGCGGT--—----—-- GGCGGCCACGCCCACATTCCAGCACCTGCCG--—-CAGATCTCCTGCTACAAGTGTGATGCAG- — === === ————— === ————————————————— CACCA----- G-—-|
droEugl|scf7180000409759:861170- GACAAGCTGAGCGGAAAGTACCGCCAGTACTTGCGHTCECAGC——-—--—-———- GGATGCACCCGTARGCGG---—-——-—--- CGGCCGClgIEECTCARCTTCECAGECGCCGCCGCTGCEGCCG-—-—————- GECAGAC----—-——-—-——-—- BrchrTGTGCCGTICAGEITCGGCEECC-————- ACGGCGGT--------- GGCGGCCACGCCIACATTCCAGCACCTGCCG--~-CAGATCTCCTGCTACAACGTGTGATGCG-————— === == ——m oo calgca-—--- G---
861381 -
droBial|lscf7180000302411:644876- GACAAGCTGAGCGGAAAGTACCGCCAGTACTTGCGGTCECAGC-—-—-—-—-—-- GGATGCARccTAGCGG------——-—-- CGGCCGCETCECTCAACHTCECAGE coCcmmccCcTaCcece--—-—-—-- cilcacac-------—-—-—-—- crcdrrfdeTeccoTICACETCEECEGCC-————— AclGCeeT--------- GGCGGCCACGCCCACATTCCAGCACCTGCCG--—-CAGATCTCCTGCTACAACGTGTGA T/~~~ ——————————————=————————————————— i — — — - — B---
645074 -
droTakl|scf7180000415789:614398— GACAAGHWTGAGCGGAAAGTACCGCCAGTANYTGCGGTCCAGC-—-—-—-—-—-- GGATGCARccETAfGCHG---------—-- CGGCCGCHECECTCARCI NI CCCLIC N CCGCCGCTGCGClG—-—------ cilcaflac-------—-— - CTCHTTTGTGCCGTTCAGTTCGGCGGCC-————~ ACGGCGGT--------- [CGGCCACGCCCACATTCCAGCACCTGCC/8---CAGATCTCCTGCTACAACGTGTGATGCgG-——————=————————————m—m crll----- B---
614602 -
droElel|[scf7180000491104:2702000- GACAAGCTGAGCGGEAAGTACCGECAGTACTTGCGGTCECAGC-—-——-——-——— -~ GGATGCACCCGTARNGCGG--—-----—-—-- CGGCCGCEECECTCARCTTEECEC coccacloclcclacc—-------- cidcacac---------—-—-—- ETCETTTGTGCCGTICAGTTCCGCC R ————- — - — - — - — R B GCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTANAANGT GTGATGCAG- -~ === —=—=———————————————— cafdca----- -
2702196 -
droRhol|scf7180000779558:37753-37949 cacarllcTcaceaadanGTACCCgCAGTACTTGCGGTCcAGC-—-—-——-—-—- GGATGCARCCGTACGCGG-—--—-—-—-—- CGGCCGCETCECTCAACTTEECAGCCGCCGCCGCTGC8GCG----—-—-- cllcAGAC-—--—-—-——————- ErceTTlcTeCCceTICACETCCGCC - ————- it - — = == === Bl GCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAACGTGTGATGCAG-——————————————————————————————___ calgea-—--- -
droFicl|scf7180000453850:254219- GACAAGCTGAGCGGAAAGTACCGCCAGTACTTGRGGTCECcAG------—-—-—- GGATGCACCCGTACGCGG-—=--—-—-—-—- CGGCCGCETCECTEAACTTEECeCccecaecaeTacEeepe------—-- cilcagaC------—-—-——-—- ErceTTldeTeCCceTICACETCGECEECH-—-——- ACGGCGGT-------—-- [{CGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAACGTGTGATGCAG-——————————————————————————————___ cafgea----- G---
254430 -
droKik1|[scf7180000302634:592883— GACAAGCTGAGCGGEAAGTACCGgCAGTACETGCGGTCcAGY---—-—-—-—-- cilaTceagjcceTaficeGG--—-—-——-—-—-- CGGCCGCERCECTCAACHTEECAGE cochiccccTocecce------—-- CRCAGAC--—-—-————————- ErcerrTeTccoTIiacTceeceecc--—-—- ack\eceeT--------- GGCGGCCACGCCCACATTCCAGCACCTGCCG--—-CAGATCTCCTGCTACAACGTGTGAT G- ——————————————=——————————————————— i — — —— — B---
593085 -
droAna3|scaffold 13340:23109601- dan 4055 |GACAAGCTGAGCGGEAAGTACLGECAGTACTTGCGGTCECAGC-—-————————- GGATGCARCCET Al ———————-—-- - - - - - -BriiElESiT/NAT CllElEle Nclololelelelelelelelelilele Cleleloleic C A A C T T G GlE Glor A N R ArceTTTGTGCCETICAGETCGGCGECC--—-~- ACGGCGGT--------- GGCGGCCACGCCCACATTCCAGCARCTGCCG---CAGATCTCCTGCTACAANGTGTGAT[S Mg ——-—-———-—————- CGCAGGACAAAGGCAACAGHAA/EEEE W---
23109831 -
droBipl|lscf7180000396395:117221~ GACAAGCTGAGCGGEAAGTACCGECAGTACTTGCGGTCYCAGC-—-—-—--—-—- GGATGCARCCET ARG ——--—-—-—-- e CITCECTCAANSTEECAGEC GCCGCCGCTGCEGCC NN eeClCAGAC - - - - -~ - = - - - - —— B TCGTTTGTGCCYTICAGTTCGGCGGCC—-———- ACGGCGGT--------- GGCGGCCACGCCCACATTCCAGCAINCTGCCG---CAGATCTCCTGCTACAACGTGTGA TS NSNS NXI NI YT XTI X TellTI XIS XS YV XTI VNI Xec nf\cn - - - - - TAAG
117469 -
EE l2:21905602-21905814 + laps_3837 |lcacanccTeaceec@aacTaccaEcacTac@reecrccace------------ GGATGCACCCTANGCGG-------—-—-- cGGClgcCEECECTCAREHTEEEEET\c ccoecoecclcecoldaNadeileeclecAcac-— - - - - - - - - - - - - - cTcGTTTGTGCCRTIClEcTfdcceCEccy-—-—-- — - — - — - — R GGCGGClgaceecccaCATTCCAGCARCTGCGNecAGATITccTGecTACAANGTGTGA T/ C- - - - - - - - - - - - - cijcclg----- B---|
|droper2|lscaffold 3:4687032-4687244 + |cacaaccreaceec@aacTacccgeacracgrecc@rcgeace----------—- GGATGCACCCOTARGCGG-------—-—-- [JJeleleclelele 1o coliTF VNG Cllclels/clEle T/elelofelofele T Glelsl Clelelele G G A G CC T GGl Gl Ne) NeRE T cTcGTTTGTGCCRTIclcTleccecEccy-—-—-- i — —— — === == GGCGGCEACGCCCACATTCCAGCARCTGCNNecAGATITccTGCcTACAANGTGTGATCE- - - - - - - - - - -~ Ciiccl----- -]
droWil2|lscf2 1100000004943:13032064-|dwi 5421 (cagariMircacicclaaidraficclicalrafiTTccepTciicace
13032292 +
drovir3|scaffold 12855:7979081- dvi 24659|GACAAGCTGAGCGGEAAITAllccccallraAlfeTceccldcace—-—----—- AT CECINNEIIA T[S CiiNelelen e c A GREEIC G GCAG[Heleleleleld slis C[shiie GCAGC e[Sl \Elo Glelelele G/slelec A AT T GleREEEEE cgced¥ec------—-—-————- frcerTTeTcccrIidecENcceceecld-—--—- AcciicedE--------- cilcceci¥eccecacarTecacealeTecile---callaTtcTeccTecTacAACGTGTGAT/CAR:- — - - - - - callca-—--- -
7979304 +
droMoj3|scaffold 6540:23216821- dmo 3161 |GACAAGCTGAGHGGEAARITACCGCCAlIrrAleTGeccldcace--------- A TCECINNETIE ClINIele e cAGCAGCGGCGCHdeddes s clhis GCAGCAESNEE GRlee s cAA CTTClEEEEEEEEE ciclecc--------—------ grcerTreTcecrcldci¥lcceceecld-—---- Acciicccea e - - -[e\ccocci¥ececcacarTecacealeTecile---callaTcTccTGC TACAACG TG TGAT/ECHE - — - — - - - - == === — - —— cljcca----- -
23217053 +
droGri2|lscaffold 15074:4570497- NI VNE rifer-Nelelele /NN WA T[dle I a A Tjdlelelen A BCINee A GcAGCcaGCAGCECINNdIN T cidTeleaEc AccaccAGCACHeedeeAGEAGCAGCAGCAP THEC THEE TIEeG A AT TA A REEEEEEE lece¥ec-------—-- [elleleeleeciiT T TG ThiccTEEciNac i\ GG cleleskelelelA c Ghic GG Tlg Nl aaaasrG C GG CLYEC G CCIA CAT TCCA G C R - - -EWARA T TCCTGCTACAANG TG TGATCAR- — - — - - - - o callca----- -
4570744 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_6:1033596-1033807
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1834.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:910087-910295
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_377.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:1183270-1183481
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_59.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:1255626-1255837
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1786.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409759:861170-861381
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302411:644876-645074
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415789:614398-614602
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491104:2702000-2702196
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779558:37753-37949
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453850:254219-254430
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302634:592883-593085
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:23109601-23109831
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4055.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396395:117221-117469
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:21905602-21905814
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3837.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:4687032-4687244
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:13032064-13032292
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5421.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:7979081-7979304
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24659.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:23216821-23217053
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3161.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:4570497-4570744
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1629850 1629800 1629750 1629700 1629650 1629600 = | | | | | | cﬁé Q@? 433\ 1§P‘ éﬁﬂ o
. - ] &5
Genomic Position 18 1g 20 o1 29 23 K | | | | I |
Size Condition 1629850 1629800 1629750 1629700 1629650 1629600
Genomic Position
Hairpin partition -#- Sense -# Antisense Mature Star
Hairpin partition Mature Star
dsi_4243_annot [-38.5]
Show Alternate Folds H
Flybase annnotation
intron [31 1629619 1629796 -]; CDS [31 1628579 1629618 -]; CDS [31 1629797 1630043 -]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553485 SRR553488 SRR553487
SRR618934 M053
Makindu_3 M023 Chicharo_ 3 SRR902009 RT 0-2  M024 M025 0002 0001 SRR902008 NRT 0-2
CACCACGTGTCCGGCGAATGCCAGTGTGCGCCCGGTTTCACGGGTCCCCTGTAAGTGGACGGGGAGGCGTCTTTGGCGGCACAAGCTTCTGGCCGAGGATTAGGATTAAAATGAATCGTAGAATGCAATCAATATTTTTCGTGGCTGTGATCTAAGGCCGT TGCATCCTACGTTTCATTTTGCTCCTGCTCCAACGCAAAACCCATACTAATACTCCGCTCCAACTAGATGCGATATGCGATGTCCGGACGGAAAGCATGGCGCCCAGTGCCAGCAGG day-old day-old dsim w501 hours hours female
Read # Hit |Total ovaries head ovaries testis ovaries eggs male embryo Head Testis ovaries eggs body
khkkkkkhkkkkkhkkhkkhkhkhkhkhkhkhkkkhkhkhkhkhkhkhkhkhkhkhkhhkhhkhkhkhkhhkkhkhhhhhkhkhkhkhhkhhhhhkhkhkhkhkhkhkhhhkhkhkhkhkhkhkhkhhhkhkhkhkhkhkhkkkhhhkk ((.. . (((. (((((_ (((((((((. (((((. ((((((( ............. (((( ......... ))))))))))) _))))) .))))))))) .))))) .))) ...)) kkkkkkhkhkhkhkkkhkhkhkkhkhkhkhkhkhkkhhhkhkhkhkhkhkhkhkkhkhhhkhkhkhkhkhkhkhkhkhhkhkhkhkhkhkhkhkkhkhkhkhkhkhkhkhkhkkkkkkkhkhkkkkkkkkdk**x gize Mismatch Count Norm Total body
........................................................................................................ ATTARARTGARTCGTAGAATGC « & ¢ vt ettt et et et et et et et et et e e e e ettt e ettt e e e e e et et et et et et e e e e e e e e e e e e e ettt e e e e e e e e e e e e e e et e 220 1 69.00 69 26 5 17 3 7 5 3 1 0 0 2 0 0
........................................................................................................... AARATGAATCGTAGAATGCART « &+« e e et et et et et et e e e e a e m e et ettt ettt e et et et et e e e e e e e e e e e e e e et ettt e e e e e e et ettt 220 1 10.00 10 9 1 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................ AT TARAATGAATCGTAGAAT G . « « + t e et ettt et et et ettt e e e et e e e e e e e e et e et e et e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et 200 1 7.00 7 4 1 0 0 0 1 0 0 0 0 0 1 0
......................................................................................................... T T ARAATGAATCGTAGARTGCA . « & e e et et et et et et et et et e e e e e e et et et e et e et et et et et et et e e e e e e e e e e e e ettt et et e e et e et et e e e e e e e e e ettt 22 0 1 7.00 7 3 2 0 2 0 0 0 0 0 0 0 0 0
............................................................................................................... TGAATCGTAGAATGCARTCART .+« et et et et et et et et et et et et et e ettt e e et et et et et et et e e e et et e e et e et e et e e e e e e e e et et e e e e e e e et e 220 1 6.00 6 0 3 0 1 0 0 0 1 0 1 0 0 0
........................................................................................................ AT TARAATGAATCGTAGAATGCA . « & e e et e ettt et et et et e e et et e e e e e e e e a e et et et et et e e et et et et et e e e e e e e e e e et et et et et e e e e e et e et e e e e e e e et ee e eeaataeaeaeaenenenenea 23 0 1 6.00 6 3 1 0 1 1 0 0 0 0 0 0 0 0
......................................................................................................... TTARAATGAATCGTAGAATGC « « « « et et et et et et et et et e e e e e et e e et e ettt e e e e et et et et 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 e e e e e e e 200 1 5.00 5 3 0 0 2 0 0 0 0 0 0 0 0 0
............................................................................................................... TGAATCGTAGARTGCAATCAR . &+« et et et et et et et e e e e e e a e e e et e e et e e e e et et e e et et e e e e e e e e e e e e e e e e e e e e e e et e e e e te e et e e e te e e e e e e e e e ee et eeeeeeeeaeeeaeataeaeaenenenenenan 2l 0 1 4.00 4 0 1 0 2 0 0 0 0 0 1 0 0 0
........................................................................................................... AARATGARATCGTAGAATG AR . « .« vt et et et et et et et et et et et et e e et ettt e et et et et et et e e e et e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e et 200 1 3.00 3 1 1 0 1 0 0 0 0 0 0 0 0 0
........................................................................................................ AT TARAATGARTCGTAGAR . « e et ettt et e et et et et et et et e e e e e e e e a e ettt et e e e et et et et et e e e e e e e e et et et et et et et e e e e et e e e e e ettt 100 1 3.00 3 0 3 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................................................................................................... TATGCGATGTCCGGACGGAAAGCATG . « v v veeeenennen. 26 0 1 3.00 3 0 0 0 3 0 0 0 0 0 0 0 0 0
........................................................................................................ AT T AR AATGAATCGTAGAAT « &« e et e e e e et et et et et et et et et e e e e e e e e e e et ettt e et e et et et e e et e e e e e e e e e e e et e e e e e e e e e et e ettt 200 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0
............................................................................................................... TGAATCGTAGAATGCAATC . & v v vt et et et et et et et e e e e et et et e et e ettt e e et et et et et et e e et e e e e e e e et e et e et e et e e e e e e e e e e e e e et 190 1 2.00 2 0 1 0 0 0 0 1 0 0 0 0 0 0
............................................................................................... AGGATTAGGATTARAATGAAT . « & e e et et e e et et et et et et e e e e e e e e et et a e et et ettt e e e et et e e e e e e e e e e e e et et et et et et e e e et et et et et e e e e e e et et et et ettt 200 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................... AARATGAATCGTAGAATG A « « v e v et et et et et et et e e e e e e et ettt ettt et et et et et et et e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et 200 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0
............................................................................................... AGGATTAGGATTARARTGARTCG . « « « v e e et et et et et et et e e e e e e e e e e e e e e e e et e e e e et e e e e et et e e e e e e e e e e e e e e e e e e e e e e e e e e et e e e e e e e e e e e e e e e e et ettt e 230 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0
........................................................................................................... ARRATGARATCGTAGAATG « &« v e v e et et et et et et et et e e et et et ettt e e e et et et et et et 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 e e e e e e e e ... 180 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................................. TGCATCCTACGTTTCATTTTGC . + ¢ e e v ettt et et et e e et e e e e e e et e e e e e e e e e e e e e e e e e e et ettt et e et e e eaeeea 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0
.............................................................................................................................. AATCAATATTTTTCGTGGCTGE . -+« t v e e ettt et et ettt et e e e e e e e e e e e e e e e et e e e e e e e e et et et et e e e e e et e e e e et et e e e e e e e e e e e e e e e e 221 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
.......................................................................................................... TARAATGARTCGTAGAATGC . + ¢« e e e e e et et et et e e e e e e e e e e e e et e e et et e e e e et et et e e e e e e e e e e e e e e e e e e et et e e e e e et et et et et e e e e e e e ettt e 200 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................... TGAATCGTAGARTGCAAT .+« vt et et et et et et et et et et et et et ettt ettt e e et et et et et et e e et e et e e e e et e e e et e e e e e e e e e e e e e e e et .. 180 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0
................................................................................................................................................................... CATCCTACGTTTCATTTT . ¢« et ettt et et et et et et et et et e e e e et e et e ettt e e e e e e e e e e e e et e e ettt ettt 18 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0
........................................................................................................... AARATGAATCGTAGAATGC « + « « e e e et et et et et et e e e e e e a e a e a e ettt e e e e et e e e e et et e e e e e e e e e e e e e e et et e e e e et et et et e e e e e e ettt et 190 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................... T T AR RAATGAATCGTAGARATG . + « e v et et et et et et et et et et e e e e e et et ettt e e e e e et et et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et 200 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................... GATTARAATGAATCGTAGARTG . « « ¢« e v e e et ettt et et et et et et et e e e e et et et et et ettt e e et et et et et e e e et e e e ettt et et ettt e e e et e et et et et et ettt e e e ittt e 220 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
................................................................................................................................................................................................................................................. TGTCCGGACGGAAAGCATGGCGCCCAG. « v v vv.v.. 27 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
............................................................................................................... e N ol N3 VN e eV oV V.. PP~ 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
.............................................................................................................................................................................................................................................. CGATGTCCGGACGGAAAGCATGGC . « v v vt v v e 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1
Anti-sense strand reads
SRR553486 SRR553487 SRR553488
SRR618934
M023 Makindu_ 3 NRT_0-2 RT_0-2
GTGGTGCACAGGCCGCTTACGGTCACACGCGGGCCAAAGTGCCCAGGGGACATTCACCTGCCCCTCCGCAGAAACCGCCGTGTTCGAAGACCGGCTCCTAATCCTAATTTTACTTAGCATCTTACGTTAGTTATAAAAAGCACCGACACTAGATTCCGGCAACGTAGGATGCAAAGTAAAACGAGGACGAGGT TGCGTTTTGGGTATGATTATGAGGCGAGGTTGATCTACGCTATACGCTACAGGCCTGCCTTTCGTACCGCGGGTCACGGTCGTCC dsim w501 day-old hours hours
Read # Hit Total head ovaries |ovaries eggs eggs
Kkkhkkkhkkkhkkhkhhkhhkhhhkhkhkhhhhhkhhkkhkhhhkhhkkhhkkhkkhkkhkkhhkhkhkkhkdkrkkrkkrkrrxr (o0 (OO CCCCCCOCC CCOCC- 000 e e e eeeennn. (CCCCe e e e e IINIIIINDD) . INID) IIIDDIDD)) L)) D)) L)) ) L)) Kk kkkkkkkkkkkkkkkkkkkkhkkhkkhkkhhkkkhkkhhkhkkhkkhkhkkhkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkkx*k**x**** gjze Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[31:1629569-1629846 - lasi 4243|lcaccaceTeTCC-——mmm - GGCGA-ATGCCAGTGTGCGCCCGGTTTCACGGGTCCCCTGTAAGTGGACG-—G—-————— GGAG-G----—-—-- CGTC--TTT---—- GGCGGCACAAGCTTCTGGCC—-GAGGATTA-GGAT===-TAAAATGAATCGTAGAATGCAATC————————————— AA-—————m——m—m T-ATTTTTCGTGGCTGTGA-——-———- TCTAAGGCCGTEGCATCCTACCTTTCAT I TT=GCTCCTGCT -~~~ ——————————————————————— CCAACGCAAAACCC--ATACTAA-———-— TACTCCGCTCCA-ACTAGATGCGATATGCGATGTCCGGACGGARAAGCATGGCGCCCAGT G  — = = = — = = = = = = = = = = = = CAGCAGG
droSec2|lscaffold 2:1746138-1746415||dse 994 |[CACCACGTGTCC—-—-—-—-—-—=——— GGCGA-ATGCCAGTGTGCGCCCGGTTTCACGGGTCCCCTGTAAGTGIACG--G-—--—-— Relde-G--------- CGTC--TTT----- GGCGGCACAAGCTTCTGGCC--GAGGATT[g-GGAT--—-TAAAATGAATCGTAGAATGCAATC-——-————————- N e T-ATTTTTCGTGGCTGTGA-—-—-—- TCTAAGGCCGT R T C C T GC T === === — === ————————————————— CCAACGCAAAACCC--ATACTAA-—-—-— TACTCCGCTCCA-ACTAGATGCGATATGCGATGTCCGGACGGARAGCATGGCGCCCAGT Gl == == == == == = m o o o o o o o CAGCAGG
ldm3 lchr3r:1719696-1719972 -  |dme 418 |caccaceTGTCC-------------—- GGCGA-ATGCCAGTGTGCHCCCGGTTTCACGGGTCCCCTGTAAGTGGACG-—I-------I\clde-G--------- cldrc--TTT----- GGCGGCACAACTTCTGGCC--GAGGATEA-GC-—-—AAAATGAAINEGAGAATGCAATC - - — - - - - - —— - AA———mmm oo THATTTTTCGTGGCTGlgGA-—-—-—- THTHAGGCCGTECCATICTACE T T TCAT I T T =CCTCCTGCT -~~~ ——————————————————————— CCAACGCAAAACCC--ATACTAA-—-—-— TACTCCGCTCCA-ACTAGATGHGATATGCAMTGTCCGGARGGARAAGC AT GG G C CAGT G  — = — = — = = = = = = = = = = = = = CAGCAGG|
droEre2|scaffold 4784:1702664- der 1510||CACCACGTGTCC-—-=-—-=——=—-=—~— GGCGA-ATGCCAGTGTGCGCCHGGET TCACGGGTCCCCTGTAAGTGGACG- I --—-—- -\ c&@}-G--------- cldrc--TTT----- ceeoeCgpatlcTTeTGGClg--caccadde- G- — - SAAAATGAANCGTAGAATGCAAT]E- - — - — - —-——-——- R e T-ATTTTRMGTRGC T A - —-—-—- THTE2RGCCGTEECATCCTECEN T CAT T T T =L\ TCCTGCT-—— - = - === == - — - — -~ CCAACGCAAAACCC--ATACTAA--——-- T[8C TCCGCTICA-ACTAGATGCGATATGCGETGTCCGGACGAEAANCA GGCGCCCAGT GO -~ m — - — - —mm o oo oo oo CAGCAGG
1702939 -
ldrovak3|3L:1671764-1672002 - ldya_668 |lcaccacererec-——-------————- GGCGA-ATGCCAGTGTGCGCCHGGTTTCACGGGTCCCCTGTAAGTGGA M- -l--—-—-- e -E------—-- - — - —-—- et - — E G GATEA - G- - - —@AAAATGAAINCGTAGAATGCALE - — - — - — - - ——-——- R e T- AT TR TCGTGGCTGTGA---—-—- THTEARNGCCGTRECATCCHECEETTCATT I TS\ TCCTGCT— -~ - -~ -~ === === ————————————— CCAACGCAAAACCC--ATACTAA--——-- T[8CTCCGCTCCA-ACTAGATGCGATATGCGTGTCCGGACGG ARG A TGGCGCC CAG T G - — = = = = — = — = = = = — = — = = o o o - cafcacg|
droEugl|scf7180000407756:39346- CACCACGTGTCC-—-—-————-—-——- GGRGA-ATGCCAGTGTGCGCCHGGTTTCACGGTCCCHTGTAAGTGGACG- - L[NNI\ - G- - - —-—-—- crc--rrlg----- GGCGGCANAASCETIT/cCl- - GARA T/ i - — - -[EAAAAlIAAINCGTAGAATCC o Rl - — - —-—- T T GGG G T- T T i T G A BN T C THiALNC CIN VT ECATCCTACE N T TN T T T T =fyC rccroclg------ GTTAGGTTATGGEEEEEEEt ccalecleferar\cl}--ATACTAA-—-—-- T[8C TCCGCTICA-ACTAGATGCGATATGCEYST GCCGGACGAgA A A TGGCGC O AGT Gl — =~ — - —m —m — o o o oo CAGCAGG
39641 -
droBial[act1180000302428:8410899- R - SO e & T B BN D R N B oAmIRo Ao - ra TR T o - OO ABORACO MRG0 T T - B A R A CTAA - -~ TEOTCCGCTCOA - ACTAGA TGC G TGCGgTOTCCGGA COORA AR TEBCECCCAGTG0 ~wmm === ==m===== === m e ChGCAGS
8411052 -
droTakl|lsc£7180000415095:39430— cagicafiGTGTCC
39563 +
droElel|lsc£7180000491249:3840643— caccaciTENeC
3840868 +
droRhol|lsc£7180000776850:217126- CACCACGTGTCC CAGCAGG
217435 +
droFicl|lsc£7180000454113:356473- CACCACGTGTCC CAGCAGG
356728 +
droKikl|lsc£7180000302577:200384- caccapcTlgrcc CAGCAGG
200696 -
droAna3|lscaffold 13337:1119407= CACCACGTGTCC CAGCRING
1119716 +
droBipl|scf7180000396371:1451505- CACCACGTGTCC cAGCAlNG
1451819 +
dp5 XR_group6:13160145- TcecelicAnl GCCCTGCGCTGCGACTGCCAGAACGGGGCCAAGTGCATGCCGGAGACGGGTCAGTGCCTCTGCACCGCCGGCTGGAAGAACATTAAGTGCGACRREIAGGCCCTGCGACCREEEEISEEE TGAACCACEEEEES TTCGGENEE
13160361 +
droPer2|lscaffold 88:198917-199133 TcHecelicAnl GCCCTGCGCTGCGACTGCCAGAACGGGGCCAAGTGCATGCCGGAGACGGGTCAGTGCCTCTGCACCGCCGGCTGGAAGAACATTAAATGCGACEEIAGGCCCTGCGACCREEEEIEEEE TGAACCACEEEEEE TTCGGENEE
+
droWil2|lscf2 1100000004511:937379-( | iR — — — — - — - — - — - — [ e — - —— - —— - - B~~~ -~ e — i i — — — g — — — — — — — — =~ — — — [~ ———— == == ———m— == — = — - e — — — — — — — e T — — — — — — — = — = — = — = — = ——— - — —— — — — [ — i - — - — -~ ECACER{CECCA - A GATGCGAT AT GG TG T CCGGACGGAAAGCA T GGG O C AG TG~ — =~ — = = == = = = — - — - — o oo o o CAGCAGG
937447 -
drovir3|scaffold 13049:2351454- I\ C-fecalleTcTGecCcATCCGGAGACHEGTCGCedPACi¥ecAGCAT TdecliGG- - - — - - - - ——- - - - ———————_=&_| GATCTGAACTGCGATTGCCGCAACGGTGCCAAGTGCTCGCCCATCAATGGCACCTGCCTCTGTGCGCCCGGCTTTACGGGCGACAAGTGCGAGCTGAGREICTGCCCGGCGGGCACCTACGGCCAGGGCTGCGCCTTCHINETGCE
2351703 -
droMoj3|lscaffold 6654:1516824- EANCACGTGTCC-—-———————————- GGl -fErccifdercldccccceaarTcaceeeTeccCcTGTAAGTGGECH- - R GTGCCCGACGGGCAGCCACGGGCTCAACEEEEEE TGCGIEeTCT|
1517117 +
droGri2|lscaffold 15110:3382751— Enpcacitfdrcc-----—--—--—————- cecla-ErccifdercraciicccaaEri cACGGGT CCRRITGTAAGTGGACE - - —— - — G- Y- — - — - — P B — — — — P — ~ m — e~ — — — et e A Y - — — — — — — — — = — = — A — R AT T C G G C i — — — — — ~ i Tt C A T CC T e O e B et — — — — — — ——————————————————— e — o A e A - — - — - — g A — AT AGA T GG AA TG C T GCC GG ARG A A AGC A TGGCGCC A T GC— - — - — - — - — - m oo GINeGENere]
3382922 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:1629569-1629846
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http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_4243.html
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:1702664-1702939
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1510.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:1671764-1672002
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_668.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000407756:39346-39641
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:8410899-8411052
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415095:39430-39563
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:3840643-3840868
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000776850:217126-217435
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454113:356473-356728
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302577:200384-200696
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:1119407-1119716
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396371:1451505-1451819
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:13160145-13160361
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_88:198917-199133
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:937379-937447
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:2351454-2351703
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6654:1516824-1517117
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:3382751-3382922
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Size Condition 17041650 17041600 17041550 17041500
Genomic Position
Hairpin partition - Sense -# Antisense Mature -» Star
Hairpin partition Mature = Star
Show Alternate Folds H
Flybase annnotation
utr3 [utr3_minus_3798]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553487 SRR553488
SRR618934
SRR902009 Makindu_3 M025 |NRT_0-2 GSM343915 RT_0-2 SRR902008
GCAGAAAACTAACCACAAAGTGCACAGATTGAAAAAAAACACAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAATTTATTCTTTTTGCTATTCTATAGGCTAATGAGCATTCCTTAAAATACATATGTGTTTAAAAAAAATGTATGTCTCGCGAATTCCTCCGTTTTCCGCG day-old hours hours dsim w501
Read # Hit Total testis ovaries |embryo eggs embryo eggs ovaries |ovaries
dkkkhkhkhhkhkkhhkkhhkhhhhhhhkhhkhkhhkhkhkhrkkhhhhhhhhhhhkhkhhkhkkhhkhhkhhkk N N N N N N O )N NN N ... kkkhkkhkhkhkhkkhkhkkhkhkhkhhkkkhkhkkhkhkkhkkkhkhkkhkhkkhkkkkkkkkkkkkkkkk*k*kk**** gsize Mismatch Count Norm Total
............................................................................ TAAGAATAGTAARACGARGGGCA .+« vttt ettt et et et ettt et et e et ettt et e e e ettt e et et e e e ettt e e e e et 230 1 32.00 32 2 2 0 1 0 0 0 0
............................................................................ TAAGAATAGTARRACGAAGGGC « ¢« ¢« vt et e e ettt et et e et e e et et e e e et et e e e et e e e et et e et e e ettt 22 0 1 5.00 5 1 1 2 0 1 0 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAR . « & vt e et e e ettt et et et et e et e e e e et et et e et e e e e e e e e e e e e e e e e e e e e 240 1 2.00 2 1 0 0 0 0 1 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAR . « - o ¢ ottt ittt ettt ittt et et e et et e et e e e e e e e e e e 241 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................ TARAGAATAGTARAACGAAGGG A . . . o ot ittt ittt ettt ettt e e e e e e e e e e e e e e e e 252 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAM . . . . o ittt et et e e e o241 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................................................... TATTCTTTTTGCTATTCTATAGG . + ¢ e e e e e e et et et e e e e e et e e e e ettt e e e e ettt teeeeneneeaeaeneneneea 23 0 1 1.00 1 0 1 0 0 0 0 0 0
............................................................................................ ARAGGGCARRRRARARR . « o e e ettt et e ettt ettt e e et et e e e e e e e e e e e e e e e e e e i 150 1 0.06 1 0 1 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553488
SRR618934
Makindu_3 RT_0-2  SRR902008
CGTCTTTTGATTGGTGTTTCACGTGTCTAACTTTTTTTTGTGTTCTTACACTATAAAGTAGTTTAAACGGTATTGGATTCTTATCATTTTGCTTCCCGTTTTTTTTTTTAAATAAGAAAAACGATAAGATATCCGATTACTCGTAAGGAATTTTATGTATACACAAATTTTTTTTACATACAGAGCGCTTAAGGAGGCAAAAGGCGC dsim w501 day-old hours
Read # Hit |Total ovaries ovaries eggs ovaries
hkkkhkhkhhkhhhhhkhhkhkhhkhhkhhkdhhkhhdhhhhhhhhhkhkhkhhkhhkdhhhhhhkhkhkhkd N N N O N 1)) )N )Y ) e hkkkhkhkhhkhhkhkhkhkhkhhkkkhhkkhkkhkhkhkhkhkhkhkkhkkkkkkkkkkkkkkk*kk**x**x |size Mismatch Count Norm |Total
...................................................................................................... TTTTTTTARATARGR . « ¢t et et ue e et e et e e e e e et e e e e et e e e e et et e e e e e e et e ettt et e et et e e i eeeea e 150 5 0.20 1 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|2r:17041481-17041687 - |dsi 32435|GCAGAAAACTAACCACAAAG--TGCACA=—————————————————————— GATTG-AAAA--AAAAC---A-CAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAAT T AT e T T T T G-~ C AT T A~ -~ - - = - - - - - - TAGGCTAATGAGC--------—- ATTCCTTAAAATACATAT ————————————————————————————— GTGTTTAAAAAAAATGTATGTCT--—-—-——-— CGCGAATTCCTCCGTTTTCCGCG—-—-—
droSec2|scaffold 1:14026217- dse 339 [|GCAGAAAACTAACCACEAAG--TGCACA---—-—-—-—————o—oo—— GATTG-AAAANAAAAC---A-CAAGAATGTGATATTTCATCAAAT T TGCATAACCIAAGAATAGTAAAACGAAGECAAAAAAAAAAA T T A T T G == A T T O A S L GG C TAAEGAGC - — - - - - = - ATTCCTTAAAATACATAT--———-— - - - NGreTTTRAAAARAATGTATIATCT-— - —— - - —- CGCGAATTCCTHCGRTTTCCGCG--—--
14026433 -
dm3 chr2R:16472011-16472235 -|dme-mir- FCAGAAAACTEACECAAAG——TGCACA ——————————————————————— GATTG-AAAANNAAAAC---A-CAAAATGTGATATTTCATCA SR piCA TR CTlEANAA TAGTAAANCGAAGGGCAR A A A A QA B Tl A e s AT A e e G Tl e A G NN TN NSTen T TCIAT TAA A A T2 DR - - - - (Y- - [T - - -FRINEEINA G TG T T A AR ARAAATGT TN T CT - - - - - - —— - CGCGAATTCCTHCGRTTTCCHCG--—--
2498
droEre2|scaffold 4845:10617179- [der 95 ’@AGAAAACEAACECAGE—TGEAEA ——————————————————————— A - B - - EV\a c TINAT TEE G TR ARNAA N TN EN L TINNI NV N C W XINNIS | c C 2/ N.NTACI TINAC TN TEA TR TEVENNN - cGG - - -FiiGiiiT]iciiGiEaAA T T ACliAV A TAACT TAT TTATGAAAAAGCT TTAGGAT TTAAT T TT TCGGACAATGCGATCTAGGCGT TTCTATTGCTGATGTAGTATAGT TTGAAAGAT| A TIRNAA[EC/e TEEEEEEE T P\A IS A A CEVENNIT T TAINA A TG TREREE e e AL AANATGTETRTCT-—-— - ————- BelcaaTTccTiC TR CEcG-----
10617473 -
drovak3|2R:12723977-12724282 + |dva 34 |EEAcAAASHTABCNECEERRE- ToARA- - - - - —————————-——-—- GAL - B A LNA A AN - - A AR TR TA TAT TTIA TCARATIETIICCATAA CCI{SANA A TART A A AlCANCINGCh~ A 2 A 1 [l = Th c T GCAATGGATTTATT TGCTTTAGGATTTATTTTTTCGGACAATTCAATCTGGGCGTTGCTTTCGCTGAGGTAGTATTGTTTGGAAGACI AL TRV CINIcEEE e A I C T R T T T TGl A A T T T TG T G T T C A T Bcrergriaananfiarergrdrer- - - - - ———- HeiaaTTCC TRRGET TRCI8CG-----
droEugl|lsc£7180000409474:1489613-[ |Gl et — R — — —— —————————————————— | i — - e - T AGAATIINGIET/E TEEEEEEE A G TR GCIN T A G TG A A A TG T R G T ey — — —— ———Ti-—-—————- CARA TE TGN cileaEAINA - TTTTTTGTTT]

1489692 +

droBiall|scf7180000302291:2815853~

2815854 +
droElel|scf7180000491201:736708~ AARNARNNAT TIINAGAININT GAA TIT TGINAGCAAATTATGTGTGCCAATAACEGIENA ARNNNAA TGINAGC/A T T TG NNI VNI i A I Tilli T
736920 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:14026217-14026433
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_339.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:16472011-16472235
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme-mir-2498.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:10617179-10617473
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_95.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:12723977-12724282
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_34.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:1489613-1489692
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302291:2815853-2815854
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:736708-736920
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Genomic Position
Hairpin partition - Sense -# Antisense Mature -» Star
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Show Alternate Folds H
Flybase annnotation
utr3 [utr3_minus_3798]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553487 SRR553488
SRR618934
SRR902009 Makindu_3 M025 |NRT_0-2 GSM343915 RT_0-2 SRR902008
GCAGAAAACTAACCACAAAGTGCACAGATTGAAAAAAAACACAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAATTTATTCTTTTTGCTATTCTATAGGCTAATGAGCATTCCTTAAAATACATATGTGTTTAAAAAAAATGTATGTCTCGCGAATTCCTCCGTTTTCCGCG day-old hours hours dsim w501
Read # Hit Total testis ovaries |embryo eggs embryo eggs ovaries |ovaries
dkkkhkhkhhkhkkhhkkhhkhhhhhhhkhhkhkhhkhkhkhrkkhhhhhhhhhhhkhkhhkhkkhhkhhkhhkk N N N N N N O )N NN N ... kkkhkkhkhkhkhkkhkhkkhkhkhkhhkkkhkhkkhkhkkhkkkhkhkkhkhkkhkkkkkkkkkkkkkkkk*k*kk**** gsize Mismatch Count Norm Total
............................................................................ TAAGAATAGTAARACGARGGGCA .+« vttt ettt et et et ettt et et e et ettt et e e e ettt e et et e e e ettt e e e e et 230 1 32.00 32 2 2 0 1 0 0 0 0
............................................................................ TAAGAATAGTARRACGAAGGGC « ¢« ¢« vt et e e ettt et et e et e e et et e e e et et e e e et e e e et et e et e e ettt 22 0 1 5.00 5 1 1 2 0 1 0 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAR . « & vt e et e e ettt et et et et e et e e e e et et et e et e e e e e e e e e e e e e e e e e e e e 240 1 2.00 2 1 0 0 0 0 1 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAR . « - o ¢ ottt ittt ettt ittt et et e et et e et e e e e e e e e e e 241 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................ TARAGAATAGTARAACGAAGGG A . . . o ot ittt ittt ettt ettt e e e e e e e e e e e e e e e e 252 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAM . . . . o ittt et et e e e o241 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................................................... TATTCTTTTTGCTATTCTATAGG . + ¢ e e e e e e et et et e e e e e et e e e e ettt e e e e ettt teeeeneneeaeaeneneneea 23 0 1 1.00 1 0 1 0 0 0 0 0 0
............................................................................................ ARAGGGCARRRRARARR . « o e e ettt et e ettt ettt e e et et e e e e e e e e e e e e e e e e e e i 150 1 0.06 1 0 1 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553488
SRR618934
Makindu_3 RT_0-2  SRR902008
CGTCTTTTGATTGGTGTTTCACGTGTCTAACTTTTTTTTGTGTTCTTACACTATAAAGTAGTTTAAACGGTATTGGATTCTTATCATTTTGCTTCCCGTTTTTTTTTTTAAATAAGAAAAACGATAAGATATCCGATTACTCGTAAGGAATTTTATGTATACACAAATTTTTTTTACATACAGAGCGCTTAAGGAGGCAAAAGGCGC dsim w501 day-old hours
Read # Hit |Total ovaries ovaries eggs ovaries
hkkkhkhkhhkhhhhhkhhkhkhhkhhkhhkdhhkhhdhhhhhhhhhkhkhkhhkhhkdhhhhhhkhkhkhkd N N N O N 1)) )N )Y ) e hkkkhkhkhhkhhkhkhkhkhkhhkkkhhkkhkkhkhkhkhkhkhkhkkhkkkkkkkkkkkkkkk*kk**x**x |size Mismatch Count Norm |Total
...................................................................................................... TTTTTTTARATARGR . « ¢t et et ue e et e et e e e e e et e e e e et e e e e et et e e e e e e et e ettt et e et et e e i eeeea e 150 5 0.20 1 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|2r:17041481-17041687 - |dsi 32435|GCAGAAAACTAACCACAAAG--TGCACA=—————————————————————— GATTG-AAAA--AAAAC---A-CAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAAT T AT e T T T T G-~ C AT T A~ -~ - - = - - - - - - TAGGCTAATGAGC--------—- ATTCCTTAAAATACATAT ————————————————————————————— GTGTTTAAAAAAAATGTATGTCT--—-—-——-— CGCGAATTCCTCCGTTTTCCGCG—-—-—
droSec2|scaffold 1:14026217- dse 339 [|GCAGAAAACTAACCACEAAG--TGCACA---—-—-—-—————o—oo—— GATTG-AAAANAAAAC---A-CAAGAATGTGATATTTCATCAAAT T TGCATAACCIAAGAATAGTAAAACGAAGECAAAAAAAAAAA T T A T T G == A T T O A S L GG C TAAEGAGC - — - - - - = - ATTCCTTAAAATACATAT--———-— - - - NGreTTTRAAAARAATGTATIATCT-— - —— - - —- CGCGAATTCCTHCGRTTTCCGCG--—--
14026433 -
dm3 chr2R:16472011-16472235 -|dme-mir- FCAGAAAACTEACECAAAG——TGCACA ——————————————————————— GATTG-AAAANNAAAAC---A-CAAAATGTGATATTTCATCA SR piCA TR CTlEANAA TAGTAAANCGAAGGGCAR A A A A QA B Tl A e s AT A e e G Tl e A G NN TN NSTen T TCIAT TAA A A T2 DR - - - - (Y- - [T - - -FRINEEINA G TG T T A AR ARAAATGT TN T CT - - - - - - —— - CGCGAATTCCTHCGRTTTCCHCG--—--
2498
droEre2|scaffold 4845:10617179- [der 95 ’@AGAAAACEAACECAGE—TGEAEA ——————————————————————— A - B - - EV\a c TINAT TEE G TR ARNAA N TN EN L TINNI NV N C W XINNIS | c C 2/ N.NTACI TINAC TN TEA TR TEVENNN - cGG - - -FiiGiiiT]iciiGiEaAA T T ACliAV A TAACT TAT TTATGAAAAAGCT TTAGGAT TTAAT T TT TCGGACAATGCGATCTAGGCGT TTCTATTGCTGATGTAGTATAGT TTGAAAGAT| A TIRNAA[EC/e TEEEEEEE T P\A IS A A CEVENNIT T TAINA A TG TREREE e e AL AANATGTETRTCT-—-— - ————- BelcaaTTccTiC TR CEcG-----
10617473 -
drovak3|2R:12723977-12724282 + |dva 34 |EEAcAAASHTABCNECEERRE- ToARA- - - - - —————————-——-—- GAL - B A LNA A AN - - A AR TR TA TAT TTIA TCARATIETIICCATAA CCI{SANA A TART A A AlCANCINGCh~ A 2 A 1 [l = Th c T GCAATGGATTTATT TGCTTTAGGATTTATTTTTTCGGACAATTCAATCTGGGCGTTGCTTTCGCTGAGGTAGTATTGTTTGGAAGACI AL TRV CINIcEEE e A I C T R T T T TGl A A T T T TG T G T T C A T Bcrergriaananfiarergrdrer- - - - - ———- HeiaaTTCC TRRGET TRCI8CG-----
droEugl|lsc£7180000409474:1489613-[ |Gl et — R — — —— —————————————————— | i — - e - T AGAATIINGIET/E TEEEEEEE A G TR GCIN T A G TG A A A TG T R G T ey — — —— ———Ti-—-—————- CARA TE TGN cileaEAINA - TTTTTTGTTT]
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droBiall|scf7180000302291:2815853~

2815854 +
droElel|scf7180000491201:736708~ AARNARNNAT TIINAGAININT GAA TIT TGINAGCAAATTATGTGTGCCAATAACEGIENA ARNNNAA TGINAGC/A T T TG NNI VNI i A I Tilli T
736920 -
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17041650 17041600 17041550 17041500 =] ) .
'T T T T 1T 1T 1T 711 & 5 Ny °
Genomic Position 15 16 17 18 19 20 21 22 23 24 & I | I I
Size Condition 17041650 17041600 17041550 17041500
Genomic Position
Hairpin partition - Sense -# Antisense Mature -» Star
Hairpin partition Mature = Star
Show Alternate Folds H
Flybase annnotation
utr3 [utr3_minus_3798]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553487 SRR553488
SRR618934
SRR902009 Makindu_3 M025 |NRT_0-2 GSM343915 RT_0-2 SRR902008
GCAGAAAACTAACCACAAAGTGCACAGATTGAAAAAAAACACAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAATTTATTCTTTTTGCTATTCTATAGGCTAATGAGCATTCCTTAAAATACATATGTGTTTAAAAAAAATGTATGTCTCGCGAATTCCTCCGTTTTCCGCG day-old hours hours dsim w501
Read # Hit Total testis ovaries |embryo eggs embryo eggs ovaries |ovaries
dkkkhkhkhhkhkkhhkkhhkhhhhhhhkhhkhkhhkhkhkhrkkhhhhhhhhhhhkhkhhkhkkhhkhhkhhkk N N N N N N O )N NN N ... kkkhkkhkhkhkhkkhkhkkhkhkhkhhkkkhkhkkhkhkkhkkkhkhkkhkhkkhkkkkkkkkkkkkkkkk*k*kk**** gsize Mismatch Count Norm Total
............................................................................ TAAGAATAGTAARACGARGGGCA .+« vttt ettt et et et ettt et et e et ettt et e e e ettt e et et e e e ettt e e e e et 230 1 32.00 32 2 2 0 1 0 0 0 0
............................................................................ TAAGAATAGTARRACGAAGGGC « ¢« ¢« vt et e e ettt et et e et e e et et e e e et et e e e et e e e et et e et e e ettt 22 0 1 5.00 5 1 1 2 0 1 0 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAR . « & vt e et e e ettt et et et et e et e e e e et et et e et e e e e e e e e e e e e e e e e e e e e 240 1 2.00 2 1 0 0 0 0 1 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAR . « - o ¢ ottt ittt ettt ittt et et e et et e et e e e e e e e e e e 241 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................ TARAGAATAGTARAACGAAGGG A . . . o ot ittt ittt ettt ettt e e e e e e e e e e e e e e e e 252 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAM . . . . o ittt et et e e e o241 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................................................... TATTCTTTTTGCTATTCTATAGG . + ¢ e e e e e e et et et e e e e e et e e e e ettt e e e e ettt teeeeneneeaeaeneneneea 23 0 1 1.00 1 0 1 0 0 0 0 0 0
............................................................................................ ARAGGGCARRRRARARR . « o e e ettt et e ettt ettt e e et et e e e e e e e e e e e e e e e e e e i 150 1 0.06 1 0 1 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553488
SRR618934
Makindu_3 RT_0-2  SRR902008
CGTCTTTTGATTGGTGTTTCACGTGTCTAACTTTTTTTTGTGTTCTTACACTATAAAGTAGTTTAAACGGTATTGGATTCTTATCATTTTGCTTCCCGTTTTTTTTTTTAAATAAGAAAAACGATAAGATATCCGATTACTCGTAAGGAATTTTATGTATACACAAATTTTTTTTACATACAGAGCGCTTAAGGAGGCAAAAGGCGC dsim w501 day-old hours
Read # Hit |Total ovaries ovaries eggs ovaries
hkkkhkhkhhkhhhhhkhhkhkhhkhhkhhkdhhkhhdhhhhhhhhhkhkhkhhkhhkdhhhhhhkhkhkhkd N N N O N 1)) )N )Y ) e hkkkhkhkhhkhhkhkhkhkhkhhkkkhhkkhkkhkhkhkhkhkhkhkkhkkkkkkkkkkkkkkk*kk**x**x |size Mismatch Count Norm |Total
...................................................................................................... TTTTTTTARATARGR . « ¢t et et ue e et e et e e e e e et e e e e et e e e e et et e e e e e e et e ettt et e et et e e i eeeea e 150 5 0.20 1 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|2r:17041481-17041687 - |dsi 32435|GCAGAAAACTAACCACAAAG--TGCACA=—————————————————————— GATTG-AAAA--AAAAC---A-CAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAAT T AT e T T T T G-~ C AT T A~ -~ - - = - - - - - - TAGGCTAATGAGC--------—- ATTCCTTAAAATACATAT ————————————————————————————— GTGTTTAAAAAAAATGTATGTCT--—-—-——-— CGCGAATTCCTCCGTTTTCCGCG—-—-—
droSec2|scaffold 1:14026217- dse 339 [|GCAGAAAACTAACCACEAAG--TGCACA---—-—-—-—————o—oo—— GATTG-AAAANAAAAC---A-CAAGAATGTGATATTTCATCAAAT T TGCATAACCIAAGAATAGTAAAACGAAGECAAAAAAAAAAA T T A T T G == A T T O A S L GG C TAAEGAGC - — - - - - = - ATTCCTTAAAATACATAT--———-— - - - NGreTTTRAAAARAATGTATIATCT-— - —— - - —- CGCGAATTCCTHCGRTTTCCGCG--—--
14026433 -
dm3 chr2R:16472011-16472235 -|dme-mir- FCAGAAAACTEACECAAAG——TGCACA ——————————————————————— GATTG-AAAANNAAAAC---A-CAAAATGTGATATTTCATCA SR piCA TR CTlEANAA TAGTAAANCGAAGGGCAR A A A A QA B Tl A e s AT A e e G Tl e A G NN TN NSTen T TCIAT TAA A A T2 DR - - - - (Y- - [T - - -FRINEEINA G TG T T A AR ARAAATGT TN T CT - - - - - - —— - CGCGAATTCCTHCGRTTTCCHCG--—--
2498
droEre2|scaffold 4845:10617179- [der 95 ’@AGAAAACEAACECAGE—TGEAEA ——————————————————————— A - B - - EV\a c TINAT TEE G TR ARNAA N TN EN L TINNI NV N C W XINNIS | c C 2/ N.NTACI TINAC TN TEA TR TEVENNN - cGG - - -FiiGiiiT]iciiGiEaAA T T ACliAV A TAACT TAT TTATGAAAAAGCT TTAGGAT TTAAT T TT TCGGACAATGCGATCTAGGCGT TTCTATTGCTGATGTAGTATAGT TTGAAAGAT| A TIRNAA[EC/e TEEEEEEE T P\A IS A A CEVENNIT T TAINA A TG TREREE e e AL AANATGTETRTCT-—-— - ————- BelcaaTTccTiC TR CEcG-----
10617473 -
drovak3|2R:12723977-12724282 + |dva 34 |EEAcAAASHTABCNECEERRE- ToARA- - - - - —————————-——-—- GAL - B A LNA A AN - - A AR TR TA TAT TTIA TCARATIETIICCATAA CCI{SANA A TART A A AlCANCINGCh~ A 2 A 1 [l = Th c T GCAATGGATTTATT TGCTTTAGGATTTATTTTTTCGGACAATTCAATCTGGGCGTTGCTTTCGCTGAGGTAGTATTGTTTGGAAGACI AL TRV CINIcEEE e A I C T R T T T TGl A A T T T TG T G T T C A T Bcrergriaananfiarergrdrer- - - - - ———- HeiaaTTCC TRRGET TRCI8CG-----
droEugl|lsc£7180000409474:1489613-[ |Gl et — R — — —— —————————————————— | i — - e - T AGAATIINGIET/E TEEEEEEE A G TR GCIN T A G TG A A A TG T R G T ey — — —— ———Ti-—-—————- CARA TE TGN cileaEAINA - TTTTTTGTTT]

1489692 +

droBiall|scf7180000302291:2815853~

2815854 +
droElel|scf7180000491201:736708~ AARNARNNAT TIINAGAININT GAA TIT TGINAGCAAATTATGTGTGCCAATAACEGIENA ARNNNAA TGINAGC/A T T TG NNI VNI i A I Tilli T
736920 -

Generated: 09/08/2015 at 08:14 PM



http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17041481-17041687
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17041481-17041687
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32435.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:14026217-14026433
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_339.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:16472011-16472235
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme-mir-2498.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:10617179-10617473
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_95.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:12723977-12724282
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_34.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:1489613-1489692
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302291:2815853-2815854
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:736708-736920

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi_32435/|2r:17041531-17041637 - | Known Ortholog | Testes-restricted | 3pUTR

Legend: mature - mismatch in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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17041650 17041600 17041550 17041500 =] ) .
'T T T T 1T 1T 1T 711 & 5 Ny °
Genomic Position 15 16 17 18 19 20 21 22 23 24 & I | I I
Size Condition 17041650 17041600 17041550 17041500
Genomic Position
Hairpin partition - Sense -# Antisense Mature -» Star
Hairpin partition Mature = Star
Show Alternate Folds H
Flybase annnotation
utr3 [utr3_minus_3798]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553487 SRR553488
SRR618934
SRR902009 Makindu_3 M025 |NRT_0-2 GSM343915 RT_0-2 SRR902008
GCAGAAAACTAACCACAAAGTGCACAGATTGAAAAAAAACACAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAATTTATTCTTTTTGCTATTCTATAGGCTAATGAGCATTCCTTAAAATACATATGTGTTTAAAAAAAATGTATGTCTCGCGAATTCCTCCGTTTTCCGCG day-old hours hours dsim w501
Read # Hit Total testis ovaries |embryo eggs embryo eggs ovaries |ovaries
dkkkhkhkhhkhkkhhkkhhkhhhhhhhkhhkhkhhkhkhkhrkkhhhhhhhhhhhkhkhhkhkkhhkhhkhhkk N N N N N N O )N NN N ... kkkhkkhkhkhkhkkhkhkkhkhkhkhhkkkhkhkkhkhkkhkkkhkhkkhkhkkhkkkkkkkkkkkkkkkk*k*kk**** gsize Mismatch Count Norm Total
............................................................................ TAAGAATAGTAARACGARGGGCA .+« vttt ettt et et et ettt et et e et ettt et e e e ettt e et et e e e ettt e e e e et 230 1 32.00 32 2 2 0 1 0 0 0 0
............................................................................ TAAGAATAGTARRACGAAGGGC « ¢« ¢« vt et e e ettt et et e et e e et et e e e et et e e e et e e e et et e et e e ettt 22 0 1 5.00 5 1 1 2 0 1 0 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAR . « & vt e et e e ettt et et et et e et e e e e et et et e et e e e e e e e e e e e e e e e e e e e e 240 1 2.00 2 1 0 0 0 0 1 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAR . « - o ¢ ottt ittt ettt ittt et et e et et e et e e e e e e e e e e 241 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................ TARAGAATAGTARAACGAAGGG A . . . o ot ittt ittt ettt ettt e e e e e e e e e e e e e e e e 252 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAM . . . . o ittt et et e e e o241 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................................................... TATTCTTTTTGCTATTCTATAGG . + ¢ e e e e e e et et et e e e e e et e e e e ettt e e e e ettt teeeeneneeaeaeneneneea 23 0 1 1.00 1 0 1 0 0 0 0 0 0
............................................................................................ ARAGGGCARRRRARARR . « o e e ettt et e ettt ettt e e et et e e e e e e e e e e e e e e e e e e i 150 1 0.06 1 0 1 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553488
SRR618934
Makindu_3 RT_0-2  SRR902008
CGTCTTTTGATTGGTGTTTCACGTGTCTAACTTTTTTTTGTGTTCTTACACTATAAAGTAGTTTAAACGGTATTGGATTCTTATCATTTTGCTTCCCGTTTTTTTTTTTAAATAAGAAAAACGATAAGATATCCGATTACTCGTAAGGAATTTTATGTATACACAAATTTTTTTTACATACAGAGCGCTTAAGGAGGCAAAAGGCGC dsim w501 day-old hours
Read # Hit |Total ovaries ovaries eggs ovaries
hkkkhkhkhhkhhhhhkhhkhkhhkhhkhhkdhhkhhdhhhhhhhhhkhkhkhhkhhkdhhhhhhkhkhkhkd N N N O N 1)) )N )Y ) e hkkkhkhkhhkhhkhkhkhkhkhhkkkhhkkhkkhkhkhkhkhkhkhkkhkkkkkkkkkkkkkkk*kk**x**x |size Mismatch Count Norm |Total
...................................................................................................... TTTTTTTARATARGR . « ¢t et et ue e et e et e e e e e et e e e e et e e e e et et e e e e e e et e ettt et e et et e e i eeeea e 150 5 0.20 1 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|2r:17041481-17041687 - |dsi 32435|GCAGAAAACTAACCACAAAG--TGCACA=—————————————————————— GATTG-AAAA--AAAAC---A-CAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAAT T AT e T T T T G-~ C AT T A~ -~ - - = - - - - - - TAGGCTAATGAGC--------—- ATTCCTTAAAATACATAT ————————————————————————————— GTGTTTAAAAAAAATGTATGTCT--—-—-——-— CGCGAATTCCTCCGTTTTCCGCG—-—-—
droSec2|scaffold 1:14026217- dse 339 [|GCAGAAAACTAACCACEAAG--TGCACA---—-—-—-—————o—oo—— GATTG-AAAANAAAAC---A-CAAGAATGTGATATTTCATCAAAT T TGCATAACCIAAGAATAGTAAAACGAAGECAAAAAAAAAAA T T A T T G == A T T O A S L GG C TAAEGAGC - — - - - - = - ATTCCTTAAAATACATAT--———-— - - - NGreTTTRAAAARAATGTATIATCT-— - —— - - —- CGCGAATTCCTHCGRTTTCCGCG--—--
14026433 -
dm3 chr2R:16472011-16472235 -|dme-mir- FCAGAAAACTEACECAAAG——TGCACA ——————————————————————— GATTG-AAAANNAAAAC---A-CAAAATGTGATATTTCATCA SR piCA TR CTlEANAA TAGTAAANCGAAGGGCAR A A A A QA B Tl A e s AT A e e G Tl e A G NN TN NSTen T TCIAT TAA A A T2 DR - - - - (Y- - [T - - -FRINEEINA G TG T T A AR ARAAATGT TN T CT - - - - - - —— - CGCGAATTCCTHCGRTTTCCHCG--—--
2498
droEre2|scaffold 4845:10617179- [der 95 ’@AGAAAACEAACECAGE—TGEAEA ——————————————————————— A - B - - EV\a c TINAT TEE G TR ARNAA N TN EN L TINNI NV N C W XINNIS | c C 2/ N.NTACI TINAC TN TEA TR TEVENNN - cGG - - -FiiGiiiT]iciiGiEaAA T T ACliAV A TAACT TAT TTATGAAAAAGCT TTAGGAT TTAAT T TT TCGGACAATGCGATCTAGGCGT TTCTATTGCTGATGTAGTATAGT TTGAAAGAT| A TIRNAA[EC/e TEEEEEEE T P\A IS A A CEVENNIT T TAINA A TG TREREE e e AL AANATGTETRTCT-—-— - ————- BelcaaTTccTiC TR CEcG-----
10617473 -
drovak3|2R:12723977-12724282 + |dva 34 |EEAcAAASHTABCNECEERRE- ToARA- - - - - —————————-——-—- GAL - B A LNA A AN - - A AR TR TA TAT TTIA TCARATIETIICCATAA CCI{SANA A TART A A AlCANCINGCh~ A 2 A 1 [l = Th c T GCAATGGATTTATT TGCTTTAGGATTTATTTTTTCGGACAATTCAATCTGGGCGTTGCTTTCGCTGAGGTAGTATTGTTTGGAAGACI AL TRV CINIcEEE e A I C T R T T T TGl A A T T T TG T G T T C A T Bcrergriaananfiarergrdrer- - - - - ———- HeiaaTTCC TRRGET TRCI8CG-----
droEugl|lsc£7180000409474:1489613-[ |Gl et — R — — —— —————————————————— | i — - e - T AGAATIINGIET/E TEEEEEEE A G TR GCIN T A G TG A A A TG T R G T ey — — —— ———Ti-—-—————- CARA TE TGN cileaEAINA - TTTTTTGTTT]

1489692 +

droBiall|scf7180000302291:2815853~

2815854 +
droElel|scf7180000491201:736708~ AARNARNNAT TIINAGAININT GAA TIT TGINAGCAAATTATGTGTGCCAATAACEGIENA ARNNNAA TGINAGC/A T T TG NNI VNI i A I Tilli T
736920 -

Generated: 09/08/2015 at 08:14 PM



http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17041481-17041687
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17041481-17041687
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32435.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:14026217-14026433
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_339.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:16472011-16472235
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme-mir-2498.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:10617179-10617473
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_95.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:12723977-12724282
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_34.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:1489613-1489692
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302291:2815853-2815854
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:736708-736920

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi 32447 |3r:11657861-11657989 + | candidate-rescued | Canonical miRNA || 3pUTR

Legend: mature star [iiIC3 E1(9 i 81NN nismatch in read

Predicted structure
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dsi_32447_annot [-33.4]
Show Alternate Folds H
Flybase annnotation
three prime UTR [3r 11657808 11658087 +]; Antisense to three prime UTR [3r 11657582 11658105 -]; utr3 [utr3_minus 76 16]; Antisense to utr3 [utr3 plus 5889]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
SRR553485 SRR553486 SRR553487
SRR618934 M053
SRR902009 M023 M025 Chicharo_3 M024 Makindu_ 3 NRT_0-2 0001 0002
AGCAATTCACACCGTTTTCTGAGAAACACTTCACTAGCAATATGTTTATTTTGAGGAATAGCGTAATGGAAATTGATAGATCCGCTTGATCATGCCCACAAACAATCAATATATGCGTTGGCTGTTTGTGGACATGGACGAGAGGAGGCGTTACAAGTACAACATACGACACACACCGTGCATCAAACAACCGAACTAGTCTGCATGCCACATTACCTAATGCACGTTG day-old day-old hours dsim w501 female hours
Read # Hit Total testis head embryo ovaries male ovaries eggs ovaries Testis Head body
kkhkkhkhkhkkhkhkhkhkhkhkhkkhkhkkhkhkhkkhkkhkkhkkhkkkkhkkkdkkdkkdkx (CCCCCCe e e e COCo COCC COCCC e, 1))))S)NNDNNDD))NN)) D)D) ) L)) ) L)) ) ) ) ) L Rk kkkkkkkkkkkkkkkkhkhkhkhkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k*** gjze Mismatch Count Norm Total body
......................................................................................................................... Cr G T T T G T GG A C AT GG A C G A G A . v v et et et et ettt ettt e e eeeeeeeeeeeeeeeeaeeeaeeeaensaeeseeeseeesesesesesesenoesanenaees 22 0 1 39.00 39 0 13 11 0 6 4 2 0 0 0 1 1
......................................................................................................................... CTGT T TG T GG A C AT GG A C GA G G . v+ v v v v et et et et et et et et et e eeeeeeeeeeeeeeaeeeaeeeaeoeeeoeeeaeoeoesoesoenoeeoenoeeenoeeenoeeanes 22 1 1 7.00 7 0 2 3 0 2 0 0 0 0 0 0 0
............................................................................................................................... Gl GG AC AT GG A C GAGAGGAG G . + v v v v et et et et et et e e e eeeeeeeeeeeeeeeeeeeeeeeeaeaeaeoeaeoeaeoeeanoeeoenoeesneneneeeeas 21 0 1 6.00 o 6 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................... e et el N oyl e ] e 7:X e - N O 1 5.00 5 0 0 0 0 0 4 0 1 0 0 0 0
.............................................................................................................................. TGTGGACA T GGACGAGAGGAG . « ¢« v e e e e e aea e s anneeeannnesaneneeaaneeeaneeeeaneaeeaaeaesonaeeeanaaeeannaaanaaaaa2l 0 1 4.00 4 4 0 0 0 0 0 0 0 0 0 0 0
.......................................................... T AG C G T AR T GG A A A T T G A T A G A T C ot i i vt et et e e e e e e e e o s et o s a s o e oo a s aoeeeeeeeeeeeeeeeaeeeaeaeneaensaeeseseseseseseseseseseseseseseseeeeeeseeeeeeeseeeeaeaeaseeaenssasesasenaneeeees 24 0 1 3.00 3 0 0 0 2 0 1 0 0 0 0 0 0
..................................................................................... T GAT CATGC C C A C A R A C A AT C ot v e e e e e e e o e o e e e o e o e o e ae o e osososeseseseseseseseeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeneeaeneaeneeenseenaseeaseeesoesoenoenanoeeaees 22 0 1 3.00 3 0 0 0 0 0 0 0 0 0 3 0 0
................................................ T T T G A GG A A T A G C G T AR T GG e 4 v v e e e e e et e e e o e oo e oo a s o s o s oseeeeeeeeeeeeeeeeeeeeeeeeeaeneaeneeeneeeasesasosasesaseseseseseseseseseeeeeeeeeeeeeeeeeeeaeeeaeneeeneaeasaeasoesasesoenessneneneeeeas 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................. e o e A 10 (@ 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................... i etelokiel el ele7:Nol:Xi e e 7N el PR~ 3~ 1 2.00 2 0 0 0 0 1 1 0 0 0 0 0 0
........................................................................................................................ Gl T G T T TG T GG A C AT GG A C G A .+ vt it et et e e et e oo o a o e o e oo oo oo oo aeaeeeasesasesasesesesesesesesesesesesesesessseeseaeneaes 21 0 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0
........................................................................................................................ Gl G T T T G T GG A C A T GG A C G A G e« v v e vt ettt et o e o e aeososeseseseseseseseseseeeeeeeeeeseeeseeeeeeeeeeeeaseeasnsasneaennaes 22 0 1 2.00 2 1 0 0 1 0 0 0 0 0 0 0 0
............................................................................................................................................................................................... CGAACTAGTCTGCATGCCACA . . v v it e e eenea.. 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................ T T GTGGAC AT GGACGAGAGGA .+« v v e e e e et e e e e et ee e et e e e et e e e et e e e et ettt ettt e et e e e e i e e e 22 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................. GACATGGACGAGAGGAGGC G . « v v v e e e e e et ee e e e aeee e aaee e seeeeesaeeeeseaeeeseeeeeesaeeeseaeeesaaaeennenaaa 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................... CTGT T TGTGGACATGGACGAG A . + v it et et et e e et e et e e e e et et et e ettt et e ettt e ettt et e ettt e et e e e ie e 23 1 1 2.00 2 0 0 1 0 1 0 0 0 0 0 0 0
............................................................................................................................... Gl GGAC AT GGACGAGA GG A A . L i i it it it ittt ettt ettt ettt eeeeeeeeeeeeeeeeeeaenseeasesasesesesenenesenenenenas 20 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0
e e A AT T C A C A C C G T T T T C T GA G A A A s o v e e et e e et e e et e o e e e e oo e e e o e oo e oo e o e o e oo oo aeaeaeaeaeaeeeaeeeasesaeasasesasososesosesoseeoesesaseseeeseeeeeeeeeeeeeeeeeeeeeeeaeeeaeneaeneeensesasesasesasesesesosesoeseseseseseseeeeeeeeeeeeeeeeeeeeeeeeeens 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0
e e e AT T C A C A C C G T T T T C T GA G A A . v v e e e e e et e e et et et et e e e e e oo e e oo e oo e o e aeaeaeeeaeeeneaeaeeeaeneasesasesasesasasosesoeseseeeseeeeeeeseeeeeeeeeeeeeeeeeeeeeeeeeeeaeneeeneeeaeaeneesasesasesaseseseseseseseseeeseeeeeeeeeeeeeeeeeeeeeeeeeeneeens 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0
............................................................................................................................................................................................ AACCGAACTAGTCTGCATGCC . v v e e eveeeeennnna... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
............................................................................................................................ T T TGTGGACATGGACGAGAGGAR. - & ittt ittt et ittt et teeeeeenneeeeaaeeeeaaeeeeaeeeeeaaneeonaeeeaneeaeennnaeennaaaaa23 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................... TACGACACACACCG TG AT C A . i it et e e et et e aeesasesesesesenesenenenenaeas 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0
.............................................................................................................................. TGT GGAC AT GGA CGAGAG G A A . & it it et et et et et et e e e e e oo oeaeeeaeneaeeeaeeeeeeseeesoeseseseseseseeeneeeneeneeeneaas 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................ T GG AC AT GG A CGAGAGGAGG AT . & i it it ettt ettt et eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeoneneonennaeanaes 22 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
................................................................. e €700 7NN €N AR B A 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0
................................................................................................................................ TGGACATGGACGAGAGG AR . .« o it ittt e ittt ettt e e ettt ettt e e et e e et e et e e e e 19 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................ T GG AC AT GG A CGAGAGGA GG A . & i it it it et et et et et et e e o eseseseseeeeeeeeeeeeneeeeeeeeeeeeosesasasasnsasnnaes 22 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................... TGT T TGT GGAC AT GG A CGAGAGGA GG .t v v vt et et et et et et et et e e e eeeeeeeeeeeeeeeeeeaeeeaeeeaeesaeoseeaseeaseeaneeaneeess 206 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0
......................................................................................................................... CTGT T TG T GG A C AT GG A C GA G A A A . & i it ittt it et et ettt et eeeeeeeeeeeeeeeeeeeeeeaeneeeneeeeesoeeasoesenoesenoeneneneneeaeas 24 2 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0
.................................................................................................................... et el el ok e e et e)-X o7 N R~ BN O 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0
....................................................................................................................................................................................... CAAACAACCGAACTAGTC . o e e vttt eseeeeeeenaneanna. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0
......................................................................................................................... CTGT T TG T GGACA T GGACGAGA A . & & v vt ettt et e et e e e et e et et eee e et tee et ttee ettt e et e tteeeetneeeetnaeeennaaeeanea 23 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
................................................................................................................................ T GG AC AT GG A CGAGAGGAGG . « v vt et et et et et e e et eeasoseseseseeeseeeeeeeeeeeeeeeeeeeeeeeeeeeeseeaseseeanaseasass20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................ TGGAC AT GGACGAGAGGAG T T T . & v vt it et et et e e oo e o e oeeseeeseeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeoeoaeaeneaeneaennaes 22 3 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................... Gl T T G T GG A C AT GG A C GAGA G . + v v ettt ettt et et e e e s aeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeoeaeeeneoeeasossaesoessneseneneneeeeas 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0
.......................................................... N eTof el Vel NN e N Ve 7N o] o] o4 BN O 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0
.................................................................... GAR AT TGATAGAT CC G T TG R A . « & it e ettt e e ettt e e et e e ettt 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 e e e e 232 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................. T GT GGAC AT GGA CGAGAGGA G . « v it it ettt e e et e et o et e o e o e oo aeaoneaeeeaeeseeesesesesesesesesesesessseseeneeeneees 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................ Tl T G T GG A C A T GG A CGAGAG . & v v it it et et et et et e e o s oseseseseeeseeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaenenenneennaasl2l 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0
............................................................................................................................... Gl GGAC AT GGACGAGAGGAG G . « v vt it et et et et et et et e e e eeeeeeeeeeeeeeeeeeaeaeeeeeeeasoeeasoeeasoesanoeeenoeneneeaees 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................................... CATCAAACAACCGAACTAGT s e v v vt e e eeeeeseeaananeaa 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................... (07:Ni el ol e7:Nel-Ne] 7N el el el e i - P D20 I 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................. T TG T GGACA T GGACGAGAGGA . « o e v e e e et e aea s s aannesaneneeensaeeanneeeeoaeeeeoaeaeeeaneesoaaaesansaseaanaaanaaaa2l 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................. GAC AT GGACGAGAGGA GG T . &« v it it ittt et et ettt e e e aeeeaeeeaeeeaeeseeesesesesesesesesesesesesssseneeeeeaas 20 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
................................................... N er-Nele) V- Niy-Nel ol ek V- N €1 €TV VN1 1 € X 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0
............................................................................................................................................................................................... CGAACTAGTCTGCATGCCACATTACC. v v v v vev... 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0
........................................................................................................ AT CARATATATGCGTTGGC 1« v v v e e e e e e e e e e et e e e e et e e e et e e e et e e e ettt e e ettt e e ettt e e et e e e e e .18 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0
..................................................................................................................... Tl GG C T G T T T G T GG A C AT GG ¢ v v v v et et et et et et et et et e o e o e oo o e oaoeosoeeeeeesaseeeeesasesasnsesesesasesasesasesasesasesasas 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................................................ AACCGAACTAGTCTGCATGCCACAA. . . .t i v i v eeeea. 25 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................. GAC AT GGACGAGAGGAGG L G A . « vt ittt et et et et et e oo eeeeeeaeeeaeeeaeeeeeeseeeseseseeeseseseeeneeeeeeneeeeeaas 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................... AACAAT CAAT AT AT G G T T GG TG T + 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 ettt e e e et ee e e st e et e et s ettt e e e ettt e e e 25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0
.................................................................................................................................... 07Nl NoteT:Ney Neley:Nelelole iy T N 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................ GTACAACATACGACACACACCGTGC A . « v v vttt e et tee e e et e et et e i 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0
..................................................................................................................... Tl GG C T G T T T G T GG A C A T GG A . .t v v et et et et et et et e o e o e o e o e o e o e oo oo oeoeeeeeeeaeeeaeesaeesasnseseseseseseseseseseseseneneeas 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0

Anti-sense strand reads

SRR553485 |SRR553486
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SRR553488|SRR553487

RT_0-2  NRT_0-2

TCGTTAAGTGTGGCAAAAGACTCTTTGTGAAGTGATCGTTATACAAATAAAACTCCTTATCGCATTACCTTTAACTATCTAGGCGAACTAGTACGGGTGT TTGT TAGT TATATACGCAACCGACAAACACCTGTACCTGCTCTCCTCCGCAATGTTCATGTTGTATGCTGTGTGTGGCACGTAGT TTGT TGGCTTGATCAGACGTACGGTGTAATGGATTACGTGCAAC female day-old day-old dsim w501 hours hours
Read # Hit |Total testis head male Head Testis ovaries body |ovaries ovaries ovaries embryo eggs eggs
kkhkkkkkhkhkhkhkhkkhkkhkkhkhkhkhkhkhkhkhkhkkkhkhkhkhkhkhkhkhkhkhkhkhkkhhkhkhkhkhkhkhkhkhkhkkhkhkhkhkhkhkhkhkhkhkkkkhhkhhkkkkkkkkk (((((( ............ (((. ((((. (((((' (((((((((_ ((((( ...... ))))) '))))))))) _))))) .)))) .))) . .)))))) c. . Kk kkkkkkkkkkhkhkhkhkhkhkhkkkkkhkhkhkhkhkhkhkhkkkkkhkkhkkkkkkk Size MismatCh Count Norm Total body
................................................................................................................................................. TCCGCAATGTTCATGTTGTAT + v e v et ettt et e e e e e e e e e e e et et et et e et eaeaeaaaaaaaananenanana 2 0 1 35.00 35 0 323 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................. CCGCAATGTTCATGTTGTATG ¢+t e e e e e e e e e e e e e et e e ee e teeeeeeneneneneeeeeeaeneaeaeaaaa 2l 0 1 9.00 9 0 9 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................. CCC GO AR TG T TCATGTTOTAT « « + t e e et et et et e e et et ettt e e e e et e e et e eieeeeneaea 20 1 1 6.00 6 0 6 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................................................................. GGCTTGATCAGACGTACGGTG. « v v v v veveennnan. 210 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................... - foli el -Nolele] el e il e iy N2 R 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................................................... GCTTGATCAGACGTACGGTGT . . v v eveeuenan.n.. 21 O 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................................................. CACGTAGTTTGTTGGCTTGAT « v vt vt e eeeeeieeeannananananae 2l 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................. BCC G AR TG T TCATGTTGTAT « « v v et et et et e e e e e e ettt et e e e e et e et e ee e 20 1 1 2.00 2 0 1 1 0 0 0 0 0 0 0 0 0 0
....................................................................... TARACTATCTAGGCGARCTA + &+t et et et e e e e et e e et et et et et et e e e e e e e e e e e e e et e e e et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 190 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................................... GTAGTTTGTTGGCTTGATCAGACG . « v vt v e eeeeeeennneneeaes 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
........................................................................................................................................................................ eledielieliifeleloy-Nol el Vel i c)i PR~ R 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
....................................................................................... CTAGTACGGG TG T TTGTTAGT « « « v e v e v e e e e e e e e e e e e e e e et e e e e et e e e e e e e e e e e e e e e e e e e e e e e e ee e e aa e e aeeaeeeeeeeneneeeeeeeeesasasaeaeaenenenenenneanaea2l 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................. TCCGCAATGTTCATGTTGTATG ¢ + « v v vt e e et et e e e e e e e e ettt e e e e e e et e et e e 220 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................... CCGACARACACCTGTACCTGCT ¢+« v e et e e e e e e e e e e e et et et et et et et e e e e et et ettt ettt e e e e e e e ettt eieieaeaeaea. 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
.......................... el el Neie N ol e i1 - Y07 - D~ R O 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
...................................................... oo N e N Yo o 1 - NP S o 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
................................................................................. efeTole) V- ok X i No e e c P N S 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
.................................................................................................................................... GTACCTGCTCTCCTCCGCAR . + v e v et et et e e e e e e e e e e e e e e e e e e e et et e e aesasasasaenaeneeneneneeeeenaeananananas 20 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
..................................................................................... e ol Xe ol e] et e e i i e i P-4 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................... TCATGTTGTATGCTGTGTG e « + v e e e e e e et e e e e e et e ettt e e e e et e eneneenea. 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................................................................ TACGGTGTAATGGATTAC....... 18 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
................................................................................................................................................................ I E A ECEMEMEIEECAEE o 1 o o 6 o 005060000 60008 08000050 0050000000000000s0a0|AL |0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................................................ TTGGCTTGATCAGACGTACGGTG. + v v v v e v eevenanan. 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................... i Nelelole). Vot 0-Nehi-No ele el el PP~ RN 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................... AT GT TCATGT TGTAT . « & v v et et et et et et et et et e e e e et et ettt et tataeaeaeaenenenan. 15 0 2 0.50 1 0 0 0 0 0 0 0 0 0 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|3r:11657811-11658039 + R Y e ——— AATTCACA-—-—-- CCG--TT-TT--=—-=—==—=—=—=—————~ CTGAGAA--ACACTTC—=——=-—=-—=—=—=-—--— N — ATATGTTTA--TTTTGAGGAATAGCCTAATG- GARATT- G-~ ATAGATCCGCTTGATCATGCCCACAAA-————~- CAATCAAT--ATA-TG--—----~ C-GTTGGCTGTTTGTGGACATGGACGAG--—=—=—=—=—=—————————————— AGGAGGCG--TTAC-—--A--—=-——-—~ AGTACAACATACGA--CACACACCG-=—=—=-=-========—-TGC-—=—=—=—=—=A-———————————————— TCAAACAACCGAACTAGTCTGCATGCCACAT —————————-———————~— TACCTAATG-CAC-—=-—=-——-—-—-—~ GTTG
droSec2|scaffold 0:12486055-12486283|dse 135 [A===GC === === === === == — - AATTCACA-—-—-- BCG--TT-TT---——————————————- CTGAGAA--ACACTTC—=-—=-—=—=——=——=-—--— ACTAGCA=-—=——=—=—=—=—————————————————— ATATGTTTA--TTTTGAGGAATACCCTAATC CARATT=G-~ATAGATCCGCTEGATCATGCCCACAAA-————~ caaTcAeT--fra-rg-------- C-GTTGGCTGTTTGTGGACATGGACGAG-=-—=—=——=—=—=—-———————————— AGGAGGCG--TTAC-—--A--—=-———~ AGTACAACATACGA--CACACACCG-=-=-========—=—=—=TGC-—=—=—===—=A————————————————— TCAASCAACCGAACTAGTCTGCATGCCACAT -~~~ ——————————————~— TACCTAATG-CAC-—=-—=-—=—-—-—-—~ GTTG
+
dm3 lchr3R:9521027-9521255 - ldme 395 [A-==GC—=—=———— oo AATTCACA-—-—--— CCG--TT-TT--—-=—-—=—=———————~ BTGAGAA--ACACTTC--—-——-—-——-———- ACTAGCA=-———=——=—=—=————————— - ATATGTTTA--TTTTGAGGAATACCCTAATC-CARATT=C==ATACATCCGCTECABCATGCCCACAAA--—-—- CAATCAAT--®TA-TG-------- E-A T TGGCTGTTTGTGGACATGGARGAG-———————————————————————— EceliceeG--TTAC-—--A-—-——-—- AGTACAACATACGA--CACACACCG-=-—=-—=-=-=====-==—-TGC-—=—=—=—=—=A-———————————————— TCAASCAACCEIAACTAGTCTGCATGCCACAR-—————————————————- TACCTAATG-CAC-—=-—=-————-—-—~ GTTG|
droEre2|scaffold 4770:12114063- der 1533 [A=——GC-m——m——m oo AATTCACA---——- cGg--Tr-fr-----------—-—-——- Wrceaa--acacTrTC---— - - - - ACTAGCA-——=—=——=—=————————————— ATATHTTTA--TTTTGARWGAATACCCTAATC-CAAATT - -ATAGATCCECcTcABcATGCCCACARA-—-—-—- CAATCAAT--[&eA-TI--—-—-—- [8-GTTGGCTGTTTGTGGACATIIGACGAG-———————————————————————— AGGAGGCG--[gTAC----[EXGINIIN- AGTACAACATALY A - - P ACHG -~ ——————————————=—=TGC-———=——————A————————————————— TCEACAACCGAACTAGTCTGCATGCCACAR--——— - - - - ——— TACCTAETI-CAC-—-—-————————- ETTE
12114293 +
ldrovak3|3R:13809421-13829648 - I R R ——— AATTCACA---——- eg--rr-fr---------—-—-————- BWTGAGAA--ACACTTC---—-—-——————-—— ACTAGCA-——=—=———=————————————— ATATGTTTA--TTTTGAGGAATACNGTAATC-CAAATT-I\-=ATACAT CcrlEcacaTccccacanfg------ CAATCAA--[TA-TG-------- [E-GTTGCRTGTTTGTGACATGGACGAG- -~ ———=—————————————————— AGGAGECG--fgTAC--—-A--—-—-—- AGTACAACATACGA--CACACECHG-----—-—--—=———-=—=TGC-=—=———=———A-———————————————— TClAlCAACCGAACTAGTCTGCATGCCACAI-—— - -~ - - - - TACCTAETG-CAC--—-—--—-———-- GTTG
droFugl|scf7180000409802:453254— Am == G m == —m AATERACA-—-—-- ci\--TT-Qr--------— - WTRAGAA--ACACTTC-—-————————————- ACTAGCA————=——=—=—————————— ATATGTTTA--TTTTGASNAANACCHTAATC-CARATTIN=ATACATINCI\c TecadcaTGcccacAlA--—-—- canfeclene- - LFNRIec - - pkdilehlele - GT TGGRTGTETGTGGACAINGGACGAG- -~~~ —————————————————— W\GHGICE--erc—-—-A-—--———- AGTACAACATALGE -t~ — —— ——~———-—-——————[@C————— === === A————— TCEARCAACHGAACTAGT e C AR - - — - — - — === ————————— TACCTAA|g-CAC-————————————~- Brrc
453469 +
droBialllscf7180000302402:2257604~- s W iR e i, - FHLL-A-A\A—AA.—HH ApIACA-—-—-- ccolgrT-gr--------—-—-—————- Erccan--acacTTC-—-—-——— - ————- ACTAGCA-———=——=—— == ———————————— ATATGTTTA--TTTTGAGGAANACCHTAATC-CAAATTINATACAT I CEcETcACATGlcCldcAlA------ CAATCEA[- -8 2 - Sy - LR IehTe C - R G T G T\ G TGGACATGGACINE G-~ =~ =~ = - ————————————————— AGGAGHcG--INgac-—--A--—-—-—- AGTACAApRETElA - — CACACECHG--———————=-——=—===——TGC-———=——————A-———————————————— TcaBcaailccancTacreroeaTclcllcal--- - - - - - ————— TACCTHARG-CcAC-—-—-————-———- GTTG
2257833 -
droTakl|scf7180000415380:348665- Am = =G  ——— —m AATE\ACE------ - - —-—--—-———-————- b CleA ~ - ACACTTC————=——————————— ACTAGCA-———=———=—————————m——m——— ATATGTTTA--TTTTGAMGCAANACCHTARTC=CARATT-I\-~[TACGATC CcrlcacaTccccacalda-—-—-- CAATCleelehiTRENeG - - ehele - G T T GG T G T/ TG TGGACATGGACGAG-———————————————————————- Becaci®c--NergNe- -2 - -—--—-- AGTACAACATAR GA\cAcACClG-----—---- === - === —-TGC--—-—-—-——- A-mmmmmmm e I\clErEcaaciicaacTacTerecaTolcllcall----—-- - - - - ———-———- TACCTRRNTG-CAC--—-—-——-————- GUiE
348893 -
droFElel|scf7180000491047:1670813- O AATERACA-—-—-- CCG--TT-f8------—-—-———————- WTGAGEA--ACACTTC-—-————————————- ACEAGCA-——— - Bratdrrra--TTTTHARGAAACCETANSISAAATT-C-~ATACTCCGCecaEcATGCCCACAA--—-—- CAfTClehIe Nl TR e C — - ifelelektele - GT TGGC TG TlETGTGGACATAINECGAG-———————————————————————— C/INEA T/ERE G GESA CA TE R AGTACAACATARGA--CcACACEClG--—-—----—-—————-——TGC-—-————————A-———————————————— TcaBcaacicarcTacTeToeaTolccAN- - - - - - - TACCTRTG-CAC-—-—-————————- @rrc
1671053 +
droRholl|(scf7180000769095:41449-41690 L AAT®RACA-—-—-- CCG--TT-r----------—-—————- WTGAGAA--ACACTTI-—-————————————- ACTAGCA-——=—=——=—=—— == ————————— ANTGTTTA--TTTTGARGAANMCCETAAT - CARAT TN =ATACHTCCE\c TecaiaTGcccacalda--—--- \Tccccacca-TaaREa A TCT GG Clele A el Gl Ne el e N ele G ole) N THINTABACGGGISACA TIEEEEEEE AGTACAACATARGA--CACACECHG---------—-—-————=——TGC-—-—=——————A——————— -~ TciaficaacicaacTaGgTCTGCATGYCHcAR- - - - - - - - - - - TACCTAATG-CAC—-——-————————~ ciie
+
droFicl|scf7180000453912:20352-20583 e L e e e e anTelfecA------ ci\e--Tr-Qr---—--—-—--———————- BTGAGAA--ACACTTC---—-—-——————-—— ACTAGCA————————————————— o ATATGTTTA--TTTTHARGAANACCCTAASS-CARAATT=C-~ AT T\ /e clecATcliccalldea - - - —- - canEcErlE- -leeifec- -[N e - - B-RrEciX\rcrlercdccacaTeagccac--— -~ == - == ——————-———-—- N co--EXec----A----—-—- AGTARACATALNEA--CACAC[ENG- - - ———-———————— === =TGC-=——=———-———A-———————————————— TcfdaldcaaciicaacTacTecTceaTolcECA- - - - - - - - - TACCTAATGRCAC--—-—--—-—-—-- chiliel
—
droKik1|(scf7180000302706:531059~- e C S GC A G R CARAGCA e —_$. ek AATTACETIGIT/ NI cCpl--TTHTT------—-—————————- WA cEANEACcAlTTC- - - - - - ——— ACTAGCA-——=—=——=—=——=—————————————— Y- - ATHTGTTTA- - TTT TolscEA R CS A= CARA TR IN ST ACHIThC Gc TcAcATGCccCACA - - —-—- Weleecene- - Tc- - LYVl ec G C T NEe TG TGGACATGGECCAG -~~~ ————————————————————— PARNACIY- -ENElelC - - - - E Tl TiEA AcleTAlNGA - -cacacclic-- - - - - - - —-—-——————-TlC-— - ————-fiA - — - - - TcaEcaacicarcTacTClN G MCACAR--- - - - —-————————- --—————- B -[EECECTTTATATATANAT|
531332 -
droAna3|lscaffold 13340:10521910- dan 4053 |af¥¥\cE------------- - CTCACIN NG/ CA CAR AT A CH G - I WriaclEa--acACTTH----------———-—- ACTAGCA-———=———————————————m ATETGTTTA--IrTTCACA A NGRS T IAlTe- CAAATT—L=-[daciiTCliciiTecA T c[echiiccacalda- - - —-- GO CllTRINeGG T TCAAGGH TIlNEA Gl ChlG I ehlele Glo G C A A T C T Becapd\cl--TTAl----F------—-- BT ACE T2 GA--fEacaccce- - - - - - - —-—-——————-TGj}- - - - - - - - EclErficaaciicaacTacTclocEecieecal)- - - - - - - - - ———————— TACINIEAEG - Cifelelehg- - - —-—-—-- cace
10522159 +
droBipl|scf7180000396708:5537277~- N ., - A .- A s tFb-P CTCACIY NG AGCACAAA TS A TR - e WA GEA--AfACTTH---—-—-—-———-——- ACTAGCA————=——=———————————m ATETGTTTA- - T TR NG A A IiChE AT = CARAT F=ji==laTACETCCcc TTGATHARGHCccACARA - - — - —- S\ CINN BN CiiTRINe GG T TCAAGGRTIENEA AN CIlGINEINEII NG GlNeA T/olelc TR e Cccrgcl-—-r1lle----F-------- BracA A - -fgacaciicG--—-—-—-—-—————————TGj- - - - - - IchEcanciicaacTacTciloceciNeecal--—-—-—-—-— - ——————- INecieendc-cac-—-—-————————- ccide
5537519 +
dp5 [2:10072280-10072550 - ldps_3847 | A NN~ — === === === === mmmmmmmmmmm oo TATCGCLENC TG ccll--TT-TR------- TATTTGAGTT T T CINECCRRI A T T AcTlepA------- - B ATGTTTREENT TT THIEG G ANANCINT A AT CALIART = - RT AT YN c e Ec Alfccceacalla - - - - - T T AREICI{- TA AR CTATAGE T ClNE ClNel Gl Ne el N G A TiE C Gle N affelelelc oY - XN — - -A— - —————- ceNecTT-----B&- - - —-—-—- TAACATAGAAAGCATCCCGCATTTARCCATCTAC TciiacaacicaacTacTCccE ThEYEeN AR - - - - - - - - - CaciXeelec-cac--INg- - ------- ccide
droPer2|scaffold 0:10408958-10409228(dpe 2525 ||ALNer N~ —— === === == === ——— oo - TATCGCINNIC TING R ccil--TT-TR------- GATTTGAGT T T TiiCINECCRR A T T R AcTlEepA------— - TAGC/ERUENT T TRURGNT T(EC A ARAIT N ccHETICIETES - [ccaATARINC CICTAC/He NI CI T T T ARSI CIiTEA ABBCTATAAGE T Cl¥E CllNel Gl eler NG G A el C e N ajfelelelcelY- -y — - A — - —————- ceNecTT-----B&- - - —-———- TAACATAGAAAGCATCCCGCAT T TARCCATCTAC e TciacaacicaacTacTcilccEThRdeecARN- - - - - - - - - - - Caciedelec-cac--INg--------—- ccide
+
: ATAACTERIAA
droWil2|scf2 1100000004943:10969650- g c--—-v % - A T G e AT TiACA-—---- B --BAr-TT- - ST T T - - — - - — - — PNeA AT T TCTACATTCTCTGCACAATTTTCAGACATAT TIGGAIN N - — - — - — - — —— — - — - — —— —— [~ —— - - — - ————— B it - ~ B i~ TG———-— -~ TR T A Tl ANCITIA AT TC T T/ATAGTAGCACTCATTTCAAACAATGTTGAGTTE- - - - - BRI GC/IREEE R N NC C T T/ - - - - - B - T T 2 A e L T —.—,— - cTCTCECAACT Y NElNe A e C e T G o N e JicAAACT]IARET A BEEEEE TAAGT[EHIAA)
10969867 -
arovir3lscarrold 12822:1483323- B G0 R B EEEEREE -EERRR---------------- EEEEEEE - --o--ooon oo ooooona SEREEEI - SEEEEEERERRRR - SRR EEEEEEEEEERR - - - - AR - B EEEEE R - oooooooonsea SRR R B SRR, - SRR B ==
1483325 —
droMo7j3|scaffold 6540:11623444- GAGE-[8BIACAGTAACAACAACAATAACAGCAACAGCAGCAACAACACCAACAAACAAACAACAACAACCACIYNEAC/EEEEEE TS TR A A TTGAA T TAAT TTAAAT TG T T NS CIR C A TGIG R T AAGCGGAGAT T TA T T SN T T G TiGIIhEIGIRIA cCldNeA Clla A cCi N AcE TN N EA T - - - — - —afd-- - -- CAGCEHYHINIACINCACACAAT AR CGCRECII TR e T Gl G ClE T G T GIlE T G e T Hoieci\cG--Terg--—--2-—------ INECGEGTAGH- - - - B - -INeC T T T A G CRRE ATTTAACCACGAACACCCTGTAACACACACAJIA-CININAG T NN NeINe A elelGiiT TGGGTAACACATACACACACACACACEACGC R N TCGE
11623809 +
dro6riZ[scaffold 146242520238 R R S B B B R I R B . e S EEEEEEEE R - B =
2529248 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:11657811-11658039
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:11657811-11658039
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32447.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:12486055-12486283
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_135.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:9521027-9521255
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_395.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:12114063-12114293
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1533.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:13829421-13829648
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409802:453254-453469
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:2257604-2257833
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415380:348665-348893
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491047:1670813-1671053
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000769095:41449-41690
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453912:20352-20583
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302706:531059-531332
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:10521910-10522159
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4053.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:5537277-5537519
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:10072280-10072550
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3847.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:10408958-10409228
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2525.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:10969650-10969867
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12822:1483323-1483325
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:11623444-11623809
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14624:2529238-2529248
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dsi 5234 |2r:8934112-8934169 - || candidate-rescued | Mirtron |antisense_to_3pUTR

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]
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dsi_5234_annot [-3.3]
Show Alternate Folds H
Flybase annnotation
Antisense to utr3 [utr3_plus 2240]; intron [2r 8934112 8934169 -]; CDS [2r 8934170 8934352 -]; CDS [2r 8933892 8934111 -]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
SRR553486 SRR553488
SRR618934 M053
M023 /0002 0001 < M024 M025 GSM343915 Makindu_ 3 RT_0-2
TTCTTTTGGAGTCGGCCACATCGTTGGCACGGAARATCCGCAACCAGGAGGTGAGTGTGTGCAATAGT TTCTTCTACAAAACACCTAACT TACTCTCACTTTGAGCAGCTAAGCAGTGTCCAGGTCCTGGAGTCTTTTATCCGGCGCATCAAGGAGGT dsim w501 female day-old hours
Read # Hit |Total head Head ovaries Dbody Testis male embryo embryo ovaries eggs
e e 3k ok ok ek ok ok e ok ok ok ek ok ok ok ke ok ok ok ke ok ke sk ke sk ke ek ke sk ko (e (e 1)) e e )))) e 1)) e )) . kkkkkkkkkkkdkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkk*** 5jze Mismatch Count Norm Total body
................................................................................... CCTAACTTACTCTCACTTTGAGCAG  « e v vt et te e et e ee e e te e eaeaeneenenaenaeneea. 25 0 1 14.00 14 10 0 2 1 0 0 1 0 0 0
.................................................................................... CTAACTTACTCTCACTTTGAGCAG . « ¢ e e v et ot te e e eae et eeeneeneeaeaaenaeneeaennenaes 24 0 1 12.00 12 11 0 0 0 0 1 0 0 0 0
................................................................................... CCTAACTTACTCTCACTTTGAGCAGC . « ¢ v vt et et e ettt et ee e e te e ia e eneaenaeneen. 26 0 1 3.00 3 0 2 0 0 1 0 0 0 0 0
................................................................................... CCTAACTTACTCTCACTTTGA . « ¢ e e e et et e ta e e eee e e taeaeeneeaeeaenaaneeaennenaea. 2l 0 1 3.00 3 0 2 0 0 1 0 0 0 0 0
.................................................................................... CTAACTTACTCTCACTTTGAGCAGC + ¢ o e v vttt e e e e e et e eee e teeiaenaeneeaenaenaes 25 0 1 2.00 2 0 1 0 0 1 0 0 0 0 0
............................................................................................................. TAAGCAGTGTCCAGGTCCTGGAGTC . « v v e e e ee e seneenenen.e 25 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0
................................................................................... CCTAACTTACTCTCACTTT . ¢ v v et ee et et e te e e e e et et te et te e eeneaenaeneea. 19 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0
.................................................................................... CTAACTTACTCTCACTTTGAGCA : -« « e e et oete e e eee et eeeneeneeaeaaenaeneeaennenaea23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0
........ &7 el oleleleloF N ey N o el el eToF-N o c]c NP P< SO 1 1.00 1 0 0 0 1 0 0 0 0 0 0
.................................................................................. ACCTAACTTACTCTCACTTTGAGCAG . « « « v et v v et te e e eee et ee e eneaenaeneeaenaennen. 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0
..................................................................................................................... GTCCAGGTCCTGGAGTCTTTTATCCGGCG. v e v vvv ... 29 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0
................................................................................... CCTAACTTACTCTCACTTTGAGCA . « « e e v et e te e e eee e e e eaneeaeeaenaeneeaenaenaen. 24 O 1 1.00 1 0 1 0 0 0 0 0 0 0 0
..... i ee) el e eleloloyXo). N o] e i e PR~ N 1 1.00 1 0 0 0 0 0 1 0 0 0 0
................................................................................... CCTAACTTACTCTCACTTTGAGC . &+« e e v et e et e eeseneeeaenecaeeaenneneeaennennens 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0
........................................................................................... ACTCTCACTTTGAGCAG . « ¢« e e e e te et e e e et et ia e eaeaenaeneeaenneneas 1T 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0
....... GGAGTCGGCCACATCGTTGGCACGGARR t « « « v vt e et e et ettt et e e et et e e ettt e e e et et et e et e e e e e e e ettt e e e et e et ettt et e e e e et e e, 280 1 1.00 1 0 0 0 1 0 0 0 0 0 0
.................................................................................. ACCTAACTTACTCTCACTTT .+« e et et e ee e e e e et e eae et eeeneeneeaenaeneeaenaennen. 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0
.................................................................................... CTAACTTACTCTCACTTTG . « v v e e e e e e et e et e e e e et e e ee et te e ea e eiaeneen.e 190 1 1.00 1 0 1 0 0 0 0 0 0 0 0
........................................................................................................... GCTAAGCAGTGTCCAGGTCCTGGAGT . -« « e ccecancnscncaaaa-226 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0
....... GGAGTCGGCCACATCGTTGGCA  « v e v et et e te et e e e e e et e e ettt e e ettt e e ettt e e e et e e e e et e e e et e e e e e e e e e e e e e e e e e et 220 1 1.00 1 0 0 0 1 0 0 0 0 0 0
.................................................................................. ACCTAACTTACTCTCACTTTG e « ¢ v e e e ee e e eeeae e eneeneaaenaeneeaenneneenenaennen.2l 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0
..................................................................................... TAACTTACTCTCACTTTG ¢ « ¢ v v e e et te e et et e e e et et ee e eeeieeneeaenaenaen.. 18 0 2 1.00 2 0 2 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553485 SRR553488
SRR618934
M023 M024 Chicharo_3 RT_0-2
AAGAAAACCTCAGCCGGTGTAGCAACCGTGCCTTTTAGGCGTTGGTCCTCCACTCACACACGTTATCAAAGAAGATGTTTTGTGGATTGAATGAGAGTGAAACTCGTCGATTCGTCACAGGTCCAGGACCTCAGAAAATAGGCCGCGTAGTTCCTCCA day-old  dsim w501 hours
Read # Hit Total head male ovaries ovaries eggs
ek ok e ok ok e ok ok ok ek ok ke ok ok ke ok ke sk ke ok ek ke sk ke sk ek ke ko ((((((((((. . (.. 1)) e )))) e 1))) e )) . kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*x** gjze Mismatch Count Norm Total body
............................................................................................................... TCGTCACAGGTCCAGGACCTCA . ¢ vt e eveeeeieeeennenen. 22 0 1 1.00 1 1 0 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
larosim2|2r:8934062-8934219 - |dsi 5234]|TTCTTTTGGAGTCGGCCACATCGTTGGCACGGAAAATCCGCAACCAGGAGGTGAGTGTGTGCAR-——————~- TAG--—--TTTCT--TCTAC--—-——-——-—————— AAAA-CACCTA----AC---—---—--- TTACTCTCAC---TTTGAGCAGCTAAGCAGTGTCCAGGTCCTGGAGTCTTTTATCCGGCGCATCAAGGAGGT |
droSec2|lscaffold 1:5774676-5774833 |dse 657 |TTCTTTTGGAGTCGGCCACATCGTTGGCACGGAAAATCCGCAACCAGGAGGTGAGTGTGTGCAA--—————— TAG----TTTCT--TCTAC--—-—=-——-————-— AAAA-CACCTA----AC--------- TTACTCTCARN---TTTGAGCAGCTAAGCAGTGTCCAGGTCCTGGAGTCTTTTATCCG\CGCATCAAGGAGGT
|am3 lchror:8008885-8229042 - ldme 375 |rTCT@TrTGGAGTCEGCCACATCGTTGGCACGGAAAATCCGCARRNCAGGAGGTGAGTGTGTGCAR-——————~ T§G----TTTCA--TCTAC-—--———————————— AAAA-CACCTA----AC--—-—---—--- TTicAcTcAl---BrTeaccaGCTEAGCAGEGTCCAGGTCHTGGARTCRATTTATCCGGCGCATCAMNGAGGT |
droEre2|scaffold 4845:17563219- TTCTETTGGAGTCRGCCACATCGTTGGCGNGGAAAATCCGCAlCCAGGAGGTGAGTGATGCAE------—- TAGLY NN e T - - TCTAR- - — - — - - - - ——————- AAAA-CACCTA----AC--—--—----- IeacTcrcall-—-TTTGACHAGCTAAGCACEGTICAGGTCCTGGAGTCTTTTATCCGRCGCATCAAGGAGGT
17563380 +
ldrovak3|2Rr:8721073-8721230 + | [rrcrfdreeacceeecacaTceTTGECENGGAAAATCCGCABCCAGGAGGTGAGT AT GlAlE-—------ TAG----TT/eT--TCTA--—-—--—-—-————- AAAA-CACCTA----AC-—--—----- INeal\rcrcall-—-tfercaccaccTaAGCACEGTHCAGGTCCTGGAGTCET TRATHC G CGCATCAAGGAGGT |
droEugl|scf7180000409462:1887205- TTCTETTGGARTCGGCCACATCGTTGGCNGE R AlEATCCGCAACCAGGAGGTGAGTGTGTCINNE—-—-— - -~ TA----f\rlece-- ey - - —-—-—-—--—--—-—- aApdiA-paRCTA--—-Af-----—-—- IGTTAT - -SEEEUGEIT T TS NE TIGENIINE Clehi T Neleli T Tilele)\~ Ve C il CINi A SfelCleleloXile)-V:Xele) Nelehi
1887360 +
droBial|scf7180000301754:1686756- TTCTESTGGAGTCINGCHACATCAETGGCNGGAREATCCGCAACCAGGAGGTGAGT G T Al - - - - - - - TAlg----T T -- TR - - - - - AAAA-PANCTA-——-AfN-———————IVRlCcTIlI Y- - - T rlfifdicAccTlEacliacTGTCCAGG T cTGGAGTCTTA TG cccaTcanlNGAGGT
1686912 +
droTakl|scf7180000415398:78730- TTCTeTHGAGTCINGccacATCETGGCNGGAREATHCGCAACCAGGAGGTGAGTHTININ A fe- - — - - - - - TA--—-TTeg--rcTaf- - - - - Algia-AnfdcTa--—-af-----—-—- N AT - - -SrlsifecaccTaaceAGEcTCCAGG TRRNTGGAR T ClT Tf8A THCGRCGCATCAAGGAGGT
78886 -
droElel|scf7180000491027:123459- TRcTTTcacTCGGCcACATCAETGGCNGGAREATCCGCAACCAGGAGGTGAGT G TINE Al - - — - - - - - TAf----T/lecT--[SRyTAl------—--—-—-—--- Afefe-faccTA--—-a- - - ———- EraliTcEclER---RritEdicaccTaaceadsTreccaceTecTcaITcrTdaTccof}cccaTCAAGGAGGT
123614 -
droRhol|lsc£f7180000779469:134491- TTCT@TTGGAGTCGGCCACATCCETGGCIGGAAgATCCGCARMCANGAGGTGAGTGI T 8- - - - —-—- T A T 2 B A, ClY A e ArA-HACCTA--—-Al-—-—-—-——- T T R - - T N CAGC TAAGCAGTGTCCAGG THC TGGART CYT T TATCCGGCGCATIAAGGAGGT
134646 -
droFicl|scf7180000453778:303990- TTCT/E8TGGAGTCINGccacETcoeTicCldcGAngATCCGCAACCAGGAGG TS TH TR TISNEle— - — - - - - - T C R A Il C T R A I T A B e -En ¥ A - - —-Af--—-—-—-—- e T Ce- - - TTThgfecAGC TAAGCAGEG T AGG TCCTRG AR T clr TleA TN\ G GecoliaTCAAGGAGGT
304146 +
droKikl|scf7180000302682:2161706- TTCT/E8TGGAGTClGCClclTcoeTceCNcianleaThicccaldccaceaGeTCAG TGN GRS - - - - - - - - TheN-- - - TTTRT - [y TAl----—-—-—-—————- ARy - TN - — - A - - - - - —-—- T TR - - ey cliTErccaclcTccacaTlgc TecaRTcTT TRATINGE coclgTcancaalic T
2161863 +
droAna3|scaffold 13266:5520914- TrCTgaTGART clicciMcETcliTTeec@¥canlgaTccGCcAACCAGGAGG TG TINE T GI\R AIY- TN - - - - G- - - -QrTldT--fdcTic - - - - - —-—-——-———- afian-¥NC Tl - —-ald-— - IN TN rTAR TR - - -ERTiECAGITAAGCAGTGTHC ARG TlEc TGeAlrcldT TTA THCcGRcG|dTcanGGaGGT
5521074 -
droBipl|lscf7180000395404:57206— Tlec Tt c AR i\ ccilacaTci¥dTcec@¥Ma AldaTCcCcGeAACCAGGAGG TG TSNS G A A - - - - — - —- - - —-rrrife-Rriea - - - - - - - -———-——-- - - A TA[SINA T T A TR TrecTiNd AR - -BRTidecaciiTAAGCcAGTGTCCARGTEc TGGART Cr TldA THC GIN\G/deT CAAGGAGGT
57363 +
dp5 |3:2793338-2793505 + | shG CllcEn lSElels A Tl ciysle cCRl TSR € A NG A SIS VNI NI EieNehiA GAlic T TG AR TATATGIENERA TAC- - - P - - - - -[ACTAGCCATCAGTA-TINNT- - - - - -Faac--FEEEEEEEe B CcTCTCANEINTScAINAGC THAGCAGEGTHCAGG TINATGGAGTCIET TEATRCGECGCATCAAGGAGGT
droPer2|scaffold 2:2983317-2983480 SENeDi G CilClA lelelelel~ TlS CINele CRi T/l A € ARV GIN A SIS NNSISTNETEIN A Eher-NelA G AJIC T TGART A REEEIUNeEA TAC - - - - B - - - - - BEIACTAGCCATCAGTA-TINAT- - - - - -Baac- - FEEEEEEE BemcTcTCA AT cAINIAGC TAGCAGEG THCAGGTINTGGAGTClET TMA TR CGBCGCATCAAGGAGGT
+
droWil2|lscf2 1100000004558:467069- SENL Il A T iTelelelel» T NSIelLielele T A A ARV NN A §fea CIG/R\A AFNEIleNe C A A A A TA CIN G AGEEEEE firlenacall- - - -BE - - [T BEEEEA G TCGTCTGGRC T A G AR rc AR - —T/dlsaliiacc TAAGCAGTGTClErG Tl T GGAGTCET TTATHC Glic AT Cl8rG ARG T
467236 -
drovir3|scaffold 12875:6603637- TRcTerEcarceeccacaTcETGGCANSAAAATICGCAACCAINGAGGT Gl NN T Ry - - —- - - ficCEEERCIlT CEEC THIGIEEIA CTGGCCAREEEEE - BT A~~~ — Afy-———————- [efecTclgdic-—-TTTifsicAGC TAAGCAGEGTHCAGGTHC TGGARTcldT TTATRCGlicGClgTiaaGGAIGT
6603795 +
droMoj3|scaffold 6496:23406104- TRcTerEcadrceeccacarcadreecciaaaatidieciiaaccalloaceTIMENE YA A - - - - —- iCTREEINCCAGATGTCINAAGTCTAGEEEEEEEE EN N — T T T TA Tt TleagrcTiiAC—--TTii¥NIaGCc TAAGCAGTGTHCAGGTHC TGGARTclarTTATcGcGecaTcarGGARGT
23406269 -
droGri2|scaffold 15112:1486644- TrcTgaTiicaRTcllcciiacaldciirTeecaldderaanTiicGearCAINEAN G TRA G TGIY RN A p - — - - — - AR C--- - B —- - —-BETTTATTTCCTACTC- TINAT - - - - - -FTTC- TEEEEEEEE BT C TR AR EIAT TREINCAGC Tl8AGCAGEG THC AGG TRy TGGAGTCl§T TTAT CCGGCGIRETCAAGGAINGT
1486803 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:8934062-8934219
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:8934062-8934219
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_5234.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:5774676-5774833
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_657.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:8228885-8229042
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_375.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:17563219-17563380
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:8721073-8721230
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409462:1887205-1887360
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301754:1686756-1686912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415398:78730-78886
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491027:123459-123614
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779469:134491-134646
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453778:303990-304146
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302682:2161706-2161863
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:5520914-5521074
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395404:57206-57363
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:2793338-2793505
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:2983317-2983480
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004558:467069-467236
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:6603637-6603795
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:23406104-23406269
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15112:1486644-1486803
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hide 3p reads H show mid mismatch reads H
SRR553488 SRR553487 |SRR553486
SRR618934
M023 SRR902009 0002 M024 SRR902008 GSM343915 RT_0-2 NRT_0-2 Makindu_3
ATGCACCTGGTAGCGCAGTGTCCAGTCGATTGTGTAGCCAGGGACCAGTCCGTCGAACTGCTCCACGGGCAGCAGGAGCTCGGGATCGCTGTGCGTATTCAGCTGGATGTCGTGAGCGGTGCAGAATTCCTGCAGTTCTGGTGGCACCACGCAGCACGTTGACAGGTTGACCTGGGCAATTGTGGGCGCCACCTGTGCGCTG hours dsim w501 hours day-old
Read # Hit Total head testis Head male ovaries embryo eggs ovaries eggs ovaries
khkkkkkkkhkkkkhkkhkhkhkhkhkhkhhkhkhkhhkhkhhhhhhhhhhhhhhkrr . (((((((_ ((((. (((((((' ((. .. ((((((_ . ((((((((_ .. '))))) _))) _)))))) ... )) . ) ) ) ) ) )) . ) ) ) ) ) )) . ) ) )) L. Kk kkkkkkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkrd* sjze Mismatch Count Norm Total body
......................... N efe) N el ek Y] o 07V ]l e\ oL o] A 0 1 4.00 4 4 0 0 0 0 0 0 0 0 0
................................................................................................................ TGAGC GG T G AGA A T T C C T Gl A . & i e et et e e e e e et e e ae e et oeoeeeeeseeaeeeseeeeaeeeseeaeeeeenaeaeeneeeas 22 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0
............................................................................................................................................................. GTTGACAGGTTGACCTGGGC . v v v v v i et e i it eeeeneeea.. 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0
................................................................................................. T T CAGC TGGAT GTC G TGAGC v v v e e e e e e e e e e e e ae e e e aa e e ae e eesaaeeeeeeeeaeeeeeeeeeeeeeeeeeaeeeeeeeenanenaaenaaaa 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0
........... A G C G A G T G C C A G T CGA T TG vt v e v e e e e e e e e e o e o e s o e o e o e s o s o e aa o e s o e oa o e oo s oo oo e s oo oeaeeesoeaeeesesasaeeesesaeeeeesasaeeesesaeeeeeseeaseesesaeeseesesaseeseseeaseesesaeeseesesasessesoaeeeeesenaeeesesas 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0
............................................................ (o4 e]0): Yot el ] e]07:Xe] o7 N e )X ] oL~ O I 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0
.................................................................................................................................. TGCAGT TCT GG T GG CACCACG . & v v vt et e et et et aeeeeeseseeaeeeseeeeaeeenenaeeesenas 21 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0
....................................................................... e107-Nel ey Vel ok o] etel )N s of €]k e 11 N 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0
................................................................................................................ TGAGC GG TGl AGA AT T C C TG . v i v it e et e e e et e e e et e oo o e oeoseaeeseaeeseaseseaseseeeeesasessaneeeass 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0
....................... A G T C G AT T G T G T A G C C A G G e ¢ v v e e e et et ettt o e e et e e e e o e o a s oo o e o e s o e ae o e o e oo e oo e o s oo e e esoeaesesesaeaeeesesasesessosaeeesesasasessesasesessesaeeesesasasessesaseseesesaeessesasenensesasaaes 10 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0
............................................................................................................... GIGAGCGEGTGCAGRATTCE TG . - o e st e e e g 22D 1 1.00 1 0 0 0 0 1 0 0 0 0 0
............................................................................................................... G GAGCGG T Gl A GA A T T C T s v it et e e e et et et ae e et osoeeesesesaeeeseseeaeeeseseeeesesesaseneeneeaseass 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0
....................................................................................................... i ete) N edi ol el e7:Ne] o e et e o)\ 21 BN O 1 1.00 1 0 1 0 0 0 0 0 0 0 0
.................................................................................................................................................. CCACGCAGCACGTTGACAG G . + ¢ v e vt et e ee e e teeseeeeeeneneeennanas 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0
.................................................................................................... AGC T GG AT G T COT GAG C GG T Gt v v v e e e e e e e e e e e o e e o e o e o oo oeeeeeseeeeeeeeeeeeeeeeaeeeeeeeeeaeeeeoaeeeeaseeeeneaeaas 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0
.......................................... (€7:N ol 00 Ve L1 o] o] e o] €7\ ohi 1 €0 L~ 0 I 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0
.................... PO C A G T C G A T T G T G T ARG C C s v vt e e et e e e e e e e e e e e oo o e o e s oo o e o e s o e o e o e o e s oo oo s s osoeaeeeseeaeeesesasaeessesesaeeesasaeeesasasasesseseeaseesesaeeesesesaeesseseeaseesesaeessssesasesseseeaseeseaaesld 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0
........................................ el eTe) N ol07:Neli oL ot el o e7:¥-X ki 1ol A 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0
................................................................................................................ TGAGC GG TGl AGA AT TC C T G A G e & v v vt et e e e e e et e e oo oo oeoeneeesesaeeeeeseeaeeeseeoeeeeeenenaeaeeenes 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0
....................................................................................................... TGGAT G T CG T GAGC GG T Gl A G e 4 v v e et et e et et e et e ae e e ooeeeeaeeeeeeeeeeeeeeeseeeeseeeeeeeeeeeaeeeeneeenaneaaas 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0
................................................................................................................ TGAGCGGTGCAGA AT TCC TG « - o e e e e e e e ae e aeeseaeeeaeeeeaeseaeeeeaeeeaeeeeaeeeaeaeeaaeeanaaaaa 2 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0
............................................................................................................. T CG T GAGC GG TGl AGA AT T C v i et et et e et e o et et ae e e s e s esaeesseseeaeeesesaeessesesaseneeseenesnsesasass 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0
.................. FEICCAGTIC G R TG G A GE C . . . L Lo a2 o 1 1.00 1 1 0 0 0 0 0 0 0 0 0
...................... CAG T C G AT TG T G T A G C A G G G s v v v v e e e et et e et e e et e e o e o e o et oo oo e e s oeaeaeeesasaeeseesasaeeesesaeeeeesaeaeessesaseeeeseeneeesesasaeeesesaseeeeseeneeseesasaeessesaeesseseensessenaseessneeneeass2] 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0
......................................... eTe)Nel07: Vel oo el o e7:V-Neki e 1o/ -2 A 1 1.00 1 1 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

SRR553485

M023 M024 M025

TACGTGGACCATCGCGTCACAGGTCAGCTAACACATCGGTCCCTGGTCAGGCAGCTTGACGAGGTGCCCGTCGTCCTCGAGCCCTAGCGACACGCATAAGTCGACCTACAGCACTCGCCACGTCTTAAGGACGTCAAGACCACCGTGGTGCGTCGTGCAACTGTCCAACTGGACCCGTTAACACCCGCGGTGGACACGCGAC day-old
Read # Hit Total head male embryo ovaries
kkkkhkhkkhdkkhkhkhhkhhkhdkhkhhhdkhhkhdkhkhdkhhkhhkhhhkhdkhkhkhkkkkhdkx COCCCCC COCC COCOC0Ce e e e GO e e eI )OI o)) o)) )) L. o kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k*k*k** gjze Mismatch Count Norm Total body
................ O3 N0 N €] i 0N €1 O 2V 2N 6N 6 0 1 6.00 6 3 0 0 0
.......................................... Cl G G T CAGG A G C T T GA C GA G . v v v vt ettt ettt et a et e ottt e e e ot e aa e e ettt a e e e et oo aa e e ot o aaa e oot o aaee oo oo aae e et o oaeee e oo oneeesooaneneeseeaneeeeeenneeeeeeeneeeeeenneneeeenneeess 21 0 1 6.00 6 4 1 0 0
................................. (0N N O € €41 O 01 O €] €1 10X € €10 2N € 0 1 4.00 4 4 0 0 0
..................................................................................................................... CCACGT CT T AAGGACG T CAAGAC C A C s+ttt e e et ettt e et ettt ettt tee et eeneseeeeeaneeeeennneeeeaas 26 0 1 2.00 2 0 1 1 0
.......................................................................................... CACGC AT ARG T COAC T T A CAG C A C s ¢ vttt ettt et ittt et ettt e et ettt ettt etnseeeeennneeeeennneeeennneeeeennneeeeennees. 24 0 1 2.00 2 0 0 2 0
........................................................................................................................... CTTAAGCGGACETCAAGACCACC c 0 6 6 0 000000000000000000000000000000600000000000000060000000o0 |2l 0 1 2.00 2 1 1 0 0
................................... CGG T CC C T GG T CAGG A G C T T Gt v v v v et et e e e ettt e e e ettt a e e e o ettt e e e et aa e oottt ae e et o aae oo oo ane e s oo as e oo eaae e oo eeeeenneeeeeanneeeeennneeeeennseeeeonneeeeennneneeonnnness 22 0 1 2.00 2 0 1 0 0
..................................... EENCCCIEERNCINEEC/NECIMNE 5 0 6 0 0 0 00006 0000000000000 00000000000000000000000003000000030000000300000000000000000000000000000003000000000CD0000000000030000000030000000006D000 0|l 0 1 2.00 2 0 0 2 0
....................................... PO C T GG T C A G G A G T T GA « o« v e e ettt et e e ettt e e e e ettt e e e et aa e e ettt aa e ettt ae e e et aae e et ae et e enee et e nnee e enneeeeeeaneeeeeeneeeeeenneeeeeennseeseennseeeennneeaeeaas 20 0 1 2.00 2 1 1 0 0
......................................... O ] I 07N €10 2N € 01 1 N G N 1 1 2.00 2 2 0 0 0
............................... CACATCGETCCCTGETCACGECAGCTTG : 0 0 6 6 0 000000000000000600000000000000006000006000000000000000000600000006000000600000000000000GO0OCO0000OGO6O0000GOGO0000060GO0OCO0O000OGCO0OCO00000GCO0O00000060000000o0 |20 0 1 2.00 2 0 1 1 0
............... 07 N O N € 07 N € G 17V 0 @ - 0 1 1.00 1 1 0 0 0
.................................................................................................................................. ACCTCARGACCACCETGETGEETCET : 6 0 c c 0000 0000000000000000000000000000000000000 |B6 0 1 1.00 1 0 0 0 0
...................... O O N € G170 N O 2N O N 1 0 1 1.00 1 1 0 0 0
................................... TCEETCCCTEETCAGECR: c o c 00 00000000000000000000060000000000600000060600006006000006006600000006000000006000060060O0OCO0GOGOO0O006OGOO0000OGO0OC006OGOOOOCOOOGOGO0O0000GOGO0O0000GCOGOO0O0OCOOGOGOO - |kO 0 1 1.00 1 1 0 0 0
..................................... O N O O G €1 N O 2N €] 0N € O i N 1 1 1.00 1 1 0 0 0
A CGT GGAC C AT CG G T CA C A GG T CAG .« v v v vttt e e e e ettt e e e ottt e e e e ettt e e e o ot aa e oottt ae e oo oot a e e oo oo oo e oo oot ao o oo o oo oo oo oo oo oo oo o oo aoe oo o oo oo oo e oo aao oo s o aaoo o s oo aas oo o oo e e ooann e eenneeseeanneeeeeneneeeeenees 28 0 1 1.00 1 0 1 0 0
.............. - ENCIACACENCINECIEANCINC 6 6 0 6 0 0 000000 0000000000000 00000000000000000000000000000000000C300000000000000000000003000000030000000O000000000000000000000003000000OCOC0C000000000000000000000000000000000ao |20 1 1 1.00 1 0 0 1 0
....................................... H OO O € €1 0N €1 0 2N Y 5 0 1 1.00 1 0 0 0 1
......................................................................................................................... CTCTTAACGCACETCAAGACCAC o 0 6 0 c0000000000000000000000000000060006000000000060000600G006o00|B2 0 1 1.00 1 0 0 1 0
................................................................................................................................ GGACGTCAAGACCACCGTGGTGCGTCGTG A .t i ittt ettt et et te et ii et eee. 31 0 1 1.00 1 0 0 0 1
......................................................................................................................... Gl CT T ARAGGAC G T CARAGA .+ ¢ ittt ettt ettt et ittt ettt ttaee et eeaeneeeeennneeeeennneeeeanass 18 0 1 1.00 1 0 1 0 0
B € €N 01 0 2 U 61 €10 € G X 62X €1 1 21 0 1 1.00 1 0 0 0 1
............ (01101 € 07N 07N € € 1 0 X 01 1 ) 0 1 1.00 1 0 0 1 0
............... ERNCINCINEEAUCINECIEVANCING 5 6 6 0 0 6 0 000G D00 0000000000000 000000000003000000030060000000000003060000600060C00603000000030000000030000060600000000000600060030000000000000080000000060006000000000006003000000600060a0 |4 0 1 1.00 1 1 0 0 0
.............................................. A A GG C AGC T T GAC G AGG T Gl C C G T G T s v vt v e e e ettt e e e e ettt e e ettt e e e ettt e e e et e aa e e ettt aa e ettt aee et e tnee et enneeeseenneeeeseenneeeeeenneeeeeenneeeseeanneesennneeeeeas 28 2 1 1.00 1 0 0 0 0
........................................................................................................... ACAGCACT CGCCAC GT C T TAAGGAC . v v vt ittt e et ettt ettt ittt et taee et ennseeeeennneeeeennneeeennneeeeens 25 0 1 1.00 1 0 0 0 0
....................................................................... CETCCTCCACGCCCTACGCEACACGCAT ¢ 6 6 0 0 006000000000000000000000006000000006000000000000060060000006000000G000006060GO0O0O6C000GCO000000060000000600000o0 |28 0 1 1.00 1 0 0 0 0
.............................................................................................................. GCACT CGC A C G T C T T A A G G A . v i ittt ettt e ettt ettt ittt ettt ettt eennneeeteennneeeennnneeeeas 21 0 1 1.00 1 1 0 0 0
.......... INIICECEINCACACEINCINECIEA 5 6 6 000000000000 0000000000000 0000000000000000000000C000030000000300000000000000000000003000000000000000000000000000000300000003000000000C000000000000300000003000000000600 0o |2d 0 1 1.00 1 1 0 0 0
........................................ O O ] i 07X €€ @ 2N € 1151 1 C 2 20 1 1 1.00 1 1 0 0 0
.................................................................................................................. TCGCCACGT CT TAAGGAC G T CARGA C . + i vt vttt ettt ettt e tee e et oeenneeeeeeneeseeseneeseeennseseeenass 26 0 1 1.00 1 1 0 0 0
.................................................................................................................................................. GGTGCGTCGTGCAACTGTCCA . v vt ittt it ettt tiiie et 21 0 1 1.00 1 0 0 0 0
......................................................................................................................... Gl CT T ARAGGAC G T CARAGA C C A . v v i ittt ettt ettt ittt ettt ittt tennneeeeennneeeeannss 21 0 1 1.00 1 1 0 0 0
........................................ COCHEEINCACGECINECIIE A 6 6 0 0 00 0000000000000 000000000000C0000000C00000000000000C00000000000000000000000000000000000000OC00000000000000OC0000000OC0C000000000000000000000060a0 | 0 1 1.00 1 1 0 0 0
............... Oy N O N € 07N € O 170N 6N @ 2 1 ] G 0 1 1.00 1 0 1 0 0
........................................ SIS CNEECINECIIEENCE N 0 6 0 0 0 0O D000 0B 0000006000000 0600000000000000060000000060000000060000000000000000000000G600000000000000C60C000000000000000000000000000300000000000 |AZ 0 1 1.00 1 0 0 0 0
............................... CAC AT CGG T CC T GG T C A G G A G T e v i v v ettt et e ettt et e et e e e e et et e ettt e ettt e et e et ae et e et ae et a e et et ae e oe et ae e ea e tae et ae e ee e eneeeeeeose e eeneeneeeneeeneeeneeeneeneeeneenneeneenneenees 2D 0 1 1.00 1 0 0 1 0
.................................................................................................................. TCGCCACGT CT TARAGGAC G T CARGA .+ ¢ ittt ittt ettt et ittt ettt ttee e tennneeeeennneeeeennneeeeennss 25 0 1 1.00 1 0 0 0 0
..................................................................................................................... CCAC GT C T T AAGG A C G T C A A G A . v i ittt ettt ettt ettt ettt ittt einneeeeennneeeens 22 0 1 1.00 1 0 1 0 0
........................................................................................................................................................ TCGTGCAACTGTCCAACT . + v ettt ettt et e et e, 18 0 1 1.00 1 0 0 0 0
........................................................................................................................ CETCTTAACEACCTCAAGAC 6 0 0 6 0 0000000000000 000000060006000000006000000000000000000000000a0o |20 0 1 1.00 1 1 0 0 0
...................... (O O 1100 N N @ 2 G € 41 A 0 1 1.00 1 1 0 0 0
.............. (01O O N N €1 O N € 011N O N O 0 1 1.00 1 0 0 0 0
.......................................... Cl GG T CAG G A G T T G A C G A L i vt ittt ettt et ettt et ettt et et ettt et e ettt et et et o ae et et aae e oot aaeee et o aesee e eeneeeeeennnseeeeeaneeeeeeneneeeeenneeeeesnneeeeennneeeennneese. 20 0 1 1.00 1 1 0 0 0
0 1 1 1 0 0 0 0
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Re-alignment of all predicted orthologs
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ID

.00

Alignment

ldrosim2|[3r:18036576-18036777 +

”dsi_32439”ATGCACCTGGTAGCGCAGTGTCCAGTCGATTGTGTAGCCAGGGACCAGTCCGTCGAACTGCTCCACGGGCAGCAGGAGCTCGGGATCGCTGTGCGTATTCAGCTGGATGTCGTGAGCGGTGCAGAATTCCTGCAGTTCTGGTGGCACCACGCAGCACGTTGACAGGTTGACCTGGGCAATTGTGGGCGCCACCTGTGCGCTG

droSec2|lscaffold 0:18869103-18869304 ATGCACCTGGTAGCGCAGTGTCCAGTCGATTGTGTAGCCAGGGACCAGTCCGTCGAAC TCEICORCEEEOACORCEAGEIE CGGGATCGCTGTGCGTATTCAGCTGGATGTRGEGAGCCETCCAGAATTCCTGCAGT TCTGGTGGCACCACGCARCACGTEGACAGGTTGACCTGGGCAATTGTGGGCGCCACCTGTGCGCTG
+

dm3 lchr3rR:18511281-18511482 +  |dme 378 |[ATGCACCTGGTAICGCAGTGTCCAGTCGATTGTGTAGCCAGGGACCAGTCCGTCGAACTGEICCACCEECAGCACEAGCT CGGGATCGCTGTGCGTET TCAGHTGGATGTCGEGAGCCETCCACAATCCTECAGT TCTGGTGGCACCACGCAGCACGTIGACAGGTTGACCTGGGCAATTGTGGGCRACACCTGTGCGCTG

droEre2|scaffold 4820:9564879- der 151 [|ATGCACCTGRTAGCGCAGECECCAGTCATTGTGTAGCCAGGGECCAGTCCGTCGAACTGEECCECEEECAGCABEACCT CGGGATCGCTGTGCGTYTTCAGCTGGATGTCGIGAGCCETCCAGAATCCTECAGETCTGTGGCACCACGCAGCACGT/§GACAGGTTGACCTGGGCAATTGTGGGCGCCACCTGEGCGCT
9565080 =

ldrovak3|[3R:19361773-19361974 + | |laTecaccrclraceceadgeRccacTeeaTTeTeTAGCCHGGEECCAGTCCGTCGAACTCETCECSEECACCAGEAGET CGGGATCGCTGTGCGTETI TCAGCTGGATGT CINIGAGCCETCCAGAARIICCTECAGTTC§GGTGGCACCACGCAGCAGTEGACAGGTTGACCTGGGCAATEGTGGGCGCCACHTCEGCGCTE

droEugl|{scf7180000409768:648664- ATGCACCTGIATAGCGCAGTGTCCAGTCGATTGTIATAGCCGcgccacTccalgccaalTcERCCHCEEINCACCACINACC T CI\GGATCGCTGTGCGTET TCAGHT GINA TEN T CGTCEGCEETGCAGAATCCTECAGT TCMGGTGGCACCACGCAGCAGGT TGAMAGIITTGACCTGHGCAATTGTEGGlGCcACH TN cGC Tl
648865 +

droBial|scf7180000302402:5202345- [ETGCACCTGGTAGCGCAGTGCCAGTCGATTGTGTAGCClgcGEccACEC CcAACTCETCERICEEECACCACEAGCT C GGGATCGCTGTGCGTETTCAGCTGGATGTCGIGEGCEETGCAGAARTCHTGCAGT TCGGTGGCACIACGCAGCAEGTI8GACAGGTTGACCTGGGCAATEGTGGGCGCCACCTGEGCGCT
5202546 -

droTakl|lscf7180000415711:493734- lETGCACCTGGTAGCGCAGEGccacTeeaTTeTGTAGCCGCgccAl¥ ccalgccaac TcERCCHCEEECACCACEACCTE C8GGATCGCTGTGCGT[ET TCAGCTGGATGTCGICEGCEETCCAGAATCCTECAGT TClcGGeCcACCACGCAGCAGGT/8GACAGGT TGACCTGGGCAATEGTGGGCGCCACCTGEGCGCTY
493935 -

droElell|[scf7180000491017:201708- [ETGCACCTGGTAGCGCAGTGcCAGTCGATEGRGTAGHCGceccacTlEcalgccaac TCEECCHEEEECAECACEACET C GGGATCGCTGTGGTIET TCAGCTGGATGTCGICEGCEETINCAGAARITCCTGCAG I CldcldecccaccacGCAGCAEGTI@GACAGIT TGACCTGGGCAATEGTGGGCGCCACCTGEGCGC/Y
201909 +

droRhol|[scf7180000777285:111030- ATGCACHTGGTAGCGCAGTGIccAGTCGATTGcTAGCClGCeciIrc TlecliTcoaac TcERCCREEEECACCACLNAGE T C GGGATCGCTGTGCGTAT TCAGHT GGATGTCGICEGGETGCAGAATcCcTECAGT TClcGTGGCACkIAcGCAGCAGGTINGACAGRITTGACCTGGGCAATEGTGGGlGCCACCTGEGCGC Tl
111231 -

droFicl|scf7180000454055:315096- ETGCACHTGGTARCGCAGHGICCAGTCGATTGTGTAGCClEGGIECHAGTHC GEcGARC TCHECERICEEECACCACMAGET C GGGATCGCTGTGCGTETTCAGCTGGATGTCGIGEGCCEGCAGAARTCCTGCAGT TCGGTGGCACCACGCAGCAEGTIEGACAGGTTGACCTGGGCATTGTGGGCGCCACCTGEGCGCTH
315297 -

droKik1|lscf7180000302697:1062010- [ETGCACCTGGTAGCGRAGTGIICCAGTCGATTGTGTAGCClgGcgccAGTCCGlgCGAAC T GECCRICECECACCACEACCT CEcGETCGCTGTGCGTATTCAGCTGGATGTCGICgecedccaAaAalrccTecAcErcldcccccaccacceaceageTlgcacaciTTaccTceceaaTeTiccgcccaciTclEccclETh
1062211 +

droAna3l|lscaffold 13340:8113571- ATGCACHTGGTAGCGCAGTGICCAGTCGATIGTGTAGCCAGGHECCAGTCCINGNGAAC TCEICIEICECAACIRIECTCEccaTcGeTGTGCGTTTCAcTGGATGTCGTCgeccdccacaaljrccTeacE T cldcclEcccacEacceaceageTldcaca¥rreaccToliccaa e Ticclidecilacc TGl c
8113772 -

droBipl|lscf7180000396708:734155- FTGCACETGGTAGCGCAGEGECCAGTCGATEGEGTAGCCEGGEECCAGTCCEEEGAACTGCTCEECEEGCAEEAGEﬁGCTCEGGATCGCTGTGCGTQTTCAECTGGATGTCGTGQGCEGEGCAGAAETCCTGEAGETCEGGEGGCACCACECAGCAEGTEGACAGETTGACCTGGGCAATEGTEGGEGCEACCTGEGC‘GAT
734356 +

EE l2:12583658-12583859 + | laTcilaclirceraccecaMdciccalTrceaTTeTeTAGC ClgGcgc caclic ClXeE¥IA AT CECCIICEECACCACSREET c GGGATCGCRGTCHGTET TCAGCTGGATGTCGTCECCEEIACACAARTCHT GCAGE T CldciecceaciXaccacergeTEcACAcRT TRAcc TEccanTEcTeccEecila cligdec ciiaNe

|droper2|lscaffold 0:7883570-7883771 -

larcRaclirceraccecaMdcRccaBrcRarTeTeTAGC CcAGCHECERCEC XA ACTCECCHCEEECACCACRAGET ccccaTcCRcTelc TR THAGC TGGATGTCcTcEccecEcacAARTclirccaclr ciciEcccaciEccaccaABe TR AcAcRT TRAacc TalccaaTEeTec e cEA clEdec CHENE

droWil2

scf2 1100000004902:6180351~

6180552 -

atcilaccrclitacecealcilccallrcearTaTaTacecgsciiaccaccci¥ecoanfiTcETCCICICCALRIANGACCTHCEccaTClcEBeTol s TaTTeAllcTola TeTcoTegeceeTidicacaalrccTealI T TcldclecccacacceaceaEe TG c AT TeaccTalccaA TG TG Glgec cacXgdec chXe TR

droVvir3

scaffold 12855:2361441-
2361642 -

ATGCACCTGGTAGCGCAGRGICCARIT CLAT®GIAGTAGC C[EGGi e CIYAGECCLYECGAACTGIYTCCISCCCCCAGCAG®AGCT CGGGATCI\CTGTGYG T T T[&AGCly ele T CIANT G@USCGEINCAGAATTCCTGEAG TIACIAG®EGGCACCACGCAGCARGHEGEOCACLNT TMACCTGYGCIYATEGT GGGCGCIIACCTNeGCleler.ux
BelccalirciiaTich EccHECEAcECCE grech C aiehieTehicupicileea cerGCleAeC TECGA EacTRCRGRE accecieteaiicildeieTide T C QaccTie

droMoj3|scaffold 6540:34091863~-

34092064 +

ATGCACHTGGTARCGCAGY\ccallrcearTaTRTAGCCgs6Ggccal¥ecitiecila Al c ETChCI\ AT N MG NACCT G GATCGC TG TGIGTAT TR A Gl Xle~ X T clNTcaliccldNcAcaaTTCiNMT GeaG T TClgcldTceliacliacceaceaEe TlaccaciiT TiiaccTalcciia Tlde Tee e cace TG cldeaty

droGri?2

scaffold 15074:2369152-
2369353 -

ATiNeaccTGGTAGCGCAGTGccalIrceaT T TiITAGC Clgscldgccac@NlcgNc A cEcECCRICEEECACCAINSACkT C GGGATCC TG TGlG TET TlEa clgXde e cilrcaliciNg\cAcaaTTccTeCAl T TcldNdec clgaccacilcaccagcecldc aciiT TlelacliT clic cleéa TleciMic cc e cacc Tide e TR
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:18036576-18036777
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:18036576-18036777
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32439.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:18869103-18869304
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:18511281-18511482
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_378.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:9564879-9565080
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_151.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:19361773-19361974
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409768:648664-648865
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:5202345-5202546
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415711:493734-493935
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491017:201708-201909
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777285:111030-111231
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454055:315096-315297
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302697:1062010-1062211
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:8113571-8113772
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:734155-734356
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:12583658-12583859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:7883570-7883771
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:6180351-6180552
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:2361441-2361642
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:34091863-34092064
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:2369152-2369353
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Size Condition 1084900 1084850 1084800 1084750
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [3r 1084781 1084842 -]; CDS [3r 1084843 1084994 -]; CDS [3r 1084279 1084780 -]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553487 SRR553485 SRR553488 SRR553486
MO053 SRR618934
NRT 0-2 Chicharo 3 RT 0-2  Makindu_3 SRR902008 SRR902009 M025 0001 0002
TTGCCGCGCGAGCTGACCACAGTGGGACCCTATGGAACCAATCACAGCACGTAGGAACTGGGAATATCTTGTAGATGTACCACT TGTTTATACACCTTTTCCTATTCCGCAGTGCTTTCAGCACCACGGGCACCTCCGTGCTGGGCATTCGCTACGACTCAG hours day-old  hours day-old female dsim w501
Read # Hit Total eggs ovaries eggs ovaries ovaries testis body embryo Testis Head ovaries
Jedk e ok e ok ek ke ok ek ko ke ke k kol ((( (L ((((((..... COCCCCCCe e n e DD DD DD 1))))))))) ... L kkkkkkkkkkkkhkkkkkkkkkhkkkkkkkkkhkkkkkkkkkkkkkkkkk**k* gjze Mismatch Count Norm Total
............................................................................................ CACCTTTTCCTATTCCGCAGH . - . vttt e e e e 211 1 17.00 17 8 6 3 0 0 0 0 0 0 0 0
B eloolelelelo]e) Neloki el -Nolel-NoF Vel cle s\ PP 26 0 1 3.00 3 0 1 0 2 0 0 0 0 0 0 0
............................................................................................ CACCTTTTCCTATTCCGCAGT - « v e e v e e ee e te e e eee e eeeeaeeaaeaenaenaanaanaana 2l 0 1 3.00 3 2 1 0 0 0 0 0 0 0 0 0
............................... ATGGAACCAATCACAGCA . &+« o et ettt e e et e et et e et e et et e e e et e e e e e e e e e e e e e e e e e e e e e e 180 1 2.00 2 0 0 0 0 0 0 0 0 1 1 0
............................................................................................ CACCTTTTCCTATTCCGCAGTRA . - . v ottt ittt ettt ettt ettt ettt e i eeeeaa. 23 2 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0
.................................................. GTAGGAACTGGGAATATCTTGTAGA « « « ¢« e e e e e e e e ee e e e e e e e e e e e e e e e e e e eaeeaeeneeneenaeneeneenaenaenaenaenaennenaeaa25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0
...................................................................................................................... CAGCACCACGGGCACCTCCGTGCTGGGC e v v v v v e veeaen.. 28 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0
............. TGACCACAGTGGGACCCTATGGAACCAATC . « « e e v e e e e e te e e e e e e e e e e e e e et e e e e e e e e e e e e e e e e et e e e e e e e e e e e e et ae e e eaeeneenaenaenaenaenaennenaenaae 30 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0
B elololelelelo]e) Neloki el -Nolel Yoy Vel cleTes-No] oI 28 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0
............................................................................................ CACCTTTTCCTATTCCGCAGTR. . oottt ettt e ettt e e 22 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
.................................... ACCAATCACAGCACGTAGGAACTG « « + ¢ v v e v et ue 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 et et e e et e e te et ettt 24 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0
.......................................................................................... TACACCTTTTCCTATTCCGCAG  « ¢ e e e ee e eeee e e e eaaeaaeaeaenaanaenaanaanaas 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0
...................................................................................................................................... TCCGTGCTGGGCATTCGCT ..o vv.... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1
............................................................................................................................ CACGGGCACCTCCGTGCTGGGCATT . v v v vevnen.. 25 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0
Anti-sense strand reads
SRR553487 SRR553485 SRR553488 SRR553486
SRR618934
NRT_0-2  SRR902009 Chicharo_3 RT 0-2 Makindu_ 3
AACGGCGCGCTCGACTGGTGTCACCCTGGGATACCTTGGTTAGTGTCGTGCATCCTTGACCCTTATAGAACATCTACATGGTGAACAAATATGTGGAAAAGGATAAGGCGTCACGAAAGTCGTGGTGCCCGTGGAGGCACGACCCGTAAGCGATGCTGAGTC hours day-old  dsim w501 hours day-old
Read # Hit |Total eggs testis ovaries ovaries eggs ovaries
Je ke ok ok ok ko ok ok ok ko ke ok ok ok ko ke k ek bk ke ke kb ke ke ((( (L ((((((..... COCCCCCCe e n . DD DD DD 1))))))))) ... L kkkkkkkkkkkkdkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x* gjze Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
ldrosim2|[3r:1084731-1084892 - ldsi 2442 ||TTGCCGCGCGAGCTGACCACAGTGGGACCCTATGGAACCAATCACAGCACGTAGCAACTCEEAATATC-TTG-——————-—--—-——————_____ T-—AGATGTA--CCA----CTTGTTTAFACACCTTIT-CC- =~ TATTCCCCAGTGCTTTCAGCACCACGGGCACCTCCGTGCTGGGCATTCGCTACGACTCAG |
larosec2|scaffold 6:1302647-1302808 - | [BreccGCGCGAGCTGACCACAGTGGGACCCTATGGAACCAACACAGCACGTAGGAACTGEMAATATC-TTG-——=~=———--------------—=- T--AGATGTA--CCA----CTTGTTTABACACCEITT=CC~==TATTCCECAGTGCTTECAGCACCACGGGCACCTCCGTGCTGGGCATTCGCTACGARTCAG |
|dm3 llchr3R:1183529-1183695 - lame_432 J@r@ccecafeaceTeaccaCATGGGACCCTATGGAACCAACACAGCACGTAGGAACTCEGEATATE-TTH-——————————------—"- b Ne-[8- - AGATGTA--CCA----CTTGTTTAMACKCCTTIT I X6~ == TATTCCECAGTGCT T§CAGCACCACGGGCACHTCCGTGCTIGGCATTCGCTAMGANTCAG |
droEre2|lscaffold 4770:1453057-1453218 TGCCGCGGAECTGAcCACAGTGGGACCCTATGGAACCACACAGCACGTAGGAACTGEGATAT—TT ———————————————————————— B--AclTGTE--Ccca----CcTTCT TARACACC NI T T=RiC= == TATTCCCCAC TGC T[elec ACACCACGGGCHCCTCCGTIMT GGGCATTCGC TACGAIECAG
ldrovak3|3R:1572312-1572473 - I [BroccccalgcalcTGACCACAGTGGGACCCTATGGAACCARCACAGCACGTAGCEACTCNCEATANE-TT8-—————————————--—-—-—-—-—-—-—- T--AGIEGTA--CCA--—--CTTGTTTAFACECCTTT N -Chl-—-TATTCCCCAGTGC T/decAllcACCACGGGERNCCT CR{G TRRITGGGCATTCGCTACGAENAG |
droEugl|scf7180000409766:101906- ErhicclEcciicaMiTcaccldcEclccciicccTaTceaACCAAECACAGCACCTAGCE AT ChEYe A TN Tfg- -~ === ——=———————————— (o] R Tehehy - - Chgi - - — LN LN T A FACHCClET TN === TTECCINCACI G c Tlelelc afjcaccacileecliccTclic TG CTGGGRA TTCGC TACGACHEYG
102068 - ‘
droBialllscf7180000302411:936014— TGCCCGEGAGCTGACCACAGGGGACCCTATGGAACCAACACAGCACGTAGGAAETGGGAATA@—ET ———————————————————————— o -ficaThTH - -Ecl8- - - BT T T A CCET T NeCh= == TINTCCCCACC C Tlelelc Afic ACCACGGGC{CHTCCG THT GGGCAT TCGC TRHCGAC/HESG
936174 -
droTakl|scf7180000415789:193742- TGccCGEGAQCTGACCACAGGGGHCCCTATGGAACCAACACAGCACGTAGGAACTGGGATA@—QT ———————————————————————— (- - Lcle e - -[ecle- - -pciX g T T A FARACCIISIN=CC===HINTCCCCAC,\G C Tlelslc AlCACCACGGGCHYCCTCCGTIRITGGGCATTCGCTACGACEHESG
193902 +
droElel|lscf7180000491021:293121— TrcCcEccecacTeaccacaceeelcciitaTccaaccArgcacAcACGTAGGAACLN\E N A TA TR TN -~ -~ -~ -~ — - ___ T--pEE TR~ - - cCly- - - -c T Tl T T ALNAClECHE T L = \TCC RGN C T T/ AlA CCACGGGCHCC TCCGTIIT GGGCAT TCGCTACGACIENEG
293282 +
droRhol|lscf7180000779349:27220-27379 ‘TECCCGEGAECTGACCACAGGGGACCCTATGGAACCAACACAGCACGTAEGAAEGGGAATATE—ET ———————————————————————— o —fichiThTA - - clia - - - - c T/ T E T NACC T T T CC===L\NTCCECACL G Cc T{elelc AlfiA CCACGGGCHCC TCCG TRT GGGCATTCGC TACGAC/HEMG
+
droFicl|lscf7180000453850:565802- TGCCCGCGAECTGACCACG@GGECCCTATGGAACCAACCAGCACGTAGGAAETGEGATET— ———————————————————————— &- - ACKIEENA - - cClal- - - - TR /el n T ACC TR TN CC S N T TICCCACL B AT fllc A CCACGGGCHCCTCCGTGCTGGGCATTCGHTACGACHEYG
565962 -
droKikl|lscf7180000302461:605280- TTcCClccpcaceTcAacCACKc™EccacccTATGGAACCAAECEcAGCACCTARGA AN NG/l TA T/ - TNl - - ————— - ThRRNCTI~ - - cClR- - - -fr TR\ FAClEC T TR LY = =TT T NNCACI G c Tldelc AlicaccACGGGCCC TCCGTGC TGGGCATTCGCTACGAC/HEEG
605441 -
droAna3|lscaffold 13088:494955-495113 TGCCCGCGAETGACCACGGGCCTATGGAACEACCAECACGTAEAET@AA=—= ————————————— ARTATATCAREGERGE- - - -IART TG TINA AANANA TTTGAAN- I TTEEicccT TEO Ei¥elsc AG A T NI~ Eels T /s Tj¥e A Sl T Tileleleld NliNeIelei T T T GG CE
droBipl|scf7180000396413:549986- TGCCCGCGAQCTGACCCGGGHCCTATGGAAC@ACCAECACGTAMT@AAE—= ——————————————— TATATCAREGEECENNTINTERIS TIEEEAINA A A - - - — - - - TIUUASATTTAJICCATT[HO ci¥eleCAGAINT NN A Eea T(dleiVe i TiNelello NuNdleleii T T/ T GGC 8
550144 -
B |2:21597914-21598072 + I |TTecci¥¥McaccTeaccEcEcRccEc clTiEccancRarEcEBcaccACETACC T T i - - ————- GACTRRATATTGARE- - - - - -[ATIRCII ARGl AWARY I o T A CliaCH T TE N cClRisETo NEc TShBiC/SEN T TINSISENS ~ [Slels T SIS fsleleliiT Tielele n VA e I NSIeFN T G G C 8 |
|droper2|lscaffold 3:4382940-4383098 + || |rTecci¥¥¥XcaccTeaccEcEcRccEc ciTiEdccancRanEcBcaccacETACC T T i - - GACTREATATTGARS- - - — - -[A TRy NSMEMGLEVC 2 iARN i T/ T ACjACHTTEE S cCllilse T/o \Elc TR C/SI T TINCISI NS A clele T lehelelehi T T jilelele T[N A e AN NS T c G CE |
droWil2|scf2 1100000004943:12737508- TrGcccicac reldicacaciiceciccleTaldccaaccanfdcieriia CGTACCARIT N T A T/ -l Nelefy- - ———————————————-——=- i T AARTCACEEERINA A ClCI TS TTAlRICGEE TEENiTlic T TE[@NEA TRIC AN T TINGSINS T Elel T T8 2 NS G elife TN elelelorNtiNeleleli T T/eF\ T G AINE
12737672 +
drovir3|scaffold 12855:9940772- FTGCCGCGEGANTEACEACGEGGECCTGGEACCAAECACAGCACGTAEGMGGEATE—= ———————————————————————— B - - -[HECIRIIe GCCTGAAACRCTA - -GEACIEUE T TEEEACANTAT T/ \EC/HSilGC AR T TINS TINIelelele T /s{elidel » Ehle GdeleleldNic A A A TSN T GG TS
9940925 -
droMoj3|scaffold 6540:22947659- TTGCClcCHGAR TR CllacldcNcclicccTaTeGaccanfdcacAGeACET AN CHAIN CEA A TINeT NSl Tfg- — == === —————-————————-—= UEEYNe T ALSEEA T TREEE - GiA — IRNC VAT TCIVG - HG TR ACANT T T/ e CldeiNGC TIAT AINSTENe Ciele T T olehife A eide Tidelelelr:Nilii A AU TSN T GG C'E
22947818 +
droGri2|lscaffold 15074:4271608- TGCCGCGCGA@TEACCACEGGGCCETETGGAcCAAECACAGCACGTAEGEAMT@—ET— SATATTGAREI ANl B - - - B — - — - — - — - — - — - — - — AT TS A TANT TE T/ GG C/HT TINN T/elels r/lelie clelife ciNelele TN~ e A lNele c TG G Clg
4271768 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:1084731-1084892
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:1084731-1084892
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_2442.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_6:1302647-1302808
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:1183529-1183695
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_432.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:1453057-1453218
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:1572312-1572473
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409766:101906-102068
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302411:936014-936174
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415789:193742-193902
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491021:293121-293282
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779349:27220-27379
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453850:565802-565962
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302461:605280-605441
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13088:494955-495113
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396413:549986-550144
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:21597914-21598072
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:4382940-4383098
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:12737508-12737672
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:9940772-9940925
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:22947659-22947818
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:4271608-4271768

ID: Coordinate: Confidence: Class: Genomic Locale:
. [View on UCSC Genome Browser {Cornell Mirror}]
dsi 105/2r:5947985-5948047 - || candidate-rescued || Canonical miRNA || intergenic
Legend: mature star (IS o108 fg a1 mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 18 19 o0 o1 Ky | | I I
Size Condition 5948100 5948050 5948000 5947950
Genomic Position
Hairpin partition -#- Sense -# Antisense Mature
Hairpin partition
Show Alternate Folds “
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553485 SRR553487 SRR553486
SRR618934 M053
M023 M024 Chicharo_3 NRT_0-2  SRR902009 GSM343915 Makindu_3
ACCACGCTGCGTCGACTGCTGAAGGAGCAGAAGATGGCGCTGGATGCCGGCGCGCTGGAGAACCTGCTGCTGCAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGCAGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGG day-old  dsim w501 female hours day-old
Read # Hit Total head male ovaries ovaries body eggs testis embryo ovaries
A e N N N A N N N e IIIIIIIIIID) o)) NID) D)D) ) D)) )))) L)) L. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* 5jze Mismatch Count Norm Total body
.................................................. ofeolelod feerNey.V-Nololiilclo: e o NN AP~ B ¢ 1 4.00 4 4 0 0 0 0 0 0 0 0
.................................................. ofeelele feley-Ney. VN ololiilcledi e oL LN A~ N ¢ 1 3.00 3 1 1 1 0 0 0 0 0 0
.................................................. ofelolelodifeler-Ney.V-Nololiilc el e - FUN AP R- X0 B 1 2.00 2 2 0 0 0 0 0 0 0 0
.................................................. CGCGCTGGAGARCCTGCT G« « « v e e e et e et et ettt e e a e et et et e e et e e et e et e et et e et ta e eeneaeaeaaeaeaneaeneeaa 19 0 1 2.00 2 2 0 0 0 0 0 0 0 0
.................................................. ofelele]edifelerNey VN ololiilcledi c) . U AP - 0 B 1 2.00 2 2 0 0 0 0 0 0 0 0
.................................................. ofeofe]odi feerNey V- Nolokiclodi e o R AR~ N 1 1.00 1 1 0 0 0 0 0 0 0 0
........................................................................................................ GCAGCGCCAGCGCCAGGAGCAGTTG e « v v vt vt eeeeeeeeenreaeneeaenenaes 25 0 1 1.00 1 0 0 0 0 1 0 0 0 0
.................................................. ofeloleledifeler-Ney.V-Nololiilc o e/ HU AP - X0 B 1 1.00 1 1 0 0 0 0 0 0 0 0
.................................................. ofelofelod Jeler-Ne.V-NololiilcTe! - AN OO - S 1 1.00 1 1 0 0 0 0 0 0 0 0
............................. &F.8 N7\ e ele]eT ol el . X eTole] e N~ N ¢ 1 1.00 1 0 0 0 1 0 0 0 0 0
......................................... ele).Nidelofe]eleloleleleloliyeled.Ne).N-N ot ol el - FU NN PP~ AN 1 1.00 1 0 1 0 0 0 0 0 0 0
.................................................. ofelofelodifeler-Ney.V-Noloki e ok e o - [N OO~ S 1 1.00 1 0 0 1 0 0 0 0 0 0
.................................................. ofeole] e felerNey. Vol oliil clex: PN PO PA PR - S ¢ 1 1.00 1 1 0 0 0 0 0 0 0 0
.................................................. ofelolelodifeler-Ney.V-Nolohi e ok c) .\« R NN~ N 2 0.50 1 1 0 0 0 0 0 0 0 0
.................................................. CGCGCTGGAGAACCTGCTGIMBE . . . - . o ettt it ettt ettt ettt e ettt e et e ettt ettt ettt e et i et e eaeaiaeeea 22 3 6 0.17 1 0 1 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553488 SRR553487
SRR618934
M023 SRR1275483 M025 Makindu 3 RT 0-2 NRT_0-2
TGGTGCGACGCAGCTGACGACTTCCTCGTCTTCTACCGCGACCTACGGCCGCGCGACCTCTTGGACGACGACGTTGTCGTCGTCTGACTCGTCGTCCGCGACGTCGTCGCGGTCGCGGTCCTCGTCAACGCAGACGTCGTCAAGGTCCTCCGCGTCGCGGTCC day-old hours dsim w501 hours
Read # Hit |Total head Male embryoovaries eggs ovaries eggs
ek ok ko ek ok ke ko ke ek ok ke ko ke k(L (e CCC- COCCCCCCC (oo CCCCCCCCCe e e e (e e ea IINIIIIIDDY) - )Y )))) D)) ) ) D)) ) ) ) ) L)) ... Kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k**x 5ize Mismatch Count Norm Total prepupae
............................................................................................................................... ACGCAGACGTCGTCAAGGTCC. v vvvvnenen.e. 21 0 1 1.00 1 0 1
................................................. CGCGCGACCTCTTGGACGAC : ¢+t e e et e e et e e e e e et e e et e e e et e aa e et e e et e e e e te e e e e e e eeeneeeeneeeeaeneeaeneeaenenneaanaa20 0 1 1.00 1 1 0
.......................................................................................... GTCGTCCGCGACGTCGTC t e v vt e e et et e e et e et e et te e e eeieenenaenen... 18 0 2 0.50 1 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
ldrosim2|l2r:5947935-5948097 - ldsi 105 |[ACCACGCTGCGTCGACTGCTGAAGGA---GCAGAA------ GATGGCGCTGGATGCCGGEECECTCCAGAACCTECTCCTGCAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGCAGT TGCGTCTGCAGCAGT TCCAGGAGGCGCAGCGCCAGG
ldrosec2|lscaffold 1:2777274-2777436 -|dse 1852 ||[ACCACGCTGCGTCGACTGCTGAAGGA---GCAGAA-————~- GATGGCGCTGGATGCCGGEECECTECEACAACCTECTCCTGCAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGCAGT TGCGTCTGCAGCAGT TCCAGGAGGCGCAGCGCCAGG
|dm3 lchror:5145349-5145511 - ldme 255 |[acCACGCTGCGTCGRCTGCTGAAGGA---GCAGAA------ GATGGCGCTGGATGCCGGCECECTCCAGAARNCTGCTGCTGCABCAGCARCAGACTGAGCAGCAGGCRCTGCAGCAGCGCCAGCGCCAGGAGCAGETGCGTCTGCAGCAGT THCAGGAGGCGCAGCGCCAGG
droEre2|scaffold 4929:17512646- ACHACGCTGCGECGACTGCTIIAAGGA---GCAGAA--—--- BATGHCGCTGGATGCCGGEEEECTEEAGAACCTECTECTEICAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGCAGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGG
17512808 +
ldrovak3|[21:17799690-17799852 - | |acfacGCTGCGTIGACTGCTGAAGGA--~GCAGAA--———- BATGHCGCTGGATGCCGGEECECTEEAGAACCTGCTECTEICAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGCAGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGG
droEugl|lscf7180000409183:787310- ucl\acoeTiecTecc TiC TR AGGA---GCAGAR-—-—-- EarchcilcrciNeTiciN\ciiccecTecacaaccTeeTolTGCACAGCARCAGACEBGAGCAGCAGGCGCTGCAGIAGCGHCAGCGCAGGAGCAGETGCGTCTGCAGCAGTTCCARGAGGCGCAGCGHCAlG
787472 -
droBialllscf7180000301506:1579466- ACCACGCTGCGTCGECTGCTGAAGGA—-—-GCAGAA-————— EaTchcceTeeaTclcoececTecacalicTecTlEc TecagcallcaceaGACEGAIICAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGCAGETGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGECAGG
1579628 +
droTakl|lscf7180000415274:102774~ ACCACGCTGCGTCGECTGCTAAGGA--~GCAGAA-—-——— EaTceeeeTeeaTcllcoccecTecAGAldcCTECT/EC TGCAECAGCAGCAGACEGAGCHGCAGGCC TGCAGCAGCGCCAGCGCCAGGAGCAGETGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGHCAGG
102936 -
droElell|lscf7180000491201:969933— ACCACGCTGCGTCGECTIICTGAAGGA---GCAGEA-—-—-- EATGHCGCTGGATEClECIGCECTEEAGAANCTGCTGCTGCAACAGCAGCAIACEGAGCAGCGGCGCTGCAGCAGCGCCAGCGCAGGAGCAGETGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGHCAGG
970095 -
droRhol|lscf7180000777222:48788-48950 ACCACGCTGCGTCGECTGCTGAAGGA—-—-GCAGEA-—-—-- BATGHCGCTGGATHClEGCHECECTEEAGAANCTGCTGCTGCAACAGCAGCAINACEGAGCAGCAGGCC TGCAGCAGCGCCAGCGCCAGGAGCAGETGCGICTGCAGCAGTTCCAGGAGGCGCAGCGHCAGG
+
droFicll|lscf7180000453851:1129651- ACCACGCTGCGTCGECTGCTGAAGGA--—-GCAGEA-—-—-- EaTclcGCTEGATECNCHGCECTEGEAGAACCTGCTGC TGCAACAGCAGCAGHCBGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGCAGETGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGHCAGG
1129813 +
droKikl|lscf7180000302476:538751— accaccreeccciicTilc TR Al GA---GcaGAR-—-—-- earciccTecaTciNINeeceiitiNcacaakicTecTiNc TecalgcaccaccicacicaccaceaceeeTeeacEacececaceagealleacecaciccaTiircecaceacTThc Al cacGcBcaceeecace
538913 -
droAna3|lscaffold 13266:8423757- [ECCACGHTGCGTCGECTGCTGAAGGANINGCAGHE - —-—- - EarcidccerecaTlclciNgececTecacaldccdcrecTocaacaccallcical¥callcacecaceccTecacEallcccCcAGCGCCAGGAGCAGT TGCGECTGCAGCAGTTCCAGGAGGCECAGCGCCAGE
8423922 +
droBipl|lscf7180000396759:388818— ’ECCACETGCGTCGCTGCTGAAGGAGCAG —————— earcidccerecaTlciMINeccciirccacaldecrideTaliTccalEcallcacciilicEcaccallcaceccTecaGEAGCGCCAGCHgCAGGAGCAGEITGCGECTGCAGCAGT TCCAGGAGGCECAGCGCCAGE
388983 -
dp5  [XL groupla:6868124-6886277 +| i —G C e GECRG CRGEAGEA- - - GeaGEASE- - - NG A i GG S GG C T GCRYG C Agen 6 ClElc A XA G cAcEA GRIgAC R caG ca G lEEaG c e acliaGcAGRRNGEIRECERCAG CACEXECAGGAGHIECAGCXECAGR |
ldroPer2|lscaffold 17:667434-667587 - | |CRISCE- - 2Eca - - - EalEe N e CAGCAGGAECACHIESARIENG - - - - - -caERAECINECIACE AR CEE A CICINIINEIINe G A G NI NEleTNele n el s cllsiNE c 2 CENEle 2 CENESNEINE C 2 - - - ClalECINEINe c c GlINeleTNelc A lelelNelela GleTNE - |
droWil2|scf2 1100000004822:1799325- |dwi 5420 |alEgacldircINXSNcANT GRS - - -GCALgy - - —--- EccacTEeic/aNicacEacErEdicENaNcTiiT TileiiaBG T GINAINEA T/ A ClINE A INEFNEIEle A TiNINEIFNA A €A FNA BT G GINESININA CA 2 AlEC/diic INIINECI TSN FNeleldc Al A EcAINAE

1799487 +

droVir3|lscaffold 13561:126528-126671

5126474 +

droMoj3|lscaffold 6500:5126320~

droGri2|scaffold 25:4121-

4274 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:5947935-5948097
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:5947935-5948097
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_105.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:2777274-2777436
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1852.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:5145349-5145511
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_255.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:17512646-17512808
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:17799690-17799852
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409183:787310-787472
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:1579466-1579628
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415274:102774-102936
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:969933-970095
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777222:48788-48950
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:1129651-1129813
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302476:538751-538913
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:8423757-8423922
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396759:388818-388983
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:6888124-6888277
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_17:667434-667587
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004822:1799325-1799487
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5420.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13561:126528-126671
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:5126320-5126474
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_25:4121-4274

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi_15166 3r:18029098-18029163 + |candidate |Mirtron |intron

Legend: mature star [ izt 811 ity =1 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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18,029,050 18,029,100 18,029,150 18,029,200 = I & D> A
Genomic Position & ® o
21 2 | | ! !
Size Condition 18,029,050 18,029,100 18,029,150 18,029,200
Genomic Position
Hairpin partition -~ Sense - Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
intron [3r_18029098 18029163 +]; CDS [3r 18029164 18029388 +]; CDS [3r 18028960 18029097 +]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
SRR553487 SRR553488 SRR553486
MO053 SRR618934
M025 M023 M024 NRT_0-2 GSM343915 RT_0-2  Makindu_3
CTGTCCGCCGGTGTTTGCATCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGCTCGTCGAGTCAATTGGAGAGTGCACTTAATCAGAATCTAAACTCGTCGTTCCCTGCAGGCAATTCCAGTGCATCGGTAACTGGCTGCACGGGCAGCGAGGTGGAGAAA hours female hours day-old dsim w501
Read # Hit Total embryo head male eggs body embryo eggs ovaries ovaries
Tkkkokdkddkkkokdkokd koo dkokdkh koo k ko dkokdkkddkrdkdkkdkrdk (L. (o (e e CCCCCe e e (Ceeeee e e 1) o )))))))))) L)) L)) L)) Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* g5jze Mismatch Count Norm Total body
............................................................................................... TAAACTCGTCGTTCCCTGCAG M « « e e e e e et et ee e et et et te et e 200 1 15.00 15 8 4 0 2 0 1 0 0 0
............................................................................................... TAAACTCGTCGTTCCCTGCAGH. - -« vt i i i i i it ie e e 221 1 10.00 10 8 0 0 1 0 0 0 1 0
......................... ol olokofe). ¥ ok ofe).YeTo). ¥ o PP - SN0 1 1.00 1 0 0 0 0 1 0 0 0 0
...................... CGTCCCTCCATCTCGAGCATCATARTT . « & e e e e e ee e e e et e et e e e e et e et e et e et e et e et e et et e et e e et e et et e et e et et et et et et et et te et te ettt aaeaeaneea. 2T 0 1 1.00 1 0 0 0 0 1 0 0 0 0
............................................................................................................................. GTGCATCGGTAACTGGCTGCA. « v v v v e e e eeneenaen. 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0
........................................ oV e e e Vel e oL PR - T ¢ 1 1.00 1 0 0 1 0 0 0 0 0 0
................................................................................................ AAACTCGTCGTTCCCTGCAGH. . o oottt e e e e e 201 1 1.00 1 1 0 0 0 0 0 0 0 0
.................................................................................................. ACTCGTCGTTCCCTGCAGGCA  « e e v et ee e et te e ea e e eeaeenecaeeneeneeneennen2l 0 1 1.00 1 0 1 0 0 0 0 0 0 0
............................................................................................... TAAACTCGTCGTTCCCTGCAGG « « e+ v e e e e te e et e e et et et te e te e i e 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553487 SRR553488
MO053 SRR618934
M024 NRT _0-2 RT 0-2
GACAGGCGGCCACAAACGTAGCGCAGGGAGGTAGAGCTCGTAGTATTAACCACTCACGAGCAGCTCAGTTAACCTCTCACGTGAATTAGTCTTAGAT TTGAGCAGCAAGGGACGTCCGTTAAGGTCACGTAGCCATTGACCGACGTGCCCGTCGCTCCACCTCTTT female hours hours dsim w501
Read # Hit |Total body male eggs eggs ovaries
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Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[3r:18029048-18029213 + |dsi_15166|/cTGTCCGCCGGTGTTTGCATCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGCT---CG---TC---GAG-——————~- TCAAT---TGGA-GAGTGCACTTAATCAGAATCTAAA-CT—~———--—~ CGT-————————————— CGTT-CCCTGCAGGCAATTCCAGTGCATCGGTAACTGGCTGCACGGGCAGCGAGGTGGAGAAA |
droSec2|scaffold 0:18861716-18861881 CTGTCCGCCGGTGTTTGCATCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGCT—--Cl-—-TC---GAG--—--—-- TCAAT---TGGA-GAGTGCACTTAATCAGAATCTAAA-CT-—————-—- CGT--———————————- CGTT-CCCTGCAGGCAATTCCAGTGCATCGGTAACTGGCTGCACGGGCAGCGAGGTGGAGAAA
+
|dm3 lchr3R:18503710-18503875 +  [ldme 415 |CTGTCCGCCGGTGTTTGCATCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGET---CG---TC---GAG-------~- TCAAT---TGGA-GAGTGCACTTAATCAGAATCTAAA-CT--——-——-—~- CGT-—-——-———————- CGTT-CCCTGCAGGCAATTCCAGTGCATCGGTAACTGGCTGCACGGGCAGCGAGGTGGARAAA |
droEre2|lscaffold 4820:9572482- CTGTCCRCCGGTGTTTGCATCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGET—--CG—--TC—--GAG-—-—--—~ TCAAT---[QGA-GAGTGCACTTAATCAGAATCIR§AA=CT========= B -—----—-—---- CGTT-CCCTGCAGGCAATTCLAGEGCATCGGTAACTGGCTGCACGGGHAGCGAGGTGGAGARA
9572643 -
|drovak3|[3R:19354186-19354348 + | lcTcBlcceccGETGTTTGCATCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGET---CG---TC---GAG-------- TCAAT---TGRA-GAGTGCACTTAATCAGAATCTAAA-CT-~——~—--~ - — - —— CGTT-CCCTGCAGGCAATTCIAGEIGCATCGGTAACTGGCTGCACGGGHAGCGAGGTGGAGAAA |
droEugl|lscf7180000409768:640888— Arcldccoe A TGTTTGCATCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTCET---Cl}---TC---GAG-------- TCAAT---TiAA-GEGTGCACTTAATCASA THT/dAld-fYe- - - - ——-—- = — R rr-cccrecaccilrarTciacldccrcoeTgaclicGeTGCACGGGCAGCGAGGTGGAGARE
641050 +
droBialllscf7180000302402:5210189- erclccoecTGTTTGCATCGCGTCCCTCCATCTCRAGCATCATAATTGGTGAGTCET/EgeC---TC---GAG-------- TCAATH- - TN A-GlEcllccacTTAATCAGAATCTAAA -~ ——————- - ————————————— BT T-cccTecAGGCArETCi A cldccTcaeTgacTeaeTeCACGGGCAGCGARGTGGAGARE
5210351 -
droTakl|lscf7180000415711:501405- erclccoecdTGTTGCErcGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGT Gl S NeTC - — - GAG-——— - — - — TCAAT---TGGARGEGTGCACTTAATCAAATCT/dAA-fY8-———————- — = ¥ -ficcldccacccaaTTeiacldcc@rcoeTlgaclcceTecaceeeeacecaceTecARAAR
501574 -
droElell|lscf7180000491017:194110- erclccoec@reTTlccaTceceTeccTcCATCTCEAGCATCATAATTGGTRAGTCET - - -Cl}---TC---BAG-------- TCAIN---TGGA-GAGTGCACTTAATCAGEATHTEAA-fY&-———————- == perT-cececacecaaTTcEaclccldrccergacccliTccACGGGCAGCGAGGTGGAGARA
194272 +
droRhol|lscf7180000777285:118398— erceccec@rcTTccirccceTecITccaTc T AAGCATCATAATTGGTGAGTCET---Cl}---TC---@AG-------- Eca®N- - -Tiica-cacEccacTTAATCAGEA THTRAA -fTN- - —————- = = pr-ci¥NsccacclaaTTcilacccldrccergacdeccTecaceeaeacecacetiicacana
118560 -
droFicl|lscf7180000454055:322725- Erclccic @@ TTGCATCGCGTCCCTCCATCTCGAGHATIATIATTGGTGAGTCET-—-Cl---TC---GAG-----—-- TC/oN- - - THGA - GENgGCACTTAATCAGEATHTEAA-fY8- - ——————- = — R i\t T-cccTecacccAaTTCAGEGCrcoeTiacccidrccaceeeeacecaleTiicAGAAR
322887 -
droKikl|l[scf7180000302697:1054383- Eercldccilcci¥reTTTeCErcllcGTCCCTCATC TCGAGCATCATAATTGGTGAGTCEgac---TC---GAG-------- circccaARTENIETECHE TR NNNINECGA TilG T TRECEEEEEE R — - — R CeTT-clicTecacccarSrcilacEcclTcoeTEACEGGCTGCACGGGCAGHGAGGTGGAGALE
1054551 +
droaAna3|scaffold 13340:8121188- crafdecldccTETTTGC@TCGCGTCCCTCCATCTCGAGCATCATAATTGGTAGT GRS - - Cl- - - TCly-Rec-—------ TieAT - - - TiNe - GEciccAcTTAA THA G AN C TiguAldT — - - == === - ------------- BT clicTGeacscArSTcErclcCldTCcGeTEACHGEETGCACGGGCAGCGAGGTGGAGAAE
8121350 -
droBipl|lscf7180000396708:726607—- Erclcclec ST TTGCATCGCECCCTCCATCTCGAGCATCATAATTGGTGAGTCES- - - Cll- - - TCle-Rec-------- Ecanr---TNe-IXeci\ccacTTAA TIREGhANC T{eAlT - - - - - ———- — - - BT clicTGeacsCcArSTCEAGTGCMTCGGTEACHGEETGCACGGGCAGCGAGGTGGAGARA
7126769 +
B |2:12576127-12576293 + | lcTeTccRec@rfr rEcc@recccecccTcCATCTCGAGCATCATAATTGGTGAGT CHUMUACNS - - - - - B2 ST NNE - - - rcca-[eacEccicTTarTcAcHET I ———————- — — [ T fRicecAGCRA AT CBAG TG TG TEACRGGC TGIACGGGCAGCGAGGTGGAGARE |
|droper2|lscaffold 0:7891199-7891365 -| |creTccRec@rfirT¥ccrccccleccTccATCTCGAGCATCATAATTGGTGAGT CHUSUACNS - - B~ - -BA I MIINNLE i - - T6ea-HecEccicTTarTcACKET I - ———————- — — [ — T - fRicecAaGCRA AT CEAG TG TG TEACRGGC TGIACGGGCAGCGAGGTGGAGAAA |
droWil2|lscf2 1100000004902:6189105- iTclcciiccreTTTocEr NG ccleTccaTiTCGAGHATCATAAT TG TR RGN - — - — — - — - mAG-------- AT A A IS AINEA A GIATINC TEGN TINA I CINS SN T T cCEEEEE TliTTccccTTTTTATCTENCE TR TiiC TINEETINC ARG G/l T/¢ Tileln ShiCINS G/ele A eI NC T elelI N T/ NelehleII NI V-V
6189277 -
drovir3|lscaffold 12855:2370421- dvi 3540 TGTECGCCGTTTTECATCGCchCCTCCATETCEAGCATEATAATTGGTGAGTGE———CE———c ———————— cCINNETARA A FNEC -[Eca T TECITENAINE - -fiTiicCiE TIEEEEE R - ------—-—--—- Bare-glirecacccaaTicecicldTceerdaccccTecaceeaeallccaceTeealdana
2370583 -
droMoj3|lscaffold 6540:34083082- FTGTECECCGETTTTCGCGCCETCCATETCEAGCATEATAATTGGTEAETE———E———ﬂ———e ———————— A C TEERNCIEFN ccCCAGCINVNRTIAT - - - TR TIACETITAA T T TREE T/l R crr-gXctiicacccanTicecEicTcilc T clccidTcliacceecaldccaceTGGAARA
34083246 +
droGri2|lscaffold 15074:2378911- FTGTECGCCGTTT@CATCGCGECCCTCCATETCEAGCATCATAATTGGTGT———CE——————A ———————— - - - B — - B - — - — - — -GNV NIT GGG AR A A TTCTTA A I EerrEclirccacccanTiiceaclicaTcoeTgacTeolTecacececallcGAGETGGAARE
2379069 -

Generated: 09/08/2015 at 07:16 PM

PASS/FAIL

crit.star

crit.loop

crit.mor

crit.half

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

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

RPRPORRPRRPRRRPRROOOOO


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:18029048-18029213
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:18029048-18029213
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_15166.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:18861716-18861881
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:18503710-18503875
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_415.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:9572482-9572643
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:19354186-19354348
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409768:640888-641050
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:5210189-5210351
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415711:501405-501574
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491017:194110-194272
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777285:118398-118560
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454055:322725-322887
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302697:1054383-1054551
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:8121188-8121350
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:726607-726769
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:12576127-12576293
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:7891199-7891365
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:6189105-6189277
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:2370421-2370583
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_3540.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:34083082-34083246
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:2378911-2379069

ID: Coordinate: Confidence: Class: Genomic Locale:
. [View on UCSC Genome Browser {Cornell Mirror}]
dsi 32459 (x:12890324-12890408 + || candidate-rescued | Canonical miRNA || intergenic
Legend: mature star [(\T8) 1ie1(d 18111t (1iiT311 mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
h - - o mas
: \ on - o6 -
o - o )]
™ S o N
S
o
8]
®
f.ﬂ (/3] C — —
E o - — 2 _g
O W c o e M
o g © = -
= T B 5 o—
o — = —
— L Q
o - (&}
— — I_ — —
- oc
o —
{ o
\ I O o ==
o - — s ER
| | | | ' mEEm — T 1T 11 2
12,890,300 12,890,350 12,890,400 12,890,450 o ' D A B | & & oS \Qob & ™ .
Genomic Position 18 19 20 21 22 23 24 25 26 27 <+ | | i |
Size Condition 12,890,300 12,890,350 12,890,400 12,890,450
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds‘
Sense Strand Reads
hide 3p reads H show mid mismatch reads
SRR553485 SRR553488 SRR553487
SRR618934 M053
M023 M025 Chicharo 3 RT 0-2  M024 NRT_0-2
TAACAAATAAGAAACCATAAGCGGGAACTTGGTCTGAAAGACCCCAAATAAGAGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTCAAGCATCGCTCGACTTCAGAGCCTCAACATTACGCCTAGAGAACGACATCAGGTTTAGATCATTGCGACCCCGCTTAGAAACAGAAAATTGA dsim w501 day-old  hours female hours
Read # Hit Total head embryo ovaries ovaries eggs male body eggs testis embryo
AR R e e e N A I N T N O T I Y)Y e kkkkhkhkkkhkhkhkkhkhkkkkhkkkkkkhkhkkkkkkkkkkkkkkkkkk*k*kk** gize Mismatch Count Norm Total body
............................................................... ATGGGACTCGTCTAGAACGA . « o« v vt ettt et et et et et et et e e et e ettt e et e e e et e et e e e e e e e e e e e e et 2000 1 7.00 7 6 0 0 0 0 1 0 0 0 0
................................................................ TGGGACTCGTCTAGARCGAGTGGA . « « « « v e et et e et e ta e et e e et e e e a e e e e e eeea e e e e e e e e e eeeneaetaeneeaeneneeaeneaaenenneaea24 0 1 5.00 5 0 0 3 1 0 0 0 1 0 0
.............................................................. GATGGGACTCGTCTAGARACG ¢ « ¢« e v e e e et et et e et e e et et e et e e e e et e e e e et e et e et e et e e et et e e e e e et 2000 1 4.00 4 4 0 0 0 0 0 0 0 0 0
................................................................................................................................................... TTAGATCATTGCGACCCCG. ¢ vt vveeeneenenen.. 19 0 1 4.00 4 0 4 0 0 0 0 0 0 0 0
.............................................................. GATGGGACTCGTCTAGAACGA . « &« v e e ettt et e e et et et et e et et e e e e et e et e et e et e et e e et e e et ettt 210 1 4.00 4 0 4 0 0 0 0 0 0 0 0
.............................................................. GATGGGACTCGTCTAGARCGAG . &« « e e ettt e e et et e e m e et e et et ettt e e et et e e et e et et e et e e n e ee e eneeeneneteeneaaeaeneeaeneaaa22 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0
.............................................................. GATGGGACTCGTCTAGAACGAGTGGAR « & ¢« v v et e et et ettt et e e et e e e e et e et e et e et e et e et e e et et e ettt e e et ee et eieaenenene. 2T 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0
................................................................ TGGGACTCGTCTAGARCGAGTGGAR ¢ &+« vt ettt e e et et e et e e ettt e e et e et et et et e e et e et ae e st taeeeeeaeaaeaeneaaeneaneaea 25 0 1 2.00 2 0 0 1 0 1 0 0 0 0 0
......................................................................................... ATTCAAGCATCGCTCGACTTCAGAGCC . « & vt v e e et e ee e et et e e e e e et e ettt te et teee et eaeieeaeneenene. 2T 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0
............................................................... ATGGGACTCGTCTAGAACGAGTGG . + ¢ e e vt et e et te e et et e e a e et ettt e e ettt e e et et et et e e et te et e e eneetnenetaeneaeaenneeenea 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0
.................................................................................................................................................. TTTAGATCATTGCGACCCCGC . « v v e venenenne. 210 1 1.00 1 0 1 0 0 0 0 0 0 0 0
................................................................................ COAGTGGAAATTCARGCA t & ¢« et et e et et e ettt et e e et e e e e e e e e e e e ettt e et e e ettt e ettt ettt e, 180 1 1.00 1 0 0 0 1 0 0 0 0 0 0
.............................................................. GATGGGACTCGTCTAGAACGAGTGG « « ¢ e e v e e e e e et e et eeta e e et e e et e e et et e e et e e e e e ea e e et e eneneaeeneaeeaeneaaeaenneaeneeaaa25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0
............................................................................................ CARGCATCGCTCGACTTCAGR . « « t v e e e et et et et et ettt e e e e e e e e ettt et e ettt e taea e 200 1 1.00 1 0 1 0 0 0 0 0 0 0 0
......................................................................... TCTAGAACGAGTGGARATTCARGCAT . « « e e e e et et et e te e et et e et et et et e e et et ettt e ettt te ettt ea e iaeneeaenena 26 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0
............................................................... ATGGGACTCGTCTAGAACGAGT . « &+ e e e e e et e e ee e e e et e e e e et e e et e e e e e e e e et e ea e e ee e eaeeaeneaeeaeneeaeneneeaeneeaeaenneaenenaa22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0
.................................... AAAGACCCCARATARGAGGTGGT « « « « v e v et et et e te e a e et e e et et et et e e a e et e e et et et e e e et e e e et et et e e e e et e e e et e ettt 230 1 1.00 1 0 0 0 0 0 0 1 0 0 0
............................................................... ATGGGACTCGTCTAGAACGE . « - ¢« vttt et ettt e ettt et e et e e e et e e et e e e et e e e e e e e e e e e e 2001 1 1.00 1 1 0 0 0 0 0 0 0 0 0
.............................................................. GATGGGACTCGTCTAGARCGAGT . « « v e ettt e e et et et et et e e et e ettt e et et e e et e et et e et e e en e teen e aenetaeneaaeaeneeaeneaa23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0
....................................................................................................... CGACTTCAGAGCCTCAACAT « & ¢ v vt ettt et ettt e te et e e et te et ta e eieaeneeaenenaeaea. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0
.............................................................. GATGGGACTCGTCTAGARACGR . « -+« vt et ettt et ettt e ettt e ettt et e e et e et et e et e e ettt e ettt e ettt ettt et 211 1 1.00 1 0 1 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553488 SRR553487 SRR553485
SRR618934
RT 0-2  NRT_0-2 Chicharo_3 GSM343915 SRR902009
ATTGTTTATTCTTTGGTATTCGCCCTTGAACCAGACTTTCTGGGGTTTATTCTCCACCATCACTACCCTGAGCAGATCTTGCTCACCTTTAAGT TCGTAGCGAGCTGAAGTCTCGGAGTTGTAATGCGGATCTCTTGCTGTAGTCCAAATCTAGTAACGCTGGGGCGAATCTTTGTCTTTTAACT hours hours day-old dsim w501
Read # Hit Total eggs eggs ovaries embryo ovaries testis
AR L N A A N N P O O O O D)D) ) DIMNN)I I ) e hhkkkkhkhkhkkhkkhkhkhkkhkhkhkkkkkkkkkkkkkkkkkkkkkkkkkkk****x gize Mismatch Count Norm Total
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[x:12890274-12890458 + ldsi 32459 |TAAC-AAATAAG--AAAC---CATA-AGC--GGGAACTTGGTCTGAAAGACCCCA--A---ATAAG-AGGTGGTAGTGATGEGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTEETACTTCAGAGCCTCAACAT TACGCC-TAGAGAAC-GAC-ATCAGGT--TTAGATCATTGCGACCCCGCTTAGAA-———- ACA--—-GA--AAAT--————-——————- T---GA |
droSec2|scaffold 20:193496-193680 [dse 1847 [TAAC-AAATAAG--AAAC---CATA-AGC--GGGAACTTGGTCTGAAAGACCCCA--A---ATAAG-AGGTGGTAGTGATGECACTCCGTCTAGAACCAGTGGAAATTC--AAGCATCGC TEETACTICACAGCCTCARCATTACGCC-TAGAGAAC-GAC-ATCAGGg--TTAGATCATTGCGACCCCGCTTAGEA--—-- ANd----GA--Ehnlg--—-—--————-—- T---GA
+
|dm3 lchrx:13553556-13553740 + |ldme 424 |[TAAC-AQATAAG--AAAC---CATA-AGC--GGGAACTTGGTCTGAAAGACCCCA--A---ATAAG-AGGTGGTAGTGATGGCACTCCTCTAGAANGAGTGGARATTC-AAGCATCGCTEE-ACTECACACCCTCARCATTACGCC-TAGAGAAC-GAC-ATCAGGT--TTAGATCATTGCGAIICCCGCTTAGEA----- ANS----cA--EAn- - T---GA |
droEre2|lscaffold 4690:13329650- der 1524 |TAAL)-[SEENTHAG--fganc---[ATE-AGC--GGGAACTTGHTCTGAARGACCCA--A---FTliAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC - -AAGCATCGC TEE-ACTTCAGAGCCTCAACAT TACGCC-TAGAGAAC-GAC-ACAGET--TTAGATCARTGCGACCCCGCTTACEA-- -~ e ---clg--ErntIN-F8E- - - - - T---Glg
13329839 -
ldrovak3|x:7836395-7836583 + lava 1799 |Taac-ARATHACINNANALXINMETA-AGC--GGGAACTTGHTCTGAAAGACCCIA--A---ATAAG-AGGTGGTAGTGATEEEACTCCTCTACGAACCAGTGGAAATTC - -AAGCATCGC TECTACTICACACCCTCARCAT TACGCC-TAGAGAAC-GAC-AcAGRIT--TTAGATCAlITGCcGACCCcCcaeTTACEA----- 8- ---cA--AAT-—-—-—-——————- T---c[g |
droEugl|lscf7180000408958:35913- G- -lEa Al - - A-AGC--GGGAACTTGHTCTGARAAGACCENA - - ALY A ACIIA GG TGGTAGTGATGEGACTCGTCTAGAACGAGT GGAAAT TC- - AAGCATCGC TEE=ACTTCACAGCCTCAACAT TACGCC-TAGAGAAC-GAC-ACAGT--TTAGATCARTGCGACCCCGCTTAGEATN SIS - - - - GAA NI XTSI XIS Xl - - —GA
36111 -
droBialllscf7180000302041:563671~ NemC-AAATHAG--[deac- - -ETA-AGC--GGGAACTTGITC TGAAAGACCCCA--[8-—-ATAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC - -[AGC[ecGCTEE=ACTICACACCCTCAICAT TACGCC-TAGAGAAC-GAC-ATCAGET--TTAGATCAIITGCGACCCCGCTTAGKES - —--- afe----IXg--eehg-------—-—--—-- &---ca
563853 +
droTakl|lscf7180000414393:30808- o - i~ G~ —[8AAC - - —lETA- AGC--GGGAACTTGITCTGAAAGACCEHYIA - -[8- - -lTAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAAT TC - -AAGC/ETCGCTEETACTICAGAGCCTCARCAT TACGCC-TAGAGAAC-GAC-ACAGET--TTAGATCAIITGCGACCCCGCTTAGEA- - - - AT CEEEEINA TINTINET GCCCACTGGGAACHERETEIN
31003 -
droElel|lsc£7180000491044:215067~ TAAg-BAATHAG--AAA---lATA-AGC--GGGAACTTGITCTGAAAGACCCHA--A---ATAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAANT TC - -AAGCATHGC TEESACTTCACACCCTCAACAT TACGCC-TAGEGAAC-GACAAGET--TTAGATCAITGCGACCCCGCTTAGER - - - - P T R e N YN T GCAGACTGGGATCAREETIY
215264 +
droRhol|lscf7180000779510:38391- AR - A THAG- -gAAC- - -[J&TA-AGC--GGGAACT TG TCTGAAAGACCCHA--A---ATAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGEAMTTIN- - AAGCATCGC TEETACTTCAGAGCCTCAACAT TACGCC-TAGAGAAC-GAC-AICAGET--TTAGATCARITGCGACCCCGCTTACEA-- -~ NG e O G T/ T GCGAACTGGGAT CHEET T|
38586 +
droFicl|lscf7180000454073:1442990- TARRNSAAATIAG- - AAAC—- - BY8IA - AGC--GGGAACTTGITCTGAAAGARNCCA - - AL} - - T AAG-AGGTGGTAGTGATGECGACTCGTCTAGAACGAGTGGAART TC--AAGCATCGCTEE=ACTTCACACCCTCAACAT TACGCC-TAGAGAACEGAC-ACAGET--TTAGATCAITGCGACCCCGCTTAGEA - - - - T R N eTcTACGAACTGGGATCIiGAREN
1443193 +
droKikl|lscf7180000302698:307798— FRiaC - B BATA-AGC--GGGAACTTGRMTCTGAAAGACCCRAIININNAATAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGT GGAANT T~ ~ AAGCATCGC TG ACTTCAGAGCCTCARCAT TACGCC-TAGAGAAC-GAC-ARCAIRNT -~ TTAGATCARITGCGACCCCGCTTAGEA-———— GTTGTAGE R G N e T---GA
307979 -
droAna3|scaffold 13334:472144- dan 4039 | e — e - i~ — AGC - —~GGGAACTTGITCTGAAAGARNCIENA - -V T A A G- AGGTGGTAGTGATGGGACTCGTCTAGAACGAGT GGAANT THN-[EAGCATCGC TEESACTTCACACCCTCARCAT TA.CGCCITAGAGALINNGAC-AlcAGET- - TTAGATCARITGC8ARlcccoeTTAGER - - - - A -ecn - -eel- - —-—--———--—- iiGATAJN
472320 +
droBipl|lscf7180000396431:1081233- FAACEA@ATAE——AAE———EATAEAGC——GGGAACTTGETCTGAAAGAECCEA———AAG—AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAETT@—AAGCATEGCTCG—ACTTCAGAGCCTCAACATTACGCC—TAGAGACEGAC—AECAGTETTAGATCAETGMCCCGCTTG ————— - R — B — — — R -
1081414 -
dp5 IXL_group3b:100225-100382 +[dps_110 |[SEac-aBarEac--BEEA- --cala-accfgccaiac Tl caAAGARCA - -H-- -HeAacJgclT GG TAGTGATGGEACTCCTCTAGAACCACEGGAART TC - - AARCATHGC TGS ACTICACAGCCTCAACAT T ACGCC - TAGAGAAC - GIN- ABCAGHT - - T TR ARC A T — — - - - — - — B -
droPer2|lscaffold 56:124031-124187 |dpe 157 ’@AC—AEATAG—————CAEA—AGCGGGEACTTGETHTGAAAGAECEA——E———AAG—GTGGTAGTGATGGGACTCGTCTAGAACGAGGGAATTc——AAECATEGCTcG—AcTTCAGAGCCTCAACATTACGCC—TAGAGAAC—GE—ACAGT——TTGACATm ————— - —————-—-————- -
+
Grovirs|scaffold 1297015369110~  [avi 24642 i e I o I IEETETETE B RS B 11 GATGGCACICIYICTAGARCGAGTGCANENTE- - AAGCA TOC TOSEACEICAGABCCTOREORT TACCCC- TAGACA N e T B BN B - =
5369203 -
droMoj3|scaffold 6473:4951753-  |ldmo 3154 | e e~ ~ e~~~ e e~ ~ ettt ~ i~ ~ ~ mialaitel -~ mmtatel*C T A G T GATGGGACTCLXECTAGAACGAG TG G ARRENTH - - [iA GC A THG C T B I A A G O T A AT T A C GO~ T A G A G A A - e e~ ~ ettt ~ ~ ~ ~ ~ e~~~ i~ i~~~ ~~~ ===~~~ =
4951833 -
droGri2|scaffold 15203:9467764=  |dar 467 | e~ ~ e~~~ e e~ ~ ettt ~ i~ ~ ~ mialaitel - C G T A G T GATGGGACTCLEICTAGAACGAGTGGAAKT TRERIA A GCATHG C T R A I A G A G O T A A T2 C GO~ T A G A G A e e e~ ~ E ettt ~ ~ ~ ~ ~ e~~~ ~ i~ ~ i~~~ =~~~ ===~~~ E---==
9467849 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:12890274-12890458
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:12890274-12890458
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32459.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_20:193496-193680
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1847.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:13553556-13553740
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_424.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:13329650-13329839
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1524.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:7836395-7836583
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1799.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408958:35913-36111
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302041:563671-563853
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414393:30808-31003
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491044:215067-215264
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779510:38391-38586
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454073:1442990-1443193
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302698:307798-307979
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13334:472144-472320
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4039.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396431:1081233-1081414
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group3b:100225-100382
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_110.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_56:124031-124187
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_157.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:5369119-5369203
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24642.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:4951753-4951833
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3154.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:9467764-9467849
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_467.html
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[View on UCSC Genome Browser {Cornell Mirror}]
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dsi_25795_annot [-44.2]
Show Alternate Folds H
Flybase annnotation
utrS [utrS plus 13574 ]; utrS [utrS plus 13575]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads
SRR553488 SRR553486 SRR553487
SRR618934 MO053
SRR902009 M023 M024 GSM343915 RT_0-2  Makindu_ 3 NRT 0-2
GGGATCGGATCGATTGCTAGGGGTGTGTGTGCAATCAGGAGGTGGGGCGATGGTCGCTGGTCACTGTGTCGGGTGGAGCACAGATGGTGGCCAGAGTAGAGCT TATAGAGCTCGACCTCCCTCTTGCTGCCGATAGAAGGGATAGAAGGCACATGCAAAGCGCCAGAGAATAACACAGTTTGCATTACTTTCTTCCCCAGCTTCACGACGTCTTGCAAACGGCTGAAAATGGAGAAGACTCCCCGGTACA dsim w501 female hours day-old hours
Read # Hit |Total testis head ovaries male body embryo eggs ovaries eggs
R e R N s R I R D I I R D D D D N T D D D D D D D ) ) )))) e A 1)))))) 2 D)) )))))) ) .. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk*k*x 5sjze Mismatch Count Norm Total body
........................................................................................................................................ AAGGGATAGAAGGCACATGCAR . « o e ottt et et et et et ettt et et et et e e et ettt e et et et e et ettt et e ettt 220 1 7.00 7 5 0 2 0 0 0 0 0 0
.................................................................................................................................................................................... TGCATTACTTTCTTCCCCAGH . « vttt e i i e i e e i ee e 201 1 2.00 2 0 0 0 0 1 1 0 0 0
........................................................................................................................................ AAGGGATAGAAGGCACATGCARR . & ¢ ettt et et et et et et ettt et et e e et et et e e et et e ettt ettt e e en ettt 23 0 1 2.00 2 1 0 0 1 0 0 0 0 0
........................................................................................................................................ AAGGGATAGAAGGCACATGCA . & ¢ o ettt et et et e e et et ettt e e et et e e et et et e et e e e ettt et ettt 20 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................................................................................................................... TTGCATTACTTTCTTCCCCAGH . -« v vttt e ettt ittt ettt e ee e e e 22 1 1 1.00 1 0 0 1 0 0 0 0 0 0
Anti-sense strand reads
SRR553488 SRR553487
SRR618934 MO053
M023 M024 RT_0-2  NRT_0-2 SRR902009
CCCTAGCCTAGCTAACGATCCCCACACACACGTTAGTCCTCCACCCCGCTACCAGCGACCAGTGACACAGCCCACCTCGTGTCTACCACCGGTCTCATCTCGAATATCTCGAGCTGGAGGGAGAACGACGGCTATCTTCCCTATCT TCCGTGTACGTTTCGCGGTCTCTTATTGTGTCAAACGTAATGAAAGAAGGGGTCGAAGTGCTGCAGAACGTTTGCCGACTTTTACCTCTTCTGAGGGGCCATGT dsim w501 hours hours female
Read # Hit |Total ovaries head male eggs eggs testis body
R R N T R I I R D I I R D I I N N e D D D D D D D ) ) )))) e A O 1))))))2u))))))))) ) .. Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk****x 5jze Mismatch Count Norm Total body
.................................................................................................................................................................. GGTCTCTTATTGTGTCARRC « ¢ o e et ettt et et et e e e ettt et e et e et ettt eaeneneenaeaeae 20 0 1 1.00 1 0 1 0 0 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|Coordinate ID Alignment
ldrosim2|x:1162509-1162758 + ldsi 25795|[GGGATCGGATCGATTGC-TAGGGGTGTGTGTGCAATCAGGAGGTGG--GGC--GATGGTCGCTGGTCACTGTGTC-————————~- GGGTGGAGCACAGATGGTGGCCAGAGTAGAGCTT—-——-—————— ATAGAGCTCGACCT----CCCTCTT-GCTGCCGATAGAAGGGATAGAAGGCACATGCAAAGCGCCAGAGAA—-———- TAACACAGTTTGCATTA--C-T--T-TCTT--—-—- CCCCAGCTTCACGACG—-—-—- TCTTGCAAACGGCTGAAAATGGAGAAGACTCCCCGGTACA
droSec2|scaffold 10:1106839- dse 744 [|GGGATCGGATCGATTGC-THGEGGTGTGTGTGCAATCAGGAGGTGG--GGC--GATGGTCGCTGGTCACHGTGTC---—--—--- GGGTGGAGCACAGATGGTGGCCAGAGTAGAGCTT--—--—-—=--— ARAGAGCTCGACCT----CCCTCTTHGCTGCCGATAGAAGGGATAGAAGGCACATGCAAAGCGCCAGAGAA-————- TAACACAGETTGCATTA--C-T--T-TCTT--—--—- CCCCAGCTTCACGACG--—-—- TCTTGCAAACGGCTGAAAATGGAGAAGACTCCCCGGTACA
1107089 +
|dm3 lchrx:1283442-1283683 + ldme 471 ||GGGATCGGATCGATTGC-TAGGGGTGTGTGTHCAATCAGGAGGTGG--GGC--GATGGTCGCTGGTCAGTGTGT Cllae O NRGHG T GGAGCACAGATGGTGGCCA I — — — - ————— - B _ TiYeleleC CCTCTT/@GC TGCCGATAGAAGGGATAGAAGGC[ECATGCAAAGCHCCAGAGAA--———- TAACACAGTETGCATTA--C-T--T-TCT[@------ CCCCAGCTTCACGACG—-—-—- TCTTGCAAACGGHMTGAAAATGGAGAAGACTCCCCGGTACA
droEre2|scaffold 4644:1267479- GGGATCGGATCGATTGC-gAGGGEr T GlgGCAA TCAGGAGGETGG- -Gl - - g — — — — = — = = = = D 7, C 2. e C A GAG TEGAGC T T pNesletsel . T A G A R T A C 8- - — - CCC R e - ACATGCAAAGCGCCAA N A XN T A A ClicAGT TTGCAT TRRECE T [eleT - TR T T—- - —- - CCCCAGCTTCACGACG—-—-—- TCTTGCAAACGGCTGAAAATGGAGAAGACTCCCCGGTACA
1267681 +
[arovars[ii1169688-1160602 | e e e e e e e et e e e
droFugl|lsc£7180000408973:84572- T _——§ e ettt -~~~ =~ =~~~ ettt ~ ~~ ~~ ==~~~ ~ - - ___________________ ettt .~~~ T~ =T -[EC T~ - - - EBICCAGCTTCACGACG-——-~-- TCTTGCAAACGGCTGAAAATGGAQAAGACTCCCCGGTARA
84636 —
droBiallscf7180000301760:3855980= GGGATCGGETCGETTGCIEGGGCTGEETGTGHAATCAGGAGHEG G I i cEdeA CcRTC- - - - - ---- oG GG C A A T O T 6 e ——— ~—~ ==~~~ e~ ~ ~ e~ Bttt ~ ~ ~ ~ et~ ~ o~~~ i~~~ - ettt ~ ~ ~ =~ ]
3856075 +
droTakl|scf7180000415289:468056- TCTTGCAAACGGCTGAAAATGGAGAAGACTCCCCGGTACA
468127 +
droElel|scf7180000490996:107735- TCTTGCAAACGGCTGAAAATGGAGAAGACTCCIICGGTACA
107787 +
droRhol|scf7180000778087:97831- TCTTGCAAACGGCTGAAAATGGAGAAGACTCCINCGGTACA
97897 +
droFicl|scf7180000454072:1830145- TCTTGCAAACGGRTEAAAATGGAGAAGACTCCCCGGTACA
1830208 -
droKikl1|scf7180000302621:226650~- CIelCAGCTTCACGACGHSeRIsleT CTTGCAAACGGCTGAAAAT GGAGAAGACTCCCCGGTACA
226720 +
droAna3|scaffold 13117:1833438- TCTIGCARACGGCTIIAAAATGGAGAAGACTCCCCGGTACA
1833500 -
droBipl|lscf7180000396425:225077— TCTTGCAAACGGCTAAAATGGAGAAGACTCCCCGGTACA
225138 +
dp5 XL _groupla:4763667-4763742 TCTTGCAAACGGCTGAAAATGGARAAGACTCCCCGGTACA
droPer2|scaffold 11:1350342- TCTTGCAAACGGCTGAAAATGGARAAGACTCCCCGGTACA
1350420 -
drowil2|lscf2 1100000004963:371377~ TCTTGCAAACGHATHAAAATGGARAGACTCCCCGHTARA
371438 -
drovir3|lscaffold 12970:4180745- TCTTGCAAACGGCTGAAAATGGARAGACTCCCCGGTARA
4180809 +
droMoj3|lscaffold 6473:8754823- TCTIGCAAACGGHTGAAAATGGARRAGACTCCCCGGTARA
8754903 +
droGri2|lscaffold 14853:8470158- TCTTGCAAACGGCTGAAAATGGARAGACTCCCCGGTARA
8470209 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:1162509-1162758
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:1162509-1162758
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_25795.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_10:1106839-1107089
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_744.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:1283442-1283683
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_471.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4644:1267479-1267681
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:1189688-1189692
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408973:84572-84636
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301760:3855980-3856075
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415289:468056-468127
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490996:107735-107787
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778087:97831-97897
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454072:1830145-1830208
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302621:226650-226720
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13117:1833438-1833500
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396425:225077-225138
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:4763667-4763742
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_11:1350342-1350420
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004963:371377-371438
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:4180745-4180809
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:8754823-8754903
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:8470158-8470209
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[View on UCSC Genome Browser {Cornell Mirror}]
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Genomic Position o5 05 927 08 @ \@ | | | |
Size Condition 5807600 5807550 5807500 5807450
Genomic Position
Hairpin partition - Sense -# Antisense Mature
Hairpin partition Mature
dsi_11275_annot [-12.5]
Show Alternate Folds H
Flybase annnotation
intron [21_5807503_5807552_-]; CDS [21 5807553 5807678 _-]; CDS [21 5807350 5807502 _-]; utr5 [utr5_minus_715]; utr5 [utr5_minus_716]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553485 SRR553487 SRR553488
SRR618934
Makindu_3 Chicharo_3 M023 M025 M024 SRR902009 NRT 0-2 RT_0-2
GATGAGCATAAGCGAGTGGCTGGACCTTCTGGAGCTGCAGCAGTACGAAGGTTTGCATAATCAGCAGTTCCCAATTGAGACTGTATGTTATGT TAACCAGGAAACCTACAGGAGTTCAGCACCGTGGACGACGTGGTGGACATCACGGAC day-old day-old dsim w501 hours hours
Read # Hit |Total ovaries ovaries head embryo male testis ovaries eggs eggs
Jede sk ke ok ok ok ok ok ok ke ok ke sk ke sk ks ke ke ke ek ke ok (L ((CCCCC e (e e e e 1))))) . ))))))) L)) ) .. L kkkkkkkkkkkkkkkkkhkkkhkkhkkhkkkkkkkkkkkkkkkkkkk*kk** gjze Mismatch Count Norm Total body
............................................................................. AGACTGTATGTTATGTTAACCA . « t vttt e te et te et e et te e ieea e eeaenennenenae 22 0 1 15.00 15 8 5 2 0 0 0 0 0 0
............................................................................. AGACTGTATGTTATGTTAACC . &« e e et et et eascneeaecaeeneenaenaeneeneennenaenae 2 0 1 2.00 2 1 0 0 0 1 0 0 0 0
.......................................................................... TTGAGACTGTATGTTATGTTAACC . ¢« e e et ettt te et e e et e eeneneeaeneeaenenaeaen. 24 0 1 2.00 2 1 1 0 0 0 0 0 0 0
................. GGCTGGACCTTCTGGAGCTGCAGC . « « e ¢ v e e e e e e e e ee e ae e e e et e e e e et et e e et et et te e e e e e et e e ta e te e e e eae e eeneeaeeanenecneenneneenaeaaea 24 0 1 1.00 1 0 0 0 0 0 1 0 0 0
........................................................................... TGAGACTGTATGTTATGTTAACCAGH . « . vt vttt ettt ettt et e ieee e 26 1 1 1.00 1 0 0 0 1 0 0 0 0 0
............................................................................. AGACTGTATGTTATGTTAACCAG + ¢« ¢ et e ee et teeee e et ta e eiaeneeeaeneeaeneaae 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0
........................................................................ AATTGAGACTGTATGTTATGTTAACCAG . « ¢ v vt o ettt e eee e e eeeeaeeaeeneeneenaeneenaen. 28 0 1 1.00 1 0 0 0 1 0 0 0 0 0
Anti-sense strand reads
SRR553487 SRR553488 SRR553485
SRR618934
NRT_0-2 RT_0-2  Chicharo_3
CTACTCGTATTCGCTCACCGACCTGGAAGACCTCGACGTCGTCATGCTTCCAAACGTATTAGTCGTCAAGGGTTAACTCTGACATACAATACAATTGGTCCTTTGGATGTCCTCAAGTCGTGGCACCTGCTGCACCACCTGTAGTGCCTG dsim w501 hours hours day-old
Read # Hit |Total ovaries eggs eggs ovaries
Tekkdokdkdkkkokdkokdkhkokdkokdkkdkkkokkokdkkkkdkkdkokdkrdkkdkkdkrk (L ((CCCCCe . CCCCCCeeeeen. .. 1))))) . ))))))) L)) ) .. ckkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**x g5jze Mismatch Count Norm Total
............................... ok e eF-Ned el o] el o.X s S 0 1 1.00 1 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
|drosim2|21:5807453-5807602 - lldsi 11275 |[GATGAGCATAAGCGAGTGGCTGGACCTTCTGGAGCTGCAGCAGTACGAAGGTTTGCATAATCAGCA--GT—--——- TCCC-——-——-—- I ATTGAGACTGT-—————————————————— ATGT—-T——-————————————— ATGTTAACCAGGAAACCTACAGGAGTTCAGCACCGTGGACGACGTGGTGGACATCACGGAC |
|drosec2|scaffold 5:4082859-4083008 -l |GATGAGCATAAGCGAGTGGCTGGACCTTCTGGAGCTGCAGCAGTACGAAGGTTTGCAT/gATCAGCA--GT---——- TCCC-——-——-—- A—--—————- ATTGAGACTGT-—————————————————— ATGT—-T——-————————————— ATGTTAAMAGGAAACCTACAGGAGT TCAGCACCGTGGACGACGTGGTGGACATCACGGAC |
|dm3 llchr21:6011886-6012035 - |dme_428 ||GATGAGCATAAGCGAGTGGCTGGACCTTCTGGAGCTGCAGCAGTACGAAGGTTTGCATATCAGCA--GT————-- TCCC-——-——-—- A—--—————- ATTGAGACTGT-—————————————————- ATGT—-T——-—————————————- ATGTTAACCAGGAAACCTACAGGAGTTCAGCACCGTGGACGANGTGGTGGACATCACGGAC |
droEre2|lscaffold 4929:6102345- GATGAGCATAAGCGAGTGGCTGGANCTTCTGGAGCTGCAGCAGTACGAAGGTTTGCAT/GATCAGCA--GT---—-—- THCC--------- N ATEGERACTGT-—————————————————— ATRT--T-—-—————————————- ATCHTHACCAGGAAACCT[ECAGGAGT TCAGCACGTGGACGACGTGGTGGACATCACHGAC
6102494 -
ldrovak3|[21:13181976-13182132 + | lcaTcAcATEAGCGARTGGCTGGACCTTCTGGAGCTGCAGCAGTACGAAGGTTTGCRTBATCAGCA--GT------ SIS C CCAC/ ATEIGAGACTGT-————————— - ATRTMAT - ATCEITHACCAGCHAACCTACAGGAGTTCAGCARCGTGGACGACGTGGTGGACATCACGGAC |
droEugl|scf7180000409676:568434- GATGAGCATAGNCGARTGGHTGGASCTIETENGARC TGCAGCAGTACGAAGGTTTCEETAATRAGCY- [ —- - - - Echc-———————- g-----—-—-—-- ATTGAGACTIR--—-———— oo A r----—- - ATIXIeAccAGGArACCTHCAGAGT TCARClfiG T GACGACG TG TGGACATIACGAC
568583 +
|droTakl|lsc£7180000414617:4147-4296 -| |catfrccaTagiccalreccTRcalc Tl cealc tcaficaBTaccanceTTTcEESRATCARCA- - G- - - - - - Gece--————-—- g------—-—-—- ATTGAGACTRIA-—————————————————~- A ——,—,S,Y,Y,S ArcErpalcaccarAacCTHCARGARTTCAGCARCGTGGACGACGTGGTGGACATRACHGAR |
droElel|lscf7180000490399:45228-45377 GATGAGCATHARMGARNTGGCTGGANCTEC TIGAGCTGCAGCAGTACGAAGGT TTGIYdTAETEAGCA- -G} - - - - -- TCcC--------- A-—-—-———- aAdrcacapfeIN- - - - - AT - (8- —-— - - ErcfdtideccaGcARACCTICAGGAGTTCAGCICGTGGACGACGTGGTGGACATIACKGAR
droFicl|lscf7180000453813:25950-26099 GATGAGCATASCGARTGolTceafcTTHTG AR TGcallcacTACGAAGGTTTCEET/EA T A CA - -[lg- - - - - - €ccc------—---f--—-——--—-—- GCCCI AN A A Agef--T- - BTGTTRACCAGGAAACCTICAGGAGTTCAGCARCGTGGANGACGTGGTGGAMA TRHIACHGAL
+
droKikl|scf7180000302468:72198-72352 FATGAGCATAECGAGTGGCTGGAECTCTGEAECTGCAGCAETAEGAAGGTTTGEATATCAGm —————— hcc---—---—-- g-------—-- A CCT T2 e A A S N n A CR C C T G C T R e eIl A GGlA ACCTICAGGAGTTCAGCAICGTIGACGANGTGGTGGAIATIACGGAY
droAna3|lscaffold 12916:11426234— GATGAGCATHABCGABTGGCTGGANCTTCTINGACTGCAGCAGTACGAAGGT TT GLALYERTekIA ChYe - - R er ThiCh] - - - —[elefeleeln - — —— —— —— - G AT C O A = I C C T CC T EriirtleaccaccaaccrlgcaceacTTeacealceTecaccAGTRGTIGACATCACGAC
11426395 -
droBipl|lscf7180000396572:1096054- GATGAGCATHAMEGARTGGHTGGACCTTCTRGARC TcAGCAGTARGAAGGT TENGEA LYl Gie- - By Sy Sl TebiChl- - - —[cleffefip]- - - - —-- AT C T el A 2 e G A C C T T C A R BN\ TAACCAGGAAACHTACAGGAGTTCAGCARMGTGGACGANGTRGTINGACATCACGGAC
1096217 -
EEE l4_groupl:261131-261286 + | lcaTcaccaTAGHCGAGTGGHTGGANC TEITGGAGC TGCAGCAGTACGAAGGTTT GRS T ikt - I T G- —— - ACC TGl I ————CC—— - — ccaAlCACEECATEE T TTCATTGATCCTIECICT THNe TIVAS TiiCleENele C Clin SN el T/ehNelelNa TN T ehi C NI ST NS NeleleI A |
ldroper2|lscaffold 1:257520-257675 + | lcaTcaccATAGcGAGTGGHTGGARNC TRT GGAGC TGCAGCAGTACGAAGGTTT GRS T Sk - - T G- —— - ACC TG R _ — CC-- - — NN TN - TN EleT N ek T ClT(eEgicAccla ACHTECAGCETRACAGCACHGTGG ARG ARG TRGTGGACATCACGGAR |
droWil2|scf2 1100000004521:7945716- TS ATARECGAGTGGITGGARC TTC TG AT GCAGC AT AIG A A G T — — i~ — — — —— - —-—--—-- B-—---—--—-- - —— - — - — - R . ngic T2 C ARG TR C AclAcceTACGANGTRG TEGAliA TCAlgNGAC
7945815 +
drovir3|scaffold 12963:3309685- CETGAGCATIEGCGAGTGGC TENAARCT/ECTGGAGC TGCAGCARTARGAA GG TG T/ T CAGCA--GT - — - ——- T T TREEET GTCT TCTGC R --RTcaly-- - BT AACTCACGTGTC R C A I e eferidanlecacclenaiic TN TENes c A cllc TecAalicANG TlecE NG ACA TA Cldc Al
3309850 -
droMoj3|lscaffold 6500:13675617- GUTGAGCATHAGCGARTGGCTAANCcTECc TlcAGcTGcaGcARTAlGAAGG T G TATCAGCA - -[8T - - - - - - T T TR G T TGTTCTGCGGCAAMAGTGC—- —- - ATTAACTCACGTGTCEEEEINC AR CEEE e CGCHICINAG O NEALVNNIING A LT A TiehA T GCUNST eiNe AL T AT el TG CENT CiyalNeCEAT|
13675790 -
droGri2|scaffold 15252:2889300- cercaccaTiaccrRTGee TN AficTldc TGeafc TecaceaARTAlGAAGG TGN TETCAGCA - -B T - — - — - - Thi— - -—-—-—- B-----—--—-- - - - - - A A T T TACTCATATGTCACAC CA I C o el cecliciNAT TINEA CINNSIeliG /A ECAjia TG C[NS Gl ClEA T/eNeli T Ec A XTI Nu T A C AT
2889461 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453813:25950-26099
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302468:72198-72352
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:11426234-11426395
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396572:1096054-1096217
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:261131-261286
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:257520-257675
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:7945716-7945815
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:3309685-3309850
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:13675617-13675790
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:2889300-2889461
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dsi_896631:5674254-5674320 - || candidate-rescued | Mirtron || intron
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Size Condition 5674350 5674300 5674250 5674200
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Hairpin partition Mature Star
dsi_8966_annot [-13.0]
Show Alternate Folds “
Flybase annnotation
intron [31 5674254 5674320 -]; CDS [31 5673256 5674253 -]; CDS [3] 5674321 5674879 -]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
SRR553485 SRR553486 SRR553487 SRR553488
SRR618934
SRR902008 SRR902009 M025  GSM343915 M023 M024 0002 Chicharo_3 Makindu_3 NRT_0-2 RT_0-2
CACCTGCAAGCGCTTGGTTGTGGGCGTAACCACCTCCGCCATGACGAAGGGTAAGACGGGCATGAATTGGCAAAATAAAAAGCTTATCTTAACGGCCATTCTTATCGCTGTCTGCAGGAAAGACGCTACCGGACTTGATTTTGCCCGTGGAAGAGCGCATCGCCCGG day-old  day-old hours dsim w501 hours
Read # Hit |Total ovaries testis embryo embryo head male Head ovaries ovaries eggs ovaries eggs
R R e N N O O O A O € O 1))) . )))) L)) )))))) L Lk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total body
.................................................. GTAAGACGGGCATGAATTGGCARR . « o e o et et ettt et e ettt et e ettt et et et e e e e et e ettt ettt e e ettt e ettt et et 24 0 1 5.00 5 3 2 0 0 0 0 0 0 0 0 0 0
.................................................. GTAAGACGGGCATGAATTGGCARRR . & ¢ e e et e e et et e e e e et e e et e e e e e eeea e e ta e e e e eaeaeaeeaeneeaeaeneeaeneeeeaeneaneaenneaenaeaa25 0 1 4.00 4 3 0 1 0 0 0 0 0 0 0 0 0
.................................................. GTAAGACGGGCATGAATTGGCAR . « « v e e et et et e et et et et et ettt et e ettt e e e e et e et e e e ettt e ettt e ettt et e 23 0 1 3.00 3 2 1 0 0 0 0 0 0 0 0 0 0
.................................................. GTAAGACGGGCATGAATTGG « & ¢« « e e e e e et e et e et e e e et e e et e e e e e ee e e e et e e e e e eaeae e eaeneeaeneneeaeneeeeaeneeneaenneaenanaa20 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0
.................................................. GTAAGACGGGCATGAAT TGGCARRAE . « . o . ittt ettt et ettt e ettt e et e e e e e et et et et e et e e e et 261 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
............................................................................................................................. CTACCGGACTTGATTTTGCCC . ¢ vt v v eeenevneneneaa 2l 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0
................................................... TAAGACGGGCATGAATTGGCARRAT .« ¢ o e o et et ettt et et et et et et e e et e e et e e e e et e et e te et e eeneaataeneeaenenneaenenneaea 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................... TTTGCCCGTGGAAGAGCGCAT....... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................... TGGAAGAGCGCATCGCCCG. 19 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0
.................................................................................................. TTCTTATCGCTGTCTGCAG ¢ e v et ettt e te et e e ee e et ieeneneeaeneneeae. 100 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
.................................................. GTAAGACGGGCATGAATTGGCARRATA . &« v vt ettt et e ettt et ettt e e et e et e e e e e et e e ettt e ettt e e ettt eneneeaeneeaene. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0
..................................................................................................... T TATCGCTGTCTGCAGGA . « ¢ e e et eea e e eeeneeeaeneeaenenecaenenneaenaeaa 18 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0
.................................................. GTAAGACGGGCATGAATTGGCARRAT . ¢ et vt e ettt et ettt e e ettt et et et et et et et et e e e et e ettt ettt ettt ee et eaenenaene. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0
Anti-sense strand reads
SRR553487 SRR553488
SRR618934
SRR902009 M023 NRT_0-2 RT_0-2
GTGGACGTTCGCGAACCAACACCCGCATTGGTGGAGGCGGTACTGCTTCCCATTCTGCCCGTACTTAACCGTTTTATTTTTCGAATAGAAT TGCCGGTAAGAATAGCGACAGACGTCCTTTCTGCGATGGCCTGAACTAAAACGGGCACCTTCTCGCGTAGCGGGCC dsim w501 hours hours
Read # Hit |Total testis ovaries head eggs eggs
R R L N N P 1))) - )))) i) ))))))) . Kk kkkkkkkkkkkdkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkk*k*** gjze Mismatch Count Norm Total
....... iielelelelV.No]e7.V- oy N ol o]e] Lo} LN AP~ 5 NN 0 1 1.00 1 1 0 0 0 0
................................................................................................... AGAATAGCGACAGACGTCCTT e & vt vt ettt te e eee e en e e eeaenenneaenenneaa 2l 0 1 1.00 1 1 0 0 0 0
....................................... GTACTGCTTCCCATTC TG« + ¢ e e e e e e e e e e e et e e e e e e e e e e e e e e et e e et et e e e e e e e e et e e et e e e a e e e en e e eaeneeaeneaaeaeneaaeaenneaenenaeaaa 18 0 1 1.00 1 0 0 0 0 1
.................................. AGGCGGTACTGCTTCCCATTC « & e v et e e e et e e et et e e et et e e e e e e e e et et e et e e e e et e e e e et e e e e e e et e e et e et e e ettt ettt e ieen e 20 1 1.00 1 0 0 1 0 0
............................... i eley Nelelo]el el ok et il ofe] oF-N: NN~/ S 0 1 1.00 1 0 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[31:5674204-5674370 - ldsi_8966|CACCTGCAAGCGCTTGGTTGTGGGCGTAACCACCTCCGCCATGACGAAGGETAAGA====C6GGC———————————————————_—_______________________ ATGAATTGGCAAAA-TAA-—-AA-————- AGCTTATCTTAACGGCC—-——-——-— ATTCT---—-—--- TATCEC===TGTCTCCACGAALGACGCTACCGGACTTGATT TTGCCCGTGGAAGAGCGCATCGCCCGG |
ldrosec2|lscaffold 2:5698039-5698205 - |caccTGCAAGCGETTGGTTGTGGGCGTAACCACCTCCGCCATGACGAAGGGTAAGA-———[86R6C-———————————————————————_—__________________ ATGAATTGGCAAAA-TAA-—-AA-————- AGCTTATCTTAACGGCC-——————- ATTCT--------- IATCECS==TETCTGCAGGAAAGACGCT§CCGGACTTGATTTTGCCCGTGGAAGAGCGCATCGCCCGG |
|dm3 llchr31:5761184-5761350 - ldme 433 |caccTGCAAGCGWTTGGTTGTGGGCGTAACCACCTCCGCCATGACGAAGGGTAAGA=—==CGGGC———————————————————— - ___________—___ ATGAATTGGCAAAA-TAA-—-AA-————- EecrraTcTTarcccc-------- ATTCT--------- TATCGC===TGTCTCCAGGAAAGACGCT§CCGGACTTGATTTTGCCCGTGGAAGAGCGCATCGCCCGG |
droEre2|lscaffold 4784:8451797- CACCTGHAAGCGHTTGGT/EGTGGGCGTAACIACCTCCGCCATGACGAAGGGTAAGA—-—=CGGGC-——————————————————— - _____ ATGAATTGGCAAAA-QAA---AR---———- WecTTAaTCTTAlgCGGCC---—---- WTTCT-—-—-———- TATCIN === TCTCTCCACGAAAGACGCTECCGGACT TRATT TTGCCCGTGGAYGAGCGIATCGCCCGG
8451962 =
ldroyak3|[3L.:6330677-6330843 - ldva_721 |cACCTGCAAGCGHTTGGTTGTGGGCGTEACCACCTCCGCCATGACGAAGGETAAGA====CEEE-======—=———c——coo-_oooooooooooooooooooooooo ATGAATTGGCAAAA-THA-—-Al-—---- BGCTTATCTTAACGGCC--—-—-—- BTTCT---—-—--- TATCEC---TGTCTCCAGGAANACGCTEccaaacTTGATTTTGCClgeTGGAGAGCClATCGCCCGG |
droEugl|scf7180000409466:3531118— afdcilcearBleccTiic TG TRGGCGTAACKACCTCCGCCATGACGAAGGETAAGE === I G - — =~ === —— - eeTGARNNTGGCAAAL - RRIn - - -fdn-—---- BRYCTTATCTTAARGGCC--—-—-—- groeg)--—--—---—- TATCEC == TCH I CACGAAAGACGCT§CCGGACTTGATTTTGCCCGTGGAAGAGCGHATERCCCGG
3531284 -
droBialllscf7180000302193:3263790- cléccreeanieciferceTToTNGGCGTAACEACCECCGCCATGACGAAGGGTAAGE--—-EXeiclg- - - -~ - -~ - -~ - - - - - - - - ATGANTEcGCAEAL-Jrn---fgn------ icTTATCTTAARGGCC-----—-- WrTEe-—-—-—-—- TATCINC== =T\ CCACGAAAGACCTACCGGACT TGATTTGCCCGTGGAAGAGCGHATIGCCCGG
3263955 -
droTakl|[scf7180000415868:464165- CACCTGCEAGCGCETEGTTGTGGGCGTEACCACCECCGCCATGACGAAGGGTAAGH--——ffGC-———————————— =~ - - NeaTcajjirTeecararITHE - - -fdA-—---- ECT TATCT T2 - - — - —— - Erch--------- B~ T\ CTECACGGAAAGACGCTI§CCGGACTTGAT TTGCCCGTGGAGGAGCGHATHGCEC GG
464320 -
droElel|lscf7180000491268:1253522~ CACCTGCAARCGHETGGTTGTGGGCGTEACEACCTCRGCCATGACGAAGGETAAGA--—-E¥egle-—————————-——— - - = ATGANTEccCAAA L -BA - - -fgA------ EicTTaTcTRAARGGCC-------- T - — EECC === \TCTECACCErAGACTECcCcGeATTGATINET GCCCGTGGAlSGAGCGHATIGCCCGG
1253680 -
droRhol|lscf7180000768851:39540-39698 wacilrceanlccifdreeTlgcTeeceaTlgacEaccTeclccaTGACGAAGGETAAGE -~ - - XGC -~ - - = —-—- - ATGANTTGGCAAAA-PA---fgA------ EicTTaTcTAARGCEC-------- yrTe--------- R CC == \ICTCCAGGEA AGACINTIECCGGACTTGAT TTGCCCGTGGAGGAGCGHATIGCCCGY
droFicl|lscf7180000453929:1855358- caciyrccanrilcccrEcTiNeTeceCeTAACEACCTCCCHCATGACGAAGGGTAAGH--——[eehiclg-————————————————— =~ ATGANTTGGCAAAL - PRI —-fdA-—--—-- ERjcTTATCTRA ARG ---—--- UTTRE--—-—---- EEmcC-—=T\cTeCAG A AGACHTECCGACTTGATTTTGCCIGTGGAGAGCGHATIGCCCGG
1855516 +
droKik1|lscf7180000302686:58828-58997 cléccrceancedMerceTlecTecccaTgackaccleciicccaTcaccanceeTAAGE--—-ENehicleg- - - - - - - - - - - ATGINISNGICEET VIV - - - BN L ERiCTTATCTTAARGGCC-—-———-- T --—-—-—-- TATCCCIIg T CTCTCCACGEALGACGCTECCGGACT TGAT TT TGCCCGTGGAGGAGCCIATHGCHCGG
droAna3|lscaffold 13337:12780135- G A coiT TG TR\ G TGGGicTlgacEAcldeccaecaTeacilaacceTAACE- - - -IXelg- - - - - - - - - - - - ErcaerTcilcaan . -Phl---8a------ EicTTaTcTEA G - ------ A THGA CEEEEEEEE TATCINC===EETCTECAC A rIncaeTlgccocacreaTiIrTilcceaTaealgcrlcceaTci¥ccdd
12780299 +
droBipl|lsc£7180000396589:1243096- EgelcilaalcciiT TR G TR e TececaTlEAcEACiRec CGCCATGACHWAAGGGTAAGS-———fXlNGle}- - —————(—(——(—(——— ETGAMTTGINCAAAM Mm.__ _feln______ CTTATCTEAACHACH----—-—- T I - ———————— TATCCC "= RETCTECAGGAA A ACGeTECccGGacETGATRAT TR CCccaTcAllcalcceaTc ol c Gl
[ [ ] [ [ ] [ [
1243259 -
ldps |XR_group6:9792525-9792675 + || lcaciircecancecfdrecrfgcTiicccerancEaci¥ecceecaTeacancleTAAGH-—— RN ———————-————————— - —___________________ ATGAlETcccAAl - - — [ —-—-- B CT TATC T i — — — — — = — - = = B \C =il XeCTCACE A cacicTlgc cldcaifdTcaTRT T\ c ceaTGGAEGAGC AT CoChpgg |
ldroper2|lscaffold 61:68100-68250 + || |caclirccaacecidrecTlgcTilcceeTarCEACiECCGCCATGACAAGHGTAAGH-— = —fNGE - ———————————————————_—______________________ ATGAlETEcccAAN - - — - —-—-- BRI CT TATC T g - —— ————— Bl — - ——————- - - - - Al T CcAC T \E CGINNSNC T[ehi G Sfel C/eh\ T CierNi A i~ Selelelele G ehNelele T -Xidelelelele T T| |
droWil2|scf2 1100000004511:3789301- cijcccaaflccifdTiicTTeTGGGCaTlEACHACINECGClgaTGACHA ARG T ARG~ — <L G e - - == = - - - oo CCINATATIAAER G- - B - - - Bl - - B T Ty W.XelC — — — — — - — - TR A TATHCIT NN TCCACs~ e Tlec cldcaliTTGATTTTGCCCGTGAEGAGCGCATHGINACEE]
3789457 =
drovir3|lscaffold 13049:2212421- CCTGCAAECGTGGTEGTGGGCGTACCACCCGCEATGACEAAGGGTAAE————MC ———————————————————————————————————————————— ATGAAINNGGCAN - R - - -—--- ERiCTTATC LN P C- - ———— - AChIAIEE S cACTENIGCG TR AN T T T/ E[ECINNAR T A T G/HHEA Ciln [Nl A IlelSleelelNeler\G CINEldle T/Ni T/l G A A
2212586 +
droMoj3|scaffold 6654:1651110- clgccroaaiiccercetlEcrececeTieacEacEeciccaTeacarNceTAAlNe-—— ¥ - - -~ ATGANTEEGCAL- Bl —-Alg-—---- AT GIEESlIA - - - - - TATTCGACETCARAATCAAT T T TAAATE AN T A EIECINNAR T A TG/ AING CiCINEA Cllelle T ElNeleRVACENEITle /NI T/elele G A A
1651283 -
droGri2|lscaffold 15110:3253137- Il TIVNElIe T Clicleiielicdea iGN CINe G clelelele n NN Ne A IV Nelel v\ G/ \a AGCAE TC T TCAACCAGTCTGACATACGAATAATCTACATATTACAAGCAAAGLWENAAR - € - - B - AAGGCTTATCATT TilV:NNeli C———-———- BEen---—-——-- 4G = == XS IAC i~ ALY G Tlec cGoAINdTGATRIT TGCCCGTHGAEGAGC GRA THG CHCEG
3253342 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:5674204-5674370
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:5674204-5674370
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_8966.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2:5698039-5698205
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:5761184-5761350
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_433.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:8451797-8451962
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:6330677-6330843
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_721.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409466:3531118-3531284
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302193:3263790-3263955
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415868:464165-464320
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491268:1253522-1253680
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000768851:39540-39698
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453929:1855358-1855516
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302686:58828-58997
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:12780135-12780299
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396589:1243096-1243259
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:9792525-9792675
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_61:68100-68250
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:3789301-3789457
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:2212421-2212586
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6654:1651110-1651283
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:3253137-3253342

ID: Coordinate: Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}]

dsi 25041 |31:8786366-8786426 -|| candidate-rescued | Mirtron |intron

ISR L Pidmismatch in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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8786450 8786400 8786350 g I | &Q Q}\\’ o = .
: . 9 K
Genomic Position o1 29 7z O | | |
Size Condition 8786450 8786400 8786350
Genomic Position
Hairpin partition - Sense - Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
intron [31 8786366 8786426 -]; CDS [31 8786138 8786365 -]; CDS [3] 8786427 8786924 -]; utr3 [utr3_minus_5231]
Repeatable elements
|Name HClass HFamily HStrand‘
|AT_rich“Low_complexity“Low_cornplexity“+ l
Sense Strand Reads
hide 3p reads H show mid mismatch reads‘
SRR553487 SRR553488 SRR553486 SRR553485
SRR618934
GSM343915 NRT _0-2 < M025 RT _0-2 Makindu_3 Chicharo_3 SRR902009
AGGCCTATTTTGACAAGGATTCGGACAAGAAGGATCTGGAGCCAGCGAAAGTATGTATAATGTTTAAATTAAATTGAAATTAAATTATTTCCTTTAAACGTTATCTTTCAGACCATCACGCCTCCTCCGAAAAGTGAGAAATCCGCGGAGAAGGTGTATGT dsim w501 hours hours day-old day-old
Read # Hit |Total embryo ovaries eggs embryo eggs ovaries ovaries testis
Khkkkhkhhkkkhkhhhkhkhkhhhkhkhhhhkkkhhhhkhkkhhkhkkhkrkkkhhkrkkk A N T ) IINIINIM))) e *hkkkhkhkkkhkhkhkhkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k*k*x*x*x |gize Mismatch Count Norm Total
......................................................................................... TCCTTTAAACGTTATCTTTCAG . « ¢ e e et et tete e e e e e e eee et tetaaeaananennenens 22 0 1 9.00 9 3 2 1 1 2 0 0 0
.......................................................................................... CCTTTAAACGTTATCTTTCAGH. - . oo i i e i e i e e e 22 1 1 3.00 3 1 0 0 1 0 0 1 0
N oo N i 7NV N e3-i o] ele-No7V-Yc P 26 0 1 1.00 1 0 0 0 0 0 0 0 1
.......................................................................................... CCTTTAAACGTTATCTTTCAG ¢+t e e e e e e e et e e e e e eneneneeeeneaeaenenenanae. 2 0 1 1.00 1 1 0 0 0 0 0 0 0
........... €Y 02- V- Nele) Nk ol el el Nl V-Ne7-V-YeT TN o L~ X ¢ 1 1.00 1 0 0 0 0 0 1 0 0
......................................................................................... TCCTTTAAACGTTATCTTRRE. . - . - oot it ittt ittt ittt et ettt iteeeenenenene. 2l 3 6 0.17 1 0 0 1 0 0 0 0 0
................................................................................................................................... AAGTGAGAAATCCGEE.............. 16 2 20 0.05 1 0 0 0 0 0 1 0 0
Anti-sense strand reads
SRR553488 SRR553485
SRR618934
M025 GSM343915 RT 0-2 Chicharo_ 3 SRR902009
TCCGGATAAAACTGTTCCTAAGCCTGTTCTTCCTAGACCTCGGTCGCTTTCATACATATTACAAATTTAATTTAACTTTAATTTAATAAAGGAAATTTGCAATAGAAAGTCTGGTAGTGCGGAGGAGGCTTTTCACTCTTTAGGCGCCTCTTCCACATACA dsim w501 hours day-old
Read # Hit |[Total ovaries embryo embryo eggs ovaries testis
hhkkkhkhkhkhhhkhhhkhhhkhkhhkhkhhkhhkhkhhkhkhhhkkhhkkhhkkhhkkhhkkhkkkk A O N N D)D) e khkkkhkhkhkhkhkhkhkhkhkhkkhkhkkhhkkkhkkkkkkkkkkkkkkkkkkkkkkk*k*x*** gize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|31:8786316-8786476 - dsi 25041|/AGGCCTAT T T TGACAAGG AT T G- === = === = == = = = = = = oo o o o o o o GACAAGAAGGATCT----GGA-—~--—~- GCCAGCGAAAGTATGTATAA === ——=— === === === ——— TGTT—==—====—= === === ——————m—m——m TAAATTAAATTGAA-——————————— Ammmmmmmmm e TTAART TAT TTCCT TTAAAC = == = = = = = = = = — e T TTATCTTTCAGACCATCACGCCTCCTCCGAAAAGTGAGARATCCGCGGAGAA---GGTGTATGT]
droSec2|scaffold 0:1272767-1272927 |ldse 392 |AGGCCTATTTTGECAAGGAT TR -———————————————— o GACAAGAAGGATCT----GGA-—-—--— GCCAGCGAAAGTATGTATAA-————————————————————— TGTT————————— === ——————m TAAATTAAATTRAA-—————-—————- Am— e T T AR AT T AT T T C T T T AR A C — = — = — = — = — = = =~ = —— o - G-m—m—mm - TTATCTTTCAGACCATCACGCCTCCTCCGAAAAGTGASAAATCCCHGGAGAA—-~GGTGTATGT
|dm3 lchr31:9002029-9002181 - | |aceccTarTTTGACBAGGATTC-—— - GACAAGAAGGATCE®----GGA------ GCCAGCIAAAGTATGTRTAA - —— === == ———m—mm e AGT T~~~ == —m—m o T A — — — = — === ===~ Ammmmmmm e TTARATTAT TR CT T TAAAC — == == = = = = = = = = = — = Gmmm—mmmmm———— INTATCTTTCAGACCATCACGCCTECTCCGARAAGTGABAAAECCGHGGACAATENGGTGTATGT]
droEre2|scaffold 4784:5038061- AGGCCTATTTEGACAAGGATTCI--—-—-—-—————-—- TCTAAGATCGCAAG TGATGCTAACTTGGAAGEEC T/EC/ACIEREVNEIeENC chERE e cicgcaracTalgcTlTAg- - - - - - - - TR T T————— === ———m— o= T T - - - - — - — - — - R T A AT T A T T T C T T T A A C = — = — = === = — —m — o o o o R e ErarcrrrcacaccaTcag¥lcrccreccaaadcaaaaTcColiGGAGAA- - -GGG TATGT
5038243 +
ldroyak3|[31.:2910086-2910272 + | |aceccTaTTTTCARARGGATRACE - - - - - - - - - - ----- TCTAATAACACAAG TGATGCTAACTTGGAAGRRCT/EINEVNEINT/EllNA S CEEE /e GeClgeC A AAGTATGTITAA -~ — =~ === — - — e~ L R —- T - - - - — - - T C R L e A G T S i Y T S e e Gomm—m——mm - TTATCTTTCAGACEAECARGCCTCCTCCGARAAGTGAGAARTCCGCGGAGAR---GIRAGTATGT|
droEugl|lscf7180000409467:213116- AGGCCTATTTTRAMAARNGA/TIE - - —-—--—-———-—- TCTAAAAAAAAGAG TGATACTAGCTTGGAGGREAAATTGIALN NI Th eI\ GG TAGAT - — - — - AT CCl N T G T G T e TAL i — —— === == —=—~- R e 2. T TR T T A A A~ — = — = — = =~ — - — oo - B e AAINAIGTINEINS T T CAGEA CliNeleC TR AN NNAT G TINCIAGGAME - - - - - - GIEEEAlen AT Nidelis
213285 -
droBial|scf7180000300910:2201068~ AGGCCTATTTTGACAAGGATTCH---—-—-—-—-—-—- TCCAAA ARG A G TGGCTTTAATTCGGAGCHECCET TCINT VNI C T eTel GCCARCE A AAGTAlGTTAA - -~ — - -~ — oo A A A GAGGCA T TG T NV e T A - - - - - ————- Amm CA TN A C Ol C A S - — - — — - e - - TrANrTTcAGACETHARNCECcTccTCccoangacTdAAETCCcliccAGEA - - -GGG TATGT
2201263 +
droTakl|lscf7180000415356:189680- T e A A A T Cl§ - - — - — - - — -
189759 +
droElel|scf7180000491193:3241621- AGGCCTASTTTGACARGGARNTCG---—-—————————- TCTAAAAAGGAGGC
3241707 -
droRhol|scf7180000779318:225364- AGGCCTATTT[GACAAGGATTCH--—----—-—-—--- CCTAAACATATGG
225487 +
droFicl|scf7180000451564:97417- AGGCCTATTTTGARREGGATTHG---—-—-—-—-—-—- GCTAGAAAGCAAGC
97700 +
droKik1|lsc£7180000302319:41894- IATfelSIeb¥ A Chliic A IS TN A N T € GACGAAA T TATGACACCTAAAAAGCACGA R CGATCCTGTTGTCCAGCRECTETG---IATEaNaBcAGCTAAICEEEEE A RINTTAIY- - - - - -]
42032 +
droAna3|lscaffold 13337:7649166- GG CTAT T T/ A A A GG A T~~~ =~ === === —mmmmm oo o o -
7649185 +
droBipl|sc£7180000395543:315242— 2 e A el A L T G ele] - — - — - e
315259 +
dp5 |2:9062794-9062816 + | ficcacEa---GcEATATGT|
droPer2|scaffold 0:2875935-2875957 plGGAGEn - - -GGIEATATGT
+
droWil2|lscf2 1100000004921:2673717- Tccgrcic - - —-—— - - - - - INSCINAGINe Gl - - - - - -I¥GacccllccleTAlRA - - - GISERTe ccAIFNIEI
2673765 +
drovir3|scaffold 13049:16511068- I (eI CIRNC CITIACIE A A A A C R A 2 CGAACAAGT TGA R A TGTATTTCGCTAGAGGAGHE--—-—----—-——-EEEE_ - —C clfeler 2 n TCENEEIE C ClehAC/eh
16511281 +
droMoj3|scaffold 6680:20219734- AT AR TR C CL TN ele) N C 2 A 2 S A AR A GTCAATAAACT TGAAAGT TTGACGGACGAGGAGEE- - - - - - - — - — — INTIREEEEIeA T CREEE e €1, — = = = = = = = = = = = = = = = = =~ =~ m—m———— AAAAAGGGCCACTTGAACACACAACTTTTTATAAAGCCCAGCEVNAGIIATENA AL CEEEE R T CI¥AT TCCThRNNCGIAIAG - -TATCTAAGAAT TAREEEEEEEEEEEEE TATTTTCAGTTAACTACCCCTACATCGGCTAGCTTTCAAACTGTT - pEEEEEE Er et B C C CIYYYels & - - - eec T ARG T
20219953 -
droGri2|scaffold 15110:12199232- Al TATT T A e G A TN - - - - - - - —- TCGAACAAT TCGA GAATCTGTCGCTGCAGGAGRE-—-—-————————-EEEE._ - C felcccl¥Melclen - - -cdcTaTGT
12199445 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:8786316-8786476
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:8786316-8786476
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_25041.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:1272767-1272927
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_392.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:9002029-9002181
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:5038061-5038243
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:2910086-2910272
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409467:213116-213285
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000300910:2201068-2201263
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415356:189680-189759
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491193:3241621-3241707
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779318:225364-225487
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000451564:97417-97700
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302319:41894-42032
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:7649166-7649185
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395543:315242-315259
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:9062794-9062816
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:2875935-2875957
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004921:2673717-2673765
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:16511068-16511281
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:20219734-20219953
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:12199232-12199445

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi 14257 |3r:24224121-24224183 - | candidate-rescued |3p_tailed_mirtron |intron

Legend: mature star [\S)nizi(d 91N It mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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224150 I I O o S +
Genomic Position 18 19 20 21 22 23 o R | | |
Size Condition 24224200 24224150 24224100
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [3r 24224121 24224183 -]; CDS [3r 24223410 24224120 -]; CDS [3r 24224184 24224367 -]; utr5 [utr5_minus_10559]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads
SRR553488 SRR553486 SRR553485 SRR553487
SRR618934
RT 0-2 0002 Makindu_ 3 M024 Chicharo 3 M025 |NRT 0-2
AGCTGCTGCAGAAGGAGTACGAGCAGAAGAAGGAACAGTTTAAGTCAAGTGTAAGGAATTGAAAATGGAAATTTCTTGGAAAAAT TACTAAATTCATTTCCTTTATTTTCCAGACCAAAACACACATTGTGGAGAAATATGGTGGCGAAGAGCATCTACAGGT hours dsim w501 day-old day-old hours
Read # Hit |Total eggs ovaries Head ovaries male ovaries embryo eggs
de ok ok e ok ke ok ke sk ok ok ok ke ok ke sk ke sk ke ke ok ko (. (OO (O CCCC (e e e e e 1)))) L)) a D)) ) L)) ) ) ) ) L ke kkkkkk ok kkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkk*** gjze Mismatch Count Norm Total body
.................................................. GTAAGGAATTGAARATGGARAT . « ot v et et e te e et e e et e e et et e e et e et e ettt e e e et e et e e et e e et ettt 220 1 4.00 4 3 1 0 0 0 0 0 0
.................................................. GTAAGGAATTGARARATGGARA . « ¢ e e et e e et e e e e et e e e e e et e e e e e e e et et e e e e e e e e s eeeneneeaeneeaeneeaeneeaenanaea2l 0 1 4.00 4 0 3 0 1 0 0 0 0
..................................................................................... TACTAAATTCATTTCCTTTATT . ¢ v vt e e et e te et te et ee et e e e e e eaenenaeaeneeaenes 22 0 1 2.00 2 1 0 1 0 0 0 0 0
....................................................................................................................................... AATATGGTGGCGAAGAGCATCTACAGG. 27 0 1 1.00 1 0 0 0 0 1 0 0 0
..................................................................................... TACTAAATTCATTTCCTTTATTT « & v v vttt et et et ettt e e e e e e eaeeetaeneaenenaenena 23 0 1 1.00 1 1 0 0 0 0 0 0 0
.................................................................................. AATTACTAAATTCATTTC . « « v e e e et ee e et e et te e et e e e e e st eeneeaeaeneeaenneaeneeaen. 18 0 1 1.00 1 0 0 1 0 0 0 0 0
.................................................. GTAAGGAATTGAARATGGARATT « & ¢ v vt e et et et et et et e e et et e e et e et e et et et e et e e et e e et te ettt eieeneaenenaea 23 0 1 1.00 1 0 0 0 1 0 0 0 0
..... ol et ol el V. NeTe7.Neli y-No el PO I BN 2 1.00 2 0 0 2 0 0 0 0 0
.................... GAGCAGAAGAAGGA . - o ottt 15 20 0.10 2 0 0 0 0 0 0 0 2
Anti-sense strand reads
SRR553487 SRR553486
SRR618934
NRT_0-2 Makindu_3 0002
TCGACGACGTCTTCCTCATGCTCGTCTTCTTCCTTGTCAAATTCAGTTCACATTCCTTAACTTTTACCTTTAAAGAACCT TTTTAATGATTTAAGTAAAGGAAATAAAAGGTCTGGT TTTGTGTGTAACACCTCTTTATACCACCGCTTCTCGTAGATGTCCA hours dsim w501 day-old
Read # Hit |Total eggs ovaries ovaries Head
R R e N A N N (A N 1)))) L)) u))) ) ))))) ) L kkkkkkkkkkkkkkhkkhkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkk*** gjze Mismatch Count Norm Total
............................................................................................ ARGTARAGGARATAR . « ¢ o ettt et e te e et e et ie et te e eeenenaeaenneaeneeaea. 15 0 3 0.33 1 0 1 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|3r:24224071-242024233 - ldsi 14257|AGCTGCTGCAGAAGGAGTACGAGCAGAAGAAGGAACAGTTTAAGTCAAGTGTAAGGA-—ATTGAA-—A-AT-——-—--——-—--——"- GGAAA---T-TTCTTGGAA-A---AAT[f========—= A--—-——-- CTAA--AT-—--T--CAT-—--TTCC-TTTATTTTCCAGACCAAAACACACATTGTGGAGAAATATGGTGGCGAAGAGCATCTACAGGT |
droSec?2|scaffold 4:3725175-3725338 AGHTGCTHCAGAAGGAGTACGAGCAGAAGAAGGAACAGT TTAAGTCAAGTGTAAGGA--ATTIAA-—A-AT--———————————=- GGAAA-—--T-TTCTTGGAA-A---AATE=——======= A---—--—- A AT S S e A T = T G CENT T By T T CCAGACCAAAACACACATTGTGGAGAAATATGGTGGCGAAGAGCATCTHCAGGT
lam3 lchr3R:24863466-24863629 - |ldme 431 |AGCTGCTHCAGAAGGAGTACGAGCAGAAGAAGGAACAGTT@AAGTCAAGTCTAAGHA--ATTCAA--A-AT-—————————-——- GGAAA---T-TTCTTGGAA-A---@AT========—c A--—-———- CTAN--AT-———--CAT-———TTCCT T T TTCCAGACCAAAACACACATTGTGGAGAAATATGGTGGCGAAGAGCATCTACAGGT |
droEre2|lscaffold 4820:3170147- AGCTGCTRCAGAANGAGTACGARCAGAAGAAGGAECAGT T@AAGTCAAGT GTAAGHA -~ AT TN - -A-R-—————- GGGCRET(elelc/ AT R - S (e N C R N e T e BT A== Al === C AT = == = = TSI B T TCCAGACCAAAACCACATTGTGGAGAAATARGCRGGCGAAGAcATC T]CcAGGT
3170312 +
ldrovak3|3R:21635293-21635459 + | |l2ccTecTlcAGARANGAGTACGAGCAGAAGAAGGAACAGT T AAGTCAAGT GTAAGHA -~ AT THiAN-—A-R-—--——- GGCCRETETIVATEEE A BNl BN T[C AIERE VA Cl IEEE e I CTA-—ARN-—=—l--CAT-—- - TThIC-TT[eRiTT[eT CCAGACCAAAAC/ECACAT TGTGGAGAAATAMGGE\GGCGAAGAGCATCT/ECAGGT |
droEugl|lscf7180000409787:711802- afSiTceThicacarilcacTACGARCAGAARAAGGAACAGTTEAAGTClEAGTCT/EACEEY- —RiT T/ekTel- —bi-Nh-—————- TaAARETAANTTEEE-B- -accTaANScceaGHCliTccTAAREEE - FEEEEEEE RN e = = Ry \T eleler\ T ThgA GACEAAAACECACATTGT/EGAGAAATARGCRGGHGAAGAGCABCTACAGGT
711966 +
droBialllscf7180000302113:3356433- accTceTGCARAANGARTACGAGCAGAARNAAINGAACAGTTEAAGTClEAGTGTAAGHA - —RiTT/eh gy - LR —————- GATCAGAT----EE& -B--GacaaTcRccaTIGIIITCCTATEEEE -EEEEEEES e B LR - R el T T\ CAGACHAAAACECAA TTGTGGAGANETATGCRGGCGAlgcAGCAMC T]CAGGT
3356595 -
droTakl|lscf7180000410579:179595- AGCTGCTECAGAAGGARTACGAGCAGAAGAAGGAACAGTT@AAGTC/EAGTGTAACEEN- R NI N --A-BR-—————- - Lt aai---H-EeCc T T A A -8 - -Ealgr-———————-—- -—-—-—-- L= A== =N N T = === TR IV TV T TCCAGACCAAAACACACAT TG THGAGAATAMG G\ s ccealgcacc Ay TlEcAl\G T
179759 +
droElell|lscf7180000491261:1442505- AGCTGCTECAGAAI\GAGTACGAGCAGAAGAAGGAACAGTTTAAGTC/EAGT GTIAGHA - —RiT Iy - —4-AT-—-———- GacTRETEA-[\-EEE - All-SccaAANNGCEEEIN- Alia T TEETEEEET CEEEEEE Chb-—AR-——\-clr-——-TrchpirTeRINr ThicaAcaccaanAclgcACATTGTGGAGAAETAMGGE\ G GeealgcaccAc TlcAGa T
1442669 -
droRhol|lscf7180000780007:183725- AGCTGCTECAGAAI\GAGTACGAGCAGAAGAAGGAACAGTT@AAGTC/EAGTGTAAGHA - (T TINAA- —J]-AT-—-—-—- GATCEEAEA -IN-EEE - All- GiiACAINNG TRERSN- Alia A TEE TEEEES R Ch AR T T T T e T CCAGACCAARAACIECACAT TGTGGAGAAATAMGGTGGCGAAGAGCATCT/@CAGGT
183889 +
droFicll|lscf7180000454073:3480963- AGCTGCTECcARNAAIGAGTACGAGCAGAAGAAGGAACAGTTTAAGTC/EAGTGTAAGHE- Ry .X A - -A-Af--—-————————- RpNa Al --T-TTRTNCEA - - - R T e - INNAA= =A== leT - - - T TiC - Treeele T A GACCAAAACECACATTGTGGA A AlETARGCE\cGCGARAGAGCATC T]CAGGT
3481122 +
droKikl|lscf7180000302276:836508- aflctcetlcacarilcacTaccaceacardancealgcacTTlAAGTClgAGTCTAAGH - ~T TGy~ - - RTLe el —————- - - -7 - G- TiNC A AN A TR — G T LNy VA = N A= == = Telehlei T TE\CAGACCAARACHCACATGTGGAGAAATARGCEG Gl s AlgcAGCcA Tl TECAGGT
836665 -
droAna3|scaffold 13340:19704237- AGHTGCTECAGAANGAGTANGAGCAGAAGAAGGAACANT TRAAGTCIAGTGTAAGHA — [l A S el —— —————————=- Banife--1- T RTINS - - - A NEE === =s s A--—--—-- LN A N Xe == CAT ===~ - B i et T T~ cACRAAAACECACATTGTGGAGAAATAMGEEGGHGAGAGCATC TECAING T
19704396 +
droBipl|scf7180000396413:2684845- aciTccTEcaaalcacTAlGAGCA R AGARGAlgCAGTTEAAGTCAAGTGTAAGHA - - AN A - - AR - ————-—————- TEAINIT IR CRC-iia TENNA GEERENA | EEEE e A--—--—-- N e A e = N A T = == T I ' T TRiC AGACEIAAAACACACAT TGTGGAGAAATAMGGEGGHGAGAGCATITECAGGT
2684998 -
dp5 |2:13168818-13168992 + | [2ccTeTfdcaancealraccalcacAAGAANGAACAGT TAAGTCAAGT CTAACIISSIeIo I AL f I R = = = === ——————- -aTireTC-B---Ha----R - - EEE T AL T el ST G T S A T NI N e le T e (elc Chyel i Tpele T Tlec AGACA A A ACCANA TTG TGGAGARATATGGTGGCGAAGAGCATCTIENAG T
droPer2|scaffold 0:7283036-7283202 accTicTlcaaacGaITACGARNCAGAAGARINGAACAGTTRAAGTCAAGTGTAA G eTelo i A S - —— —————————~- -ATIATGTT-J---jia----H-EEE- - - -EEEEE EEE A - ——————- EeAls= = Al X Yol == [T T eC Cle T T I Xe T Tlec AcAcA A A A CliC AWA T TG TGGAGAAATATGGTGGCGAAGAGCATCTIGNAGGT
droWil2|lscf2 1100000004921:464640- ACTGCTGCAGAAGGAGTANGARCAGAAGAAGGAACANT TRAAGTCAAGTGTAAGHEN- —[lcleleial]- — ety - - — - — LV AR — - Re TR TEci A - - - -HA TE Y fe===as y-------- Cha- AR cpr— TN r TldcacAcilaaaACcACAT TG T GAGAAATATGGEGGEGAAGAGCATC THCAGGH
464802 +
drovir3|lscaffold 13047:18310440- AGCTGCTGCAGAAGGARITACGARCAGAAIAAGGAACAGTTEAAGTCAAGTGTACCHEN--ATNCAL-—A- TR VNI IV —————- - - - - - B - B -G C TRV Cl\c cCEEEE e A-—-—-——- R AR A Y - T T T TldcAGACCAAAACAGACATTGTGGANAAETABGGINGGCaAldeAlic AT CAGGT
18310595 -
droMoj3|lscaffold 6540:13430162- AGHTGCTGCARAAGGARTACGARCAGAANAAGGAACAGTT@AAGTCAAGTGTAEGHE- - ALV ey --A-A--—-————————- eAAA---eTRCTTECAANE- - - AN === == === B-—-—-—-- CTAA=—[N= === fler == == T T = Peelels T T[eC AGACIA A A AC[EACAT TG TGGAGAAAT ABGGI\GGCGAAGAGCATHT/ECAGGH
13430318 +
droGri2|scaffold 15074:6398670- nidcreereeacanileacTalcallcacanilancealgcacTTEaAGTClgAGTETAAGHE- - AN - B Al - - ———- Nann-—-[g-Srldeddifenife - - - A== ===coan N C A=A = == C Al P T T TleCAGACCARAACIHEACAT TG TGGAA AT ATGGGGCGANGAGCATHTIEAGGT
6398825 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:24224071-24224233
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:24224071-24224233
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_14257.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:3725175-3725338
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:24863466-24863629
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_431.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:3170147-3170312
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:21635293-21635459
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409787:711802-711966
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302113:3356433-3356595
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000410579:179595-179759
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491261:1442505-1442669
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780007:183725-183889
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454073:3480963-3481122
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302276:836508-836665
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:19704237-19704396
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396413:2684845-2684998
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:13168818-13168992
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:7283036-7283202
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004921:464640-464802
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:18310440-18310595
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:13430162-13430318
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:6398670-6398825
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dsi 30746 |31:10403845-10403906 + || candidate-rescued |3p_tailed_mirtron |intron

Legend: mature star mismatch in read

Predicted structure
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Genomic Position
Hairpin partition -e= Sense - Antisense Mature Star
Hairpin partition Mature Star
dsi_30746_annot [-9.0]
Show Alternate Folds
Flybase annnotation
intron [31_10403845 10403906 _+]; CDS [31 10403907 10404034 +]; CDS [31 10403767 10403844 +]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
SRR553486 SRR553488 SRR553487 SRR553485
MO053 SRR618934
M023 Makindu_3 0002 0001 SRR902008 RT_0-2  M024 M025 GSM343915 NRT_0-2 Chicharo_3
ATACCCTCACGGAACTGAGGGCAAAACGTGGCTACACCTACGATGATGAGGCAAGATCGGTGTTTCCTTAAAAAACAACCAACGAACCTAAGTAAACTTCGATTTATGACAGATCACCTGCTCGGAGAAGTGCCTTCCAGACTATGCCAACAAGTTGAAAGC day-old hours female dsim w501 hours day-old
Read # Hit |Total head ovaries Head Testis ovaries eggs male embryo body | embryo ovaries eggs ovaries
Tokkkkkdkokkdkokkdkkkdkkhkokhkokhdkokhdkkdkkdkkrdkkrdkkrdkkrrk (OO CCCCe (e e e e e e e e e 1))).)))).))))))) .. L kkkkkkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkk***k*x* 5jize Mismatch Count Norm Total body
.................................................. GCAAGATCGGTGTTTCCTTARR . ¢ o e v et ettt et e et et et et e e e e et et et e e et e e e e e e et e ettt e ettt et et eneaeneeaen 22 0 1 8.00 8 0 5 0 2 0 1 0 0 0 0 0 0 0
........................................................................................ TAAGTAAACTTCGATTTATG . « « ¢ e e et e et ee e e e e eneeeneeaeaeneeaeneenenenneaana.20 0 1 6.00 6 6 0 0 0 0 0 0 0 0 0 0 0 0
............... TGAGGGCAARACGTGGCTACACCTA &+t et e et e e ettt ettt et et et e e et e e et e et e e e e e et e e e e e e et e e e et et e et e e e e e e ettt et et e 250 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0
.................................................. GCARAGATCGGTGTTTCCTTA + « + e e e et e e e e et e et e e e e e e e et e e et e e e e et et e e e e e e e e eaeaeeaeneeaenenaeaenneaenneaas 20 0 1 2.00 2 0 1 1 0 0 0 0 0 0 0 0 0 0
.................................................. GCAAGATCGGTGTTTCCTTAR . + ¢ o e v et et et e et et et e e et e e e e et e e et e et e e et e e e e e e et et ettt ettt ee e e 200 1 2.00 2 0 0 1 1 0 0 0 0 0 0 0 0 0
............................... CTACACCTACGATGATGAGHE . . . . o .ottt ettt ettt e e e e e e e e e e e e e e e e e e e 212 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0
....... o Nolele) N-oki ey Nelelelos V. V.¥-No el cle] oL LN PP~ N 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
......... ofeley.V-Noh Je7-NeTeleloF-V. V.V o c AU A S O 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
...... TCACGGAACTGAGGGCARRACGTGG « « « ¢ o e v v e e e et e et et et e te e a e et et e e e et e e et et et et e e et e e et e et e et e e e et e et ae e et e et aetaeetaeneeaeaeaneaenneaeneaes25 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
......................................................................................... ARGTAAACTTCGATTTAT .+« et et e te e et e ee e e e e e e e ee e eaenenaenenaeaen. 18 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
................................................................................................................ ATCACCTGCTCGGAGAAGT .« v vt e e tieenieenenneneneeae. 190 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
.................................................... AAGATCGGTGTTTCCTTARRRRAC . & ¢« et e et te et te e e e et e e et e et e e e e e e e e et e ettt e ettt te ettt ettt ieeneaenen. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0
............................................................................................................................ GAGAAGTGCCTTCCAGACTATGC. .« v vvueveen... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0
....... CACGGAACTGAGGGCARARCGT .« « o et vt e e et ee e ettt ettt e e et e et et ettt e e et et ettt e e et e e et e et et e e et e e ettt ettt e e e e et 220 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
........ ACGGAACTGAGGGCARARC . &+« e ettt et ettt ettt ettt et et et 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 e e e e et 190 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................... CTGCTCGGAGAAGTGCCTTCCA . ¢ v vt ee e eeeeaenenen. 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
.................................................................................................................................... CCTTCCAGACTATGCCAA............ 18 0 2 1.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553486
M025 |Makindu 3
TATGGGAGTGCCTTGACTCCCGTTTTGCACCGATGTGGATGCTACTACTCCGTTCTAGCCACAAAGGAATTTTTTGTTGGTTGCTTGGATTCATTTGAAGCTAAATACTGTCTAGTGGACGAGCCTCTTCACGGAAGGTCTGATACGGTTGTTCAACTTTCG day-old
Read # Hit |Total embryo ovaries
Fkokdkokddkokkdkkkdkkkdkkdkokhkokhdkokkdkkkdkkdkkddkkrdkrdkrrkrrkk (OO (CCC (O e e e e e e e 1)))2)))) . ))))))) .. L kkkkkkkkkkkkkkkkkhkkkhkkkkkkkkkkkkkkkkkkkkkkkkk*x***x 5jze Mismatch Count Norm Total
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
ldrosim2|31:10403795-10403956 + ldsi 30746|ATACCCTCACGGAACTGAGGGCAARACGTGGCTACACCTACGATGATGAGGCAAGATCCETG-~TTTCCTTAAAA -~ —A————ACA—————————————————————————— ACCAACGAACCTAAGT—————————————————————————— AA-———————m - ACTTC==CGATTTATCAC-AGATCACCTGCTCGGAGAAGTGCCTTCCAGACTATGCCAACAAGT TGAAAGC |
|drosec2|scaffold 0:2877921-2878082 +| |ATACCCTCACGGAACTGAGGGCAAAACGTGGCTACACCTACGATGATGAGGCAAGATCETG-~TTTCCTMAAAA ——-A-— -~ ACA—————————————— - BCHAACGAACCTAAGT -~ ———————————————————————— AA-—————mmmm o ACTTC=CATTTATIAC-AGATCACCTGCTCGGAGAAGTGCCTTCCAGACTARGCCAACAAGTTGAAAGC |
lam3 lchr31.:10656778-10656939 + | |ATACCCTCACGGAACTGAGGGCAAAACGTGGCTACACCTACGATGATGAGEGCAAGATCENTG-—TTTHCT /AR ——-A- - -~ ACA—————————————— BchAEcGAACHTIfECT -~~~ —= === AA———————m o ACTTC-—GAINPTATHA C- AGATCACIITGCTCGGARNAAGTGCCTTCCAGACTATGCCAACAAGTTGAAAGC |
droEre2|lscaffold 4784:10655138- ATACCCTCACGGAACTIAGGGC[EAAACGTGGCTACACCTACGATGATGAGGCAAGATCEINTG- - Tldelcclraliafly- - -A----ACA--—-——————— -~ ChAlEcAACIJEAAGT -~~~ ———————— - - AA———————m - ACTHC-—ClT T eiTfir C- AGATCACHTGCTCGGARAAGTGCCTTCCAGACTAMGCCAACAAGITGAAAGC
10655299 +
ldrovak3|31:10655440-10655601 + I [ABacccTcac@eanCTGAGGGCARARCGTGGCTACACCTACGATGATGAGGCAAGATCEINTG-~TTTCCRTARAN- - -A- - —-ACf-—--—- - - - - - - - - - AN A A TAGT -~ =~~~ AA—————m - EcTN\-—clirTrEtiiAc-AcATCACCTGCTCEGANAAGTGCCTTCCAGACTATGCCAACAAGT TGAAAGC |
droEugl|lscf7180000409711:2528336- ATACHCTCACGGAACTGEGcEcClderAceTGGTAMACCTANGATGATGAGGCAAGATCCINTG— - TT TR NeE oA A - — - A- — -~ ACA-—————————————————————————— AcirNGAlcCHE I -~~~ AA———————m—m oo PNACINN = = CATTTAT A C- AGATCACHTGCTCGGAINAAGTGCCTlEC ClGACTATGCCAACAAGT TGAAEGC
2528498 +
droBialllscf7180000302428:7070184- ATACCCTCACEGAECTGAGGGCAAACGTGGCTACACIITACGATGATGAGGCAAGATCGGTG— ~ LN T[Cht AR A - — - A— —— —ACfg- - ——————— - ACHARN A ACCHRRT -~ =~ AA———————m oo AN~ GATTTATEIAC-AGATCACCTGCTCGGAGAAGTGCCT[8CCHGACTATGCCAACAAGT TGAAAGC
7070342 -
droTakl|lscf7180000416006:70980-71139 TAcCTCACEGAACTGAGGGCAAAACGTGGCTAEACCTAGATGATGAGGCAAGAQCGQTG——TTcAA———A————ACA ——————————————————————————— G AACCTARGT - -~ —————————————— - ———— AR—————m oo PNACTC==CATI. T~ c-AcaTACHTGCTCGGARAAGTGlC T8 cliGACTATGCCAACAAGTGAAAGC
+
droElell|lscf7180000490564:1516903~ aaciicTiiacceaacTRAGGGCARAACGTGGHTACACHTANGATGATGAGECAAGATCCEEG- -\ lecci\raalin - --A-—--FNg- - - - -~ - - - - - G A N T T T T A AA—————m—m - p eI\ = CAT T TATINIC - AGATCACCTGCTCGGARAAGTGHC TccacafjTaTGCclaACAAGTTAAGC
1517062 +
droRhol|lscf7180000780091:312677- ATACHCTCACGGAACTGAGGGCAMAACGTGGCTACACHTANGATGATGAGGCAAGATCCELNG--R\rTcci\raaiia---A-—--AR- - - ——-— - - - T T A T e T Af--—-—- - I EC == CATTTATIA C- AGATCACCTGCTCGGARRAGTGCCTcCcAGANTATGCCAACARRTTGAREGC
312838 +
droFicll|lscf7180000453841:377811- A PN N = TN TTATiEC - AcaTcACHTGCTCGGARAAGTGlcTTCCcliGACTAlGccaaCAAGT TAAAGC
377970 -
droKikl|lsc£7180000302351:784267~ -IlccccTAaTTCTAACTTCTARNACAREENIGCCITIN RN TNVl N~ [N-Nehle T/ehic ele c/NehuNilele A 'NNINNE iV NG ele
784431 -
droAna3|lscaffold 13337:15564458- R T FCT NN BTN TieC - AcaTIacliTceTeceallaacTaecTlgccldcacTaTcecaacaacdreanlgsc
15564609 +
droBipl|lscf7180000395832:141660- BA—————m—m—mmm - XS\ SL I TiNeC - AcATACHTGCTCGGARAAGTGCC TlgcclgcacTATGCCcAACAAGETGAAGC
141814 +
lap5s |xR_group6:9098438-9098590 + | |E B riXg8ccABc Teceec@aaacGTGGC TARACC TACGATGATGAGECARGATCHCRG -~ TE T TRAR - - B2 - - - -BcA- - - - - - - - - - - - - - - 8~ — — — — — ——— — — T —— T — IRCTEc ST TelemigeC - AGATCACCTGCTCGGAGAAGTGCCTTCCEGACTABGCCAANAAGETGALENA |
ldroper2|lscaffold 3345:4208-4360 - | | e~ iNgeccABc Teceec@aAACGTGGC TANACCTACGATGATGAGGCAAGATCHCR G- - Ty AR - - B2 - ---BcA- - - - - - - - - - - - - - - - e (G T~~~ == === ——————— - T — — —_— IYCTEe e T{eleiiilec - AGATCACCTGCTCGGAGAAGTGCCTTCCgGACTAGcCAAlAAGETGALENY |
droWil2|scf2 1100000004511:6212236- ciic T GlEiNSIA T/EFACIle ClE T ElelcINAClIeNeleleiyN TNl (&N A N CINEE TG TEC - - A - - - B -l - - - - - cCINAAGGATAGI T TCCATCAGTCATCCTCTCTTATATGTACE - - - - —- - - - — - T TCEE e e e ci\acaTcaccTecTcGealNerRTGeeTlgcclgeacTaTGecancanNETGAARGC
6212411 +
drovir3|lscaffold 13049:1678559- rgefec TleriN\cancTcNgeA rldccTeaecTACACCTACGAGA TR GolARGH T CLNC[le - ~[lerlec A A~ - - A A — - — - — - — - TG-—-—-—-—-—- T G BA-—————————- I e == Cl T Telelslelec - AGATCACCTGC TC8GAGEAGTGCCTlgc ClecaAliTATSEA ACAAGTGAAGGC
1678714 +
droMoj3|scaffold 6654:2140864- Al c TR NN GAEC TClecaNder Alc GcccTAlA ClTACGAEGA TR GOAI Nl N — I - - — - G R N . o e g — — —— — — — =~ — TGCGAIGAAATTTCTCACACTACAGTTCTCATGG it e e CANT T == CARTTATIleC - AcaTCACHTGHTCEGAINdrITGeeTlgc clcalT A A AcAAGlETIA AlEGC
2141031 -
droGri2|scaffold 15110:2766431- dgr 282 |addXecTErificaldcTccXgeraaccEcGcTACAECTACGAGGATGAGEIERNCIRECING T - TL N XN ARA - - - A— - - - ACA-—————————— T T T - - — - - — - - e — - BT TN resg e c - acaTCcAaCCTGHTCGGAGEAGTGCCTlgcClgcalTA TS AACAAGHTIIA AlgiC
2766581 +
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http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1795.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:730362-730572
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:1194589-1194823
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415722:103138-103312
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491232:161869-162076
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780265:156473-156683
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453811:56703-56922
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302411:441422-441668
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:5014085-5014313
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_91.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395751:823775-824000
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:9802137-9802349
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3826.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:5118111-5118332
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2480.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004510:1465966-1466124
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5424.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:18068715-18068893
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24649.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:11689326-11689523
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3164.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:4197227-4197430
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_473.html

ID: Coordinate:

dsi 11594 |3r:22161185-22161256 - | candidate-rescued | 5p_tailed_mirtron | intergenic

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star (08 riz1(d 91N g 11111 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Sjze Condition 22161300 22161250 22161200 22161150
Genomic Position
Hairpin partition - Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Sense Strand Reads
hide 3p reads‘ show mid mismatch reads H
SRR553487 SRR553488 SRR553486
MO053 SRR618934
NRT_0-2 0001 0002 RT_0-2  M023 GSM343915 M024 Makindu_3
CTCATGGTCGACAGGGCCCAGGAGAACCGTCCGCACATCATCGACGGCAAGTAAGTATAGTCTGGGTGGGGGGTCATATCGTACCTAGAATGGATCTATACCATGTGGCCTTTCGCTTCCAGAACTGTGGAAGCCAAGCGCGCTCTGCCCCGTCCCGAACGCGAATCGCGCG hours hours female dsim w501 day-old
Read # Hit |Total eggs Testis Head eggs head body embryo ovaries male ovaries
Tk k ok kk ko kk ko ko kkdkk ok ko kk ok kkkkdekdkkdkkdkrk (CC(CCCCCCCCCCCCC OG- (... 1))))))S)))D)D)DN)))))))) L. Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k** gjze Mismatch Count Norm Total body
.................................................................................................... CCATGTGGCCTTTCGCTTCCA . + e v v e te et e e et te e e e e e e e ee e eee e eiaeiaenneenaea 20 1 4.00 4 0 2 1 0 1 0 0 0 0 0
.................................................................................................... CCATGTGGCCTTTCGCTTCCAG . « v e e e e e ee e e e eaee s ta e eeaeneeacnenneaenneaennes22 O 1 4.00 4 0 2 2 0 0 0 0 0 0 0
................................................................................................ TATACCATGTGGCCTTTCGCT .+ ¢ v v e e e et ee e et et e e eneeneeneeneenaenaenaeeaeeaaaa. 2l 0 1 2.00 2 0 0 0 1 0 0 1 0 0 0
...................................................................................................... ATGTGGCCTTTCGCTTCCAG . « ¢ e e e e et e et e eaeaeaeeneeneenaenaenaenaeeaeeaaes 20 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0
.................................................................................................... CCATGTGGCCTTTCGCTTCCAGH . - « v vttt i i e e e e e 231 1 1.00 1 1 0 0 0 0 0 0 0 0 0
............................................................ TCTGGGTGGGGGGTCATATCGTA « « ¢ v e e e e e e ettt ee et et e e e e e et e e e e e e e e et e e et et eneaeeneaneeneenaenaenaeeaeeaaea 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0
............................................................ TCTGGGTGGGGGGTCATATC « « + « v v et e et e et e et e et e et et e et et et e e e e e e e e e e e e e e e e et et ettt ettt et 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0
........... CAGGGCCCAGEAG AR . « . o ottt et e e e e e e e e 162 20 0.05 1 0 0 0 0 0 0 0 1 0 0
Anti-sense strand reads
SRR553488 SRR553486 SRR553487
GSM343915 M023 RT_0-2  Makindu_3 NRT_0-2
GAGTACCAGCTGTCCCGGGTCCTCTTGGCAGGCGTGTAGTAGCTGCCGTTCATTCATATCAGACCCACCCCCCAGTATAGCATGGATCTTACCTAGATATGGTACACCGGAAAGCGAAGGTCTTGACACCTTCGGTTCGCGCGAGACGGGGCAGGGCTTGCGCTTAGCGCGC hours day-old hours
Read # Hit |Total embryo head leggs ovaries eggs
Jede sk ok okde ok ok ok ke ke ko ok ek ke ke ke ke kol CCCCCCCCCCCCC CCCe - (e 1)))D)))DNDDDDND))D))))) L. kkkkkkkkkkkkkkkkkkkkkkkhkkkkkkhkkkkkkhkkhkkkkkkkkkkkkkkkk***k* gjze Mismatch Count Norm Total
............................................................. GACCCACCCCCCAGTATA .+t vttt et e et e et e et e ettt e e et e et e e e et e e e e e e e e e e e e e e et e ettt ettt e, 180 1 1.00 1 1 0 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
|drosim2|[3r:22161135-22161306 - |dsi 11594|CTCATGGTCGACAGGGCCCAGGAGAACCGTCCGCACATCATCGACGGCAAGTAAGTATA--GECE=Go-—========cooo-oooos GETCCECECETCATATCETACCTAGAATG-————— G----—-- ATCTATACC-—---- ATG--——-———————————- TGGCCTTT----—-—- C-GCTTCCAGAACTGTGGAAGCCAAGCGCGCTCTGCCCCGTCCCGAACGCGAATCGCGCG
droSec2|scaffold 13:1474137-1474308 CTCATGGTCGACAGGGCCCAGGAGAACCGTCCGCACATCATCGACGGCAAGTAAGTATA--GECE-G-—=====—===-=—-—-——-——_ GETCCECECETCATATCETACCTAGAATI---—-- G------ ATCTATACC-—=---- ATG--—=—-———————————- RAeeeeTTT--—----- C-GCTTCCAGAACTGTGGAAGCCAAGCGHGCTCTGCCCCGTCCCGAACGCGAATCGCGCG
lam3 llchr3R:22700774-22700945 - |ldme 416 ||CTCATGGTCGACAGGGCCCAGGAGAACCGTCCGCACATCATCGACGGCAAGTEAGTATA--CINCTFSjjs=====sooaoasooanx GETCCCCEN I CATATCETACCAGAATIN---—-- G---—-- ATCTATACC-—=---- ATG--——-———————————- RAeceeTTT-------- C-GCTTCCAGAACTGTGGAAGCCAAGCGHGCTCTGCCCCGTCCCGAACGCGAATCGCGCG
droEre2|scaffold 4820:5339872- CTCATGGTEGACARNGGCCCAGGAGAACCGTCCCACATCATCGACGGCAAGTEAGTATANECT- -~~~ B IGCCECCTATAICEThCc Cl\acAnTIY- - —- - G--—-—- ATCTATACC-—-—-- ATg---—--—-——-—-—-——-—-§ by \cCeTTT--—-———- C-GCTTHCAGAACTGTGGAAGCCAARCGccTcTGCcceacclicancclicalgrcaeaes
5340040 +
|drovak3|[3R:23787921-237880091 + | lcThaTceTlEeacallcGCCcCcAGGAGRACCGTCCGCACATCATIGACGGCAAGTIEAGTATH- - CyI-@e - - —=====s=soososoaas LCTCECECCT AT ecE TR ci\acAnTIY- - - - G--—-—- ATCTATACC-—-—-- A ¥ccetEr-------- C-GCTTCCAGAACTGTGGAAGCCAAGCGGCEcTGCCCCGTCCHGARCGCGAATCGCGCG
droEugl|scf7180000409770:152720- ETIA TGGTIEGACAGGGCCCAGGAGAACCGTCCRCACATCATCGACGGRAGTAAGTATA - -ClaCf S tj=======s-aooene Cc------ TTCA----- CTACC/E e — - ——— -EEGTTAINN- - - - - - - R - - -EETGGAAACTCCTATCANTARTIELEEEEEEE Re-pfirtiiNacaacrericaEcciiaaceagecTeTeccleccclicaacceccanTeeealgs
152889 -
droBial|lscf7180000302113:2963800- ArCcATGGTEGACAGGGCCCAGGAGAACCGECCGCACETCATCGACGGCAAGTIEAGTIHEA - N eI G e =eeee e e - - - ———T[EA- - - - - - T/ AIGAINNNEC TCACT/CEEEEE aTcEaRACE-—---—- —— - B T G A A A C o — — C— — — — — c-rTccacaaclgeTcealgcccancedgecTereccecadecceaaccecaniicfdcalgs
2963963 -
droTakl|lscf7180000415215:146159- ArcATGGTEGACAGGGCCCAGGAGAACCGECCGCABTCATCGACGGCAAGTIEAGT AN - - N - —oooooooosees - - - — - -EEAIEGHCIiGECIATEC TAINAClEEEEE R ATCTA - ————— B -—--—-—-———————- ATATTIGC Rt c-criciiacancreTcealgsccanciillccTerecclgccldcciicaaccecaniicfdcces
146313 +
droElel|scf7180000491280:740628- FTCATGGTGACAGGGCCCAGGAGAACEGECCGCAEATCATCGACGGEAAGTEAGTATA——G— ——————————————————— AGGCTCTELCT TGTET NIRRT G--—-—- Ergsirallc-—-——- - - B TR GTATCEEEEEE - - - - - -t GXic-EfirTccacaalfdcTceaaGecanGeEccTCTGCCgcGTCClGABCGCGAATCGCGHG
740792 -
droRhol|scf7180000780070:146605- TCATGGTGACAGGGCCCAGGAGAACEGECCGCAEATCATCGACGGCAAGTEAGTATA——GT—E ————————————————————— B L e T LN TS TINGAA TG - - - — — - G--—--- ATCTREIARC-—--—- ETh--—--—-——-——————- Rccerfgr---—---- Ec-fclerccacancrereeaacccarlcagecreriiccficeTeccealgccecaarceedlgs
146768 +
droFicl|scf7180000454055:2597852- TCATGGTGACAGGGCCCAEGAGAACCGECCGCACATEATCGACGGCAAGTAAGTETE——cg— —————————————————— C----—-ARJA- - - - - TIINJST - GTjHEEEEEE ci----- TiiTCGAING-Eat - - B T AR A A e — — — —[¢— — — e e - BT THCAGAACTGTGGAAGCHAAGGEGCIcTGeclgcalccljcaacaeeanTCaedgs
2598012 -
[ ——
droKik1|lsc£7180000297719:40860- A il TlEGACAGGCCCAGGAGAACCGTCCGCAETCATCGANGGCAAGTEAGTAMA - - [N \Clg N Ne=saaaoonae e T--—-—-AF- -THGCHEC- - [T - - I\a A BEEEEEeEEE GITIINGIA TR - - - - - —--—- - -——- L RNC [ SeTleCAGAACTGTGGAEGCCAAGCGCGCTITGCCCCGgccleancceaalgTeaealgs
41020 +
droAna3|scaffold 13340:16631689- A TeeTRGACAlNGeClgcaceacaaccalccGe AT CATCGACGGCAAGTAAGTITH - - EClE [ VRV === —————————= —-—————————————-[ccTTCAT/NICEEEEE errccTaNNTACATA-FEEEEE - - -E TR GTAT TREEEEE eccE--—-—- aXi-fcT@NiAcaAcTGTGGAAGCRAAGClgGCTlTGCCcCccalccceaacaGaaTClcGea
16631856 +
droBipl|lscf7180000396424:148554- cTcATGGTRGACARGGCcAGGAGAACCEc e AlETCATCGACGGCAAGT ARG T g TH - - e S N N e T G ek Yele S Tel T G - — - — - - G-—-—-- TifelcTAINT -CEEEEE - - B TR GCATCEEEEEE i — = === TAATRTGHCA T/ NI INNEISNC el » [NNEISIE G elehi Tilelslelelele C ofe n FNNSIe T/eFNGIde A Slelele
148713 +
B |l2:4765630-4765798 + | |@ErrccTEcAcaARcccReaceacaachcgcccaliaTcaTceaccecancTafc THEN- - R TTTATACATTTTTG BT A CHTGAATG-—-—-- R AT AR INE-—-——- AT - - T T ThA IR W-ccrrldcacanclcsrcealgsccaacedgsclcTacciicclicclgcaEcciica@cEccca
laroper2|scaffold 19:462805-462973 + || |8 rccTEcAcAMccRcaceacaachcEcclcaliaTcaTceaccecaacTaRG THEN- - GRIEE TTTATACATTTTTG BT A CTHGAATG-—-—-- G--—--- AT AR INE-—-——- AT - - TRGRRy T T - — - —-——- W-ccrrldcacanclsrcealdsccaacedgsclicTacciicclicclgcaEcciica@cEcece
droWil2|scf2 1100000004943:2612384- Xeir reeTecacalleeclgcalcacaniicclccllcaclgrcaTccaceceancTlEac TN - - LN GCATTTCATTTTAT THGESATCTC YT ----—-- T ————— = — R cTETTi- - B TATCTTTHECACT TINGNNC N\ ARV A §le » Eleiichiclelelelele c[Seleler-VIEI I N.Xile ~ [Slelete]
2612547 +
drovir3|scaffold 13047:18320029- dvi_ 17470|decarccTcafaicclEcalcacaaccollcccealATCATHGACGGCAAGTANGTAT--S .— —————=— — - — - —— —— — - - [NGT[EL AT TG CIA TR - ErcilaTfeiic-—-—-- AT - - - —————- i TATLGIT T TTCGG TG T/ iNe TINTVNIIINEIIG elel /¥~ Slelelele » Sielele c[slelifele c NG le T/ c A S e T e
18320198 -
droMoj3|lscaffold 6540:13419408- CATGGTEGAEAGGCCAEGAGAAHCGTCCGCAEATCATEGACGGCAAGTAEGTT——m—g ————————————————————— - —-——————-AJNI-CTENCTTAT-T-- -EGCATCEEEEABECIRTAINCTEATTATT- - - B8 TGTTATCTACTATTRATCTEIGAREEEEEA TR T T GIle T/NJVNG C Nl NNele 2 [NNA e A Eleli TiNelslelelelelvele . TG SlelelelN~ B A Slelele
13419590 +
droGri2|scaffold 15074:6387985- e T TicApARNGClEcalcacaAccagcCl8cAlATCATCGACGGCAAGTANG /e - - Nl SEESsmnsnnsnsns e cTilaAAECcCCTTIVNIAEH - - GilTA TINNEEEEEEE c R ATHAATRINC-—=-—- ATG--—=--————-————-—- cAAATA--EEAACACTTHT TAIIE TN VNGNNISNC/Ee TN Helelelehi Tilelse » Heliiele c G /eleleiNC A Selele T/E
6388158 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:22161135-22161306
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:22161135-22161306
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_11594.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_13:1474137-1474308
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:22700774-22700945
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_416.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:5339872-5340040
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:23787921-23788091
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409770:152720-152889
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302113:2963800-2963963
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415215:146159-146313
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491280:740628-740792
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780070:146605-146768
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454055:2597852-2598012
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000297719:40860-41020
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:16631689-16631856
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396424:148554-148713
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:4765630-4765798
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_19:462805-462973
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:2612384-2612547
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:18320029-18320198
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_17470.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:13419408-13419590
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:6387985-6388158

ID: Coordinate:

dsi_32443 |3r:7258365-72584935 +

Confidence:

candidate-rescued

Class:

Canonical miRNA

Genomic Locale:

3pUTR

View on UCSC Genome Browser {Cormell Mirror}]

Legend: mature star () iinidiBielifg it mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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7,258,350 7,258,400 7,258,450 7,258,500 7,258,550 = I | | I I I I I | | ™
Genomic Position 20 21 22 23 24 25 26 27 28 29 I | | I |
Size Condition 7,258,350 7,258,400 7,258,450 7,258,500 7,258,550
Genomic Position
Hairpin partition -e- Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
three_prime UTR [3r 7257719 7260337 +]; utr3 [utr3_minus_8043]
No Repeatable elements found
Sense Strand Reads
hide 3p reads ' show mid mismatch reads
SRR553486 SRR553487 SRR553485 SRR553488
SRR618934 MO53
Makindu_3 M024 M023 NRT_0-2 Chicharo_3 M025 RT_0-2  SRR902009 0001 GSM343915
CGGCAAAACTTGAGATAATACTGAAAAGTAATGAAAACAAAACCAAGCAACAAAAACAGTAATCGTAATGAACAAACAAATGCGGTCGAGCATCAGTAAGTCGAACTAGATCTACGAATATAGTTCGCCTTGCGGAGGTTCGTCTGTGTGCTTAAAGTAATGT TAAACATGTATGCAACAAGTTTAGTGAGCCTTGTGTTTAGT TTAGT TGT TGCAAGCACTCACCTGACT day-old hours dsim w501 day-old  female hours
Read # Hit |Total ovaries |male head eggs ovaries ovaries body |embryo eggs testis Testis embryo
khkkkhkhkhkhkhkhkhhhkhhhkhhhkkhhkhkhhhkhhhkkhkhkkhhkhkhhhkhhkhkkhkhkkhhkhkhhkhkkhkhkkhkhkkhhkhhkkkkkkx R N T N N N N T DYDY D)) NI e hhkkkhkhkhkhkhkkhkhkhkhhhkhhkhkkhhkkhhkkhkhkhkkhkkkhkkkhkhkkhkhkkkkkkkkkhkkkhkkkkkkkkkkkkk*kkk*x**x gize Mismatch Count Norm Total body
..................................................................................... TCGAGCATCAGTARGTCGAACT . « &+t ottt et ettt e et e ettt et e e e et et et e e e e e et e e e et et e e e e e e e e e e e e e e e e e e e e e e e e e 220 1 4.00 4 0 2 0 2 0 0 0 0 0 0 0 0
..................................................................................... TCGAGCATCAGTARGTCGAAC . & ¢« vt e ettt te e et et ettt e et et e ettt et ettt ettt et e ettt et e e e et et e e et et e et ettt 210 1 2.00 2 0 0 0 0 0 0 0 1 0 1 0 0
................................................................................ TGCGGTCGAGCATCAGTARGTCGAAC . &+t e vt v ettt ettt ettt e et ettt ettt e e ettt et e et ettt et ettt et e e e ettt ettt et ettt et e et 260 1 2.00 2 0 0 0 0 0 1 0 0 1 0 0 0
........................................................................................................................... TTCGCCTTGCGGAGGTTCGTCT ¢« v v e e ee e et e ee e e e e et e e e e e e e e e e e e e et e e e e et e et e ettt ee e 22 0 1 2.00 2 0 0 1 0 0 0 0 1 0 0 0 0
............................................................................... ATGCGGTCGAGCATCAGTARGTCGA . « ¢« e v e et ettt e et e e e e et et e e e e e et e e e et et et e e e e e e e e e e et e e e e e e e et e e e e e e e e e e e e e e e 250 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................................... GTATGCAACAAGTTTAGTGAGCCT . « v vt e e e et ieeeeeneeneeaenaennenan. 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0
.................................................................................................................................................................................................... TGTTTAGTTTAGTTGTTGCA. . .o vvvuen..n.. 20 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0
........................................................................................................................................................................................... TGAGCCTTGTGTTTAGTTTAGTTGT . o v o v e veennen.o. 25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0
........................................................................................................................... TTCGCCTTGCGGAGGTTCGTCR . « . ot it ittt ettt ettt et e ettt e e et ettt et i 221 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0
......................................................................................... GCATCAGTAAGTCGAACTAG . « « ¢ e e e e e et et et e e et et et et e e e et e e et et e e e e et et e et e e et e e e e et e e e et e et et ee ettt et 200 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
........ CTTGAGATARTACTGARRRGT . + ¢ e et ettt et et te e et et e e e ettt et e e e e et e e e et et e e e e e e e e et e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et 210 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0
...................................................................................... CGAGCATCAGTAAGTCGAACTAGATC . & ¢ v v e vt et te e ettt et e e e et e et e e e e et et e et e e et e e e e et e e e et e e et e e e e et et e et et et et et ea i 260 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................................................................. GCCTTGTGTTTAGTTTAGT . « v v v v eeeeenneneen.. 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0
........................................................................................... ATCAGTAAGTCGAACTAGATC . « o« vttt ettt ettt et e e et e e e ettt et e ettt e et e e e ettt et e ettt et e ettt e et e et et ettt et e et 200 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0
.............................................................................................................................. GCCTTGCGGAGGTTCGTCTGTGTGC .« « e v v v et et e e ettt et e ettt et e e e e e et e e e ettt et e et ie i e i 25 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0
.................................................................... TGAACAAACAAATGCGGTCGAGCATCAGT « « ¢« v e e e e et et et e e e e et e et e e e e et et e e et et e e e e e et et e e e e et e e e e e et et e e e et et ee e e et e e e et te e enetaeaenaeneaenaenaeaa29 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
...................................................... AACAGTAATCGTAATGAACAARACARR . « .« e et e ettt et ee et e et et et e et e e e e e e et et e e et et ettt e et et e et et et e e e e et e e e e e et e e e et e e e e et e e e 260 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................. TCTACGAATATAGTTCGCCTTGCG M « v e e v e e et e et e e et e e e e e e e e e e e e e et e e e e e e e e e e e e e e e e e e e e et e et e ettt e e et e e e i 240 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0
.................................................................................... GTCGAGCATCAGTAAGTCGAAC . « &+t e et ettt et e et e e e et e et et et et et e et e e e et e e e e et e e e et e e et e e e e et e e e e e e e e e et e e e e 220 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
........................................................................................... ATCAGTAAGTCGAACTAGATCT .ttt et ettt et et ettt et e ettt et e e e e ettt e e et ettt e e e et e e e e et e et et ettt ettt ettt e i 220 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0
........................................................................................................................................................................................................... TTTAGTTGTTGCAAGCACTCA. ...... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0
..................................................................................... TCGAGCATCAGTARGTCGAACH . « . o oottt ittt ettt ettt ettt ettt et et ettt et ettt ettt e e e e 221 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
......................................................................................................................... AGTTCGCCTTGCGGAGGTTCGTC x « v v e e e e et e e et e e e e e et et e e e e et e e e e e ettt e e ettt et e ie et 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
...................................................................................... CGAGCATCAGTARGTCGARCT . ¢ v e et ue e et e et e e ettt e e e e e et et e et e e et e e e ettt e e e e et et et e ettt et e et e et e e e et 210 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0
............................................................................................................................. CGCCTTGCGGAGGTTCGTCTGTGT « « v e e v e e e e e e e e e e e et e e e e e et e e e e e e e et e e e et e et e et e et e e ieaeneeneea. 240 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553487 SRR553486
M053 |SRR618934
M023 0001 NRT_0-2 Makindu_3
GCCGTTTTGAACTCTATTATGACTTTTCATTACTTTTGTTTTGGTTCGTTGTTTTTGTCATTAGCATTACT TGTTTGTTTACGCCAGCTCGTAGTCATTCAGCTTGATCTAGATGCTTATATCAAGCGGAACGCCTCCAAGCAGACACACGAATTTCATTACAATTTGTACATACGT TGT TCAAATCACTCGGAACACAAATCAAATCAACAACGTTCGTGAGTGGACTGA hours day-old female dsim w501
Read # Hit ||Total head Testis|eggs ovaries |body | ovaries
R R R g R R T T N T 1IN IIN)) ) Y)Y III) ) e Ik kkhkh kA Ak kh kA Ak khkk Ak kkhk Ak kkhkkkkkkkk Ak kkhkkkkkkkkkkkkkk**k*kk*k*k*** gjize Mismatch Count Norm Total
........................................................................................................................................ CCRAAGCAGACACACGAATT . « . vt ettt ettt et et e ettt et e ettt et et ettt et et e i, 190 1 1.00 1 1 0 0 0 0 0
................................................................................................................................. AACGCCTCCARGCAGACACAC « « v et vt et te et ettt e et e e e et e e e e et e e e et e et et et e e et ei e 210 1 1.00 1 0 1 0 0 0 0
............................................................ TTAGCATTACTTGTTTGTTTA . « ¢« v e e et e e ettt et et et et e et e e e e e et et e e e et et e e e e e et et e e e et e e et e e e et et e e et e e et e e e et e e ee e e et e ae ettt eneta e enenneneaennenaea. 2l 0 1 1.00 1 0 1 0 0 0 0
...................................................................................... GCTCGTAGTCATTCAGCTTGA . ¢ e v e et ettt e et e e et e e e e e e et et e e e e e et e et e et e e e e e e e e e e e e e e et e e e e e e e et e e e et e et et et e 210 1 1.00 1 1 0 0 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|3r:7258315-7258545 + ldsi 32443||lcGGCAAAACTTGAGA--TAATACTGAAAAGTAAT---GAAA--———- S N CCAAGCAA-CA-—--- A----AAACAGTA-ATCGTAATGAACAAACAAATGCGGTCGAGCATCAGTAAGTCGAACTAGATCTA--——- e N ATAGHECEECTICCEEATEETTCETCTGTGTGCTTAAA-—~GTAATGTTAAACATG-——— -~ -~ —- TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGT————————————~- TGTTGCAA--——-————- GCACTCACCTG----- ACT]|
droSec2|lscaffold 12:131783-132004|dse 1848 [[CGGCAAAACTTGAGA--TAATACTGEAAAGTAAT---GAAA—--——- ACARAA——————————————m CCAAGCAA-CA----- A----AAACAGTA-ATCGTAATGAACAAACAAATGCGGICGAINCATCAGTAAGTCGAACTAGATCTA--——- CGAAT - = ————m—m oo ATAGEECECCTTCCEEASGETTCETCT GTGTGC TTAAA - —GT A A T G — = = == == === TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGT ————————————~- TGTTGCAA--——-—-——- GCACTCACCTG----- ACT
sl
|am3 llchr3R:14020053-14020288 -[dme 386 ||CGGCAAAACTTGAGA--TAATACTGAAANGTAAT---GAAA-————- ACAAAA-————————————————— CCAAGCAA-CA----- A----AAACHGTA-ATCGTAATGAACAAACAAATGCGGTCCALNATIEGTAAGTCOEACTAGAT CT ARIERENAC G AR~~~ — = —— == === —————————— EATAGETCECCTTCCCCA- N TCELNC TG T TGC TTAAA--GTAATGTTARACATG -~ ———————— TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGT - ———————————— TGTTGCAA-—-—-————— GCACTCACCT[®----- ACT]|
droEre2|scaffold 4770:7615250- der 1525 |CGGRRAAACTTGAGA--TAATACTGAAAAGTAAI---GAAA----—- ACAAAA———————————————m—m CCAAGCAA-CA----- A----AAACAGTA-ARCGTAATGAACAAACAAATGCGGICGAGCHTICHGTAAGTCOEACE AN TA- -~~~ F\ralg----— - B2 GETCECa CC A e T TCELNC TG T TGC TTAAA-~GTAATGTTAAACATG- - ——————— - TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGT ———————-—-——~ TGTTGCAA-—-—-—-——-—- GCACTCACCT[@----- ACT
7615478 +
ldrovak3|3r:2621970-2622198 - ldya_132 |lceecanaacTTGAGA--TAATACTGAAAAGTERRN---clAR-----—- ACAAAA-—————————————————————————— CCAAGCAA-CA-—-—- A----AAACAGTA-ATCGTAATGAACAAACAAATGCGGECGAGCHTICHGTAAGTCGEACTAGAcTA--——- g-\y-------\-—\--\--\— - BrAGETCEHCTH CCASSE T TCE\C TG T\ GC TTAAA- -GTAATGTTARACATG -~~~ —————— TATGCAACAAGITTAGTGAGCCTTGTGTTTAGTTTAGT - ———————————— TGTTGCAA-—-—-—-—-—- GCACTCACCT[@----- ACT]|
droEugl|scf7180000409246:369718- GGCEAAAETGAGA——TAATACTEAAAAGTAAQ———EAAA —————— GG Y N cipaccaa-fga-—--- A----AAECAGTA-ATCGTAATGAACAAACAAATGCINGTHGANClTClcTAAINNCGAACT Al TA - - —-- GANGIAAAAGTAAAATTTATAAATGAACTTGAAGT TCTGCT TGIGEILISEAAINIAGAE N CEhlIelea S Jelleiia ShE TV T LV VNIl LI V-VNS NlcEEE TATGCAACAAGTTAGTGAGCCTTGTGATTAGTTT8GT-—-—-—--————- TGTTGCAA-—-—-————- cacrcaccTlg----- ach
369986 -
; cacccclNaal
droBiallscf7180000299102:1950352- cllccalgaacTlecaca--TaSraccArAAGTAAY---cARAA-——--- ACAAAA-——————————————m—m CCAAGCAgcA-—--- A----AAAAGTA-ATHGTAATGAACAAACEAES I\ cTceal\cliTclicTallcTc\aacTAGA ] cTA--—-- GARNNACGAGCAAAATCTGTAAAGAAACTTGAAGTTCTCTTTTIGAILISEATICARA ST AIIICEATECA - - - CIEVIERIFVNEA A IN-YNT NTcEEEE TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGT - ——————-————— TGTTGClgA---—-—-—-- AcaidrcaccTNdelder c iy
1950622 +
droTakl|scf7180000414450:147904- NG AR A A C TG A G - - T A e — — — R~~~ —— — - — - — - e 2.~ C A~ = - = - A----AAACAGTA-ATCGTAAN A ACA D ci\c Thdiar T cifiT Al TcfdaacTAGAcTA- - —- - GANNACAAGTAAAATCTTTGAAAGAACTTGGAGTTCTATT TGN Ll ATIliARALE-H- - — - — - — - - - - — - ———— - B NI LT N-NNT NTcEEEEE TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGT - ——————-————~— TGTTGCAA-—-—-————~— RAcaldrcaccerly----- ach
148109 -
droElel|scf7180000491008:2241852- cllccaifiacT@A A --TaaTacTlAAAAGTAA NN A A - - —— - - L N Y - B e eccanceaeca----- A----AAACAGTA-ATEWEAATRAACAACAA AN I\ GTcealiciiTclINeAAGTCGAACTAGACTA- - —-- GARTCACAAGTTAAATEEEEEEEEA 2 CTTGAAGTTCTGTTTIMIGEACHEAAGATGTALCAT]IIEA LA RA ANV T A [VXTeli A EVN A TR TATGCAACAAGT TINEGTGAGCCT TG@GT TTAGTTTAGT - ———————————— TGTTGCAA-—--—-—=—=-— Acafdrcaccerly----- ach
2242116 +
droRhol|scf7180000778633:31118- CAGCARAACT[EGAGA--TAATACTGAAAAGTAAI---GAAA--—-—- ACAAAA—————————————————— -~ ccaaceanfgca-—-[¥a----aaacacTa-aTceaaTcAACAAECAA AACI cTCclickiTciiNrAacTCceAACT AR C TS - —- - GAIYNIACAAGTACAATTACAAAGCTAAATAGAAGTGATGT TTENGEINISEAGiiIATAETEA HISE AR AlIA A CIEIN-V IVl i V-V NG N e TATGCAACAAGT TRAGTIAGCCETGTGTRTAGTTTAGT - - —-———-————- TGTTGCAA-—-—--—-—- cacTcaccTlg----- acl
31388 -
droFicl|scf7180000453800:497438- cRGCAAAARTTGAGA--TAATACTGAAAAGTAAT ---GAAA—-———— N N N e CCAAGCAA-IX8--—--- A----anECcAGTA-ATCGTAANGAACAAEcAA AN I\ cTceal\cliTciiNraaGTCaAldCTAGAINN A - - — - - GARNNAGCAAGTAATATCTCGAAARCAACTTAAAGTTCTCATTTINNE LisEAGIbE TAE TGN el eI TilA ChEF:VY Rl V-V NIl Ly V-VNS NlcEE TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGT - ——————-—-——— TGTTGCAA-—-—-—-—=-— RAeacrilacerly----- acly
497703 -
droKik1|scf7180000302809:267092- AA- - - -IN T[N - BB - ENACINSC TINNAG A GEVAGEEETe T T GREEEE. ACAAARN--—-—-—- CAAGCAGCAAREEEENA G - - - - [INEIINGCAA LR CINC/INII IS T A [T TN I - - - — - - - _____EEE - — - R e e e e T T\ TTAAA--GTAATGTTAAACATG—————————— TARGCAACHAGT TRAGTGAGHCHTREGT TTAGTTTAGT -~ -~ - - - - - —— - EerTcan---—-—-—-- EcErcachim----- BY)
267261 +
droAna3|scaffold 13340:15787913- NCaran I A - -RafdracTcarfaGTART- - -GAlA-—-—-- erledan - — - Necricean-BR----- B-—--ErEcacTa-AdclTAATGAACA N A A A T ] — — — — — - — - R T e e e ATI\C TTAAA—-GTAATGTTHAACA TN — - —— - BTATGCAACAAGTTAGTGAGHC TTITGT TTAGT TTAGT - -~ - ————=————- TGTTGCAASINIIGNN- - [¥XecTcaccTl----- AC_‘
15788085 -
droBipl|scf7180000396708:4248365- e — — i T . C T GAAAAGTAMT - - - GAA AN NN A A A — - — - - oo CCANGCAA-CA-—--- B —--ErEcHcE b T A A TG A AC A N A A A T g — — — — — — - — — R e e e \ Ti\C T TAAA - - GTAATG T THAACA T/ NI NI T A TGCAACAAGT TN AG T GAGHC TTHTGT TTAGT TTAGT - —— - ————————— TGTTGCAASINIINNNAGCECTCACINNY-———-Ac
4248538 +
dp5 l2:29111713-29111927 - | (eSS ccRlicrcEcaccle- EriRccEcc e ciy cl§----BcccecrecccacccacanaceeaacGAASGESNCABINGAAACCCAGCCGGGINININNCAINNIA 2 GAG
droPer2|scaffold 6:4436007- TEEIINCGeliicTCAGAGCING - - S CiNEG G A BEETE CiVN
4436221 -
drovir3|scaffold 12822:3886547- AA- - - -G/ A[FNCIE A YNNG AJVN-VN2 27NN B ATV
3886611 -
Grotto) 3|acatfold 6540:2479607- e
2479683 +
L
droGri2|scaffold 14853:6508943—- AATANCH- - - - - - - cEEEFNNINTCAJ¥N¥a C - - - B - - -]
6509018 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:7258315-7258545
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:7258315-7258545
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32443.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_12:131783-132004
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1848.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:14020053-14020288
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_386.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:7615250-7615478
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1525.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:2621970-2622198
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_132.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409246:369718-369986
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000299102:1950352-1950622
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414450:147904-148109
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491008:2241852-2242116
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778633:31118-31388
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453800:497438-497703
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302809:267092-267261
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:15787913-15788085
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:4248365-4248538
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:29111713-29111927
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:4436007-4436221
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12822:3886547-3886611
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:2479607-2479683
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:6508943-6509018
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View on UCSC Genome Browser {Cornell Mirror}

dsi 12849 |3r:24180284-24180343 - |candidate-rescued || Mirtron |intron

Legend: mature star |t izl BTy e 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
Hairpin partition Mature
dsi_12849_annot [-15.5]
Show Alternate Folds H
Flybase annnotation
intron [3r 24180284 24180343 -]; CDS [3r 24180344 24180583 -]; CDS [3r 24180026 24180283 -]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
SRR553487 SRR553486 SRR553488 SRR553485
SRR618934
NRT_0-2 Makindu_3 RT_0-2  M024 M023 M025 Chicharo_3 0001 0002 GSM343915
CCCGCCCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGGGTTTACAATTTATTCAATTTAAGCATGCTCCAACTACT TGAATTGTTCACCCACAGAATGATGAAGATCTACCGCAAGATTCACAAGCTAAGCAATGTCCTCAAGT hours day-old hours dsim w501 day-old
Read # Hit |Total eggs ovaries eggs male head embryo ovaries ovaries Testis Head embryo
Ikkkdkkdkkdkkdkokdkokdkokhdkokhdkokkdkokkdokkdkkdkrdkkdkkd ok ok (oo (CCCCCC e e e e e e e e e e e e e e e e e 1))))))) . .)))))) . kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k*x* 5ize Mismatch Count Norm Total body
....................................................................................... CTACTTGAATTGTTCACCCACA . « « v e ettt te et e e et ee et te e eaeneaeaeneeae 22 0 1 9.00 9 1 8 0 0 0 0 0 0 0 0 0
.......................................................................................... CTTGAATTGTTCACCCACAGA . « vt vt ettt teee e e et e te et taeneeeaenaeaena. 2l 0 1 6.00 6 0 6 0 0 0 0 0 0 0 0 0
.......................................................................................... CTTGAATTGTTCACCCACAGAR . &+« et ot e ee et ee e e aeenenaeaenenaeaenneaenees22 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0
.......................................................................................... CTTGAATTGTTCACCCACAG : - ¢« e v v e e et e teea e e et te e taeneaeaeneeaenen. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0
.......................................................................................... CTTGAATTGTTCACCCACAGRI. - « -« et vt et te et e et te e e eeeeneaaaeneenens 22 2 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0
........................................................................................... TTGAATTGTTCACCCACH. .« oot i e 180 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
........................................................................................ TACTTGAATTGTTCACCCACAG . « e v v e eteeme e e e eeeenenaeaeneaaeaenneaenenneaes 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0
Anti-sense strand reads
GGGCGGGACCAGTACCTGCGGTAGTACCACTATTAACCGTTCTTCGGGTCCACCCAAATGTTAAATAAGTTAAATTCGTACGAGGT TGATGAACT TAACAAGTGGGTGTCTTACTACT TCTAGATGGCGT TCTAAGTGT TCGATTCGTTACAGGAGTTCA
Read # Hit |Total
hdkkdkkdkkdkokdkokdkokdkok ok ko kokkdokkdkkdekkdkkd ok kd ok ok (oo (CCCCCC e e e e e e e e e e e e e e e e 1))))))) . )))))) .  kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkx*k*x* 5ize Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[3r:24180234-24180393 - ldsi_12849|lccCGCCCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGGGTTTACAAT - TT-—A-——————————————————————————— TTCAATTTAAGCATGCTCCAACTACTTGAA————————————————————— . ______ TTGTTCACCCACAGAATGATGAAGATCTACCGCAAGATTCACAAGCTAAGCAATGTCCTCAAGT |
droSec2|lscaffold 4:3681592-3681751|dse 1293 |[CCCGCCCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGGGTTTACAAT - TT-—A-——————————————————————————_ TTHAATTTAAGCATGCTCCAACTACTTGAA-———————————————————______________ TTGTTCACCCACAGAATGATGAAGATCTACCGCAAGATI\CACAAGCTAAGCAATGTCCTCAAGT
|dm3 lchr3r:24819362-24819521 - |dme 160 |lcCCGCCCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAARCCCAGGTIGGTTTACAAT-T--A-—————— oo TTHAATTTAAGCETGCTICAACTACTIGAA -~~~ —————————————— - TTGTTCACCHACAGAATGATGAAGATCTARCGCAAGAT@CACAAGCTAAGCAATGTCCTCAAGT |
droEre2|scaffold 4820:3217364- CCCGCCCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGGGT TTACAAT —Tf8-—A-——————————————— o= B TieA T T TAAGCAT G THIC AACTACT TGAR]-———=—————————————————————————____ T NTCACCClICAGAATGATGAAGATCTACCGCAAGATCACAAGCTEAGCAASGTCCTCAAGT
3217523 +
ldrovak3|3R:21679775-21679934 + | lcccGCCCTGETCATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGEGT TTACAAT - TT-—A—————————————————————————~——— TTREATTTAARNCATCT/CAACTACT IGAA -~~~ —————————— - T[T CACCCACAGAATGATGAAGATCTANCGCARATEICACAAGCTEAGCAATGTCCTCAAGT |
droEugl|scf7180000409787:759740~- CCCGCCCTGGTCATGGANGCCATCATGGTGATAATTGGCAAGAAGCCCAGG TINGGT T THpgNA T QT ——A-—— - — - ————m oo T T N T TG CAA A A T N - - — - — - - — - T A T T T e ThICCACAGAATGATGAAGATCTACCGCAAGATcACAACTEAGCAATGTCCTCARGT
759896 +
droBial|scf7180000302075:1925603— CCCGCCCTGGTIATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGGGT TTHCHNT —F\rifeA - — - - — - — - - oo iA TR\CilGGIeacaATCTETIN- - —- - - - —- A GT AT T T R Tfeler T ChEICCRCAGAATGATGAAGATCTACCGCAAGATCACAANCTEAGCAATGTCCTCARGT
1925764 +
droTakl|lscf7180000415700:395450— CCCGCCCTGGTIATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGGGTTTACHAT-TH--B
395530 -
droElel|lscf7180000491261:1395263- CCCGCCCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAAGCCEAGGTGCCHe AT -Tfg--A-—-— - - - - - ATV CiTEcccacTTTY- - - - ----- A A C AT T T R e LRITINN\TCACCCECAGAATGATGAAGATCTAMCGCAAGATCACAANCTAAGCAATGTCCTCAAGT
1395423 -
droRhol|lscf7180000780007:235822— CCCGCCCTGGTCATGGACKCCATIATGGTGATAATTGGCAAGAAGCCIAGGTRGGTTTANAAT - 8- -A-— - - - - - m oo STV NG T TGGAABCATTC - - - - - - —- - TAACGT TG T INENN\rldcccacacanTeaTGAAGATRTACCGCARAGA T/ CACAARC TlAGCAAldGTCCTCAAGT
235981 +
droFicl|lscf7180000454073:3527124- CCCGCRCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGGGT/rlgcAl-tNe--A- - - - - - - - - ST GG NNECI\a A8c®TTG- - - - - - - - - TAAACTCCRE HrlEcT/eiCCCACAGAATGATGAAGATCTACCGCAAGAT[SCACAAGC TAGCAAGTCCTCAAGT
3527283 +
droKikl|lscf7180000302276:789340- CCCGCCCTGGTCATGGACGCCATCATGGTGATMATEGGCAAGAAGCCIIAGGTGGGT T TR AT - - - - — - — e - e R e e e - - D A R~ — — —— == == —————————————-]¥ [T N TN Te T Thir Al R RNA GlEA TGATGAAGATITACCG A AGATcACAAGC TlEAGCAAEGTCC TR AGT
789502 -
droAna3|lscaffold 13340:19749745- CCCGCCCTGGTCATGGAACCATHATGCTRETHATINGGCAA A AGe I aca TR GG T T ThichEye - ATk - — - — - — - - - - CrEEE TN A CIE T R THEIA 2 it L B S i~ —— ———————————————————__ pRdTr T ThiARCIN VA G AATGATGARNATCTACCGEAAGATTCACAAGCT/EAGCAASG TCCTIA AT
19749907 +
droBipl|scf7180000396413:2642063~ CCCGCCCTGGTCATGGANGCCATHATGGTHETMATINGGCARGAAGCCIIRGGTGGGTIgTACKINT - el g - - - — - — - - - - - TN GG A T 2 A T T T TN - - - — - — - — - T A T T A T T ettt e e rir ThdelicciiiacaaTGATGAA R TCTACCGCAA A TTCANAARC TRAGCAAdG TCC TRiA AT
2642223 -
dp5 |l2:13217451-13217609 + | [SeSescsie SN T T[Ny TN el T NI ETele VXN~ 16 [N elebin alefic cC T CGRAGGA T TC T T TAGAGGG TCTCTTGACT TACGCT DTG T[eREICCCIEIAGAATGATGAAGATCTARCGCAAGATCACAAGCTIEAGCAATGTCCTCAAGT
droPer2|lscaffold 0:7235646-7235804 CCCGCCCTGRATCATGGACHCATHATGGTGATMATTGGCAAGAARCCINAGGTING T(eleleki~ A le - (NI N BN B S -Xe - [XeTeleh Jeh o b de) Yok & Nele ek ErcT{ekdicCChRiAGAATGATGAAGATCTANCGCAAGATCACAAGCTIAGCAATGTCCTCAAGT
droWil2|lscf2 1100000000048:5347— CCCGCCCTCUTHATGGARMGCCATHATGINTHETAATTGGCAAGAALNC CEAGG TERENT T/ A e AT — —f§- — - — - - - B VNS e rhir Tl AL ECAGAATGATGAAGATC TANGI A AA T cAlA Al TEA GcAA TG TCC TRAAGT
5510 +
drovir3|lscaffold 13047:18244391- Selelelele . ile TN NNEISTNG T TGN A [Neleli T ClCINN G/l VNETVNA SIIINElehii A T TiVA W T AGIACEART C T TCT T T TGCAATGGCATTTGCCTAACATA
18244551 -
droMoj3|lscaffold 6540:13479886- ofelefelofoin ideiCide)-Nidele) X T T A LN TI:Nielehy T CiiGLNN G elelo)-VNeP:V-Xeloloin Neleliln € CiGING TGN T AGREIC]
13480052 +
droGri2|lscaffold 15074:6443580- ccceaeciraireaTceaciifeaTiiaTcoTETEATEGGCAAGA AR CCEAGG TG T T T[S N - - —
6443756 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:24180234-24180393
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:24180234-24180393
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_12849.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:3681592-3681751
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1293.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:24819362-24819521
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_160.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:3217364-3217523
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:21679775-21679934
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409787:759740-759896
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302075:1925603-1925764
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415700:395450-395530
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491261:1395263-1395423
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780007:235822-235981
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454073:3527124-3527283
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302276:789340-789502
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:19749745-19749907
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396413:2642063-2642223
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:13217451-13217609
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:7235646-7235804
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000000048:5347-5510
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:18244391-18244551
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:13479886-13480052
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:6443580-6443756

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi_32435/|2r:17041531-17041637 - | Known Ortholog | Testes-restricted | 3pUTR

Legend: mature - mismatch in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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17041650 17041600 17041550 17041500 =] ) .
'T T T T 1T 1T 1T 711 & 5 Ny °
Genomic Position 15 16 17 18 19 20 21 22 23 24 & I | I I
Size Condition 17041650 17041600 17041550 17041500
Genomic Position
Hairpin partition - Sense -# Antisense Mature -» Star
Hairpin partition Mature = Star
Show Alternate Folds H
Flybase annnotation
utr3 [utr3_minus_3798]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553487 SRR553488
SRR618934
SRR902009 Makindu_3 M025 |NRT_0-2 GSM343915 RT_0-2 SRR902008
GCAGAAAACTAACCACAAAGTGCACAGATTGAAAAAAAACACAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAATTTATTCTTTTTGCTATTCTATAGGCTAATGAGCATTCCTTAAAATACATATGTGTTTAAAAAAAATGTATGTCTCGCGAATTCCTCCGTTTTCCGCG day-old hours hours dsim w501
Read # Hit Total testis ovaries |embryo eggs embryo eggs ovaries |ovaries
dkkkhkhkhhkhkkhhkkhhkhhhhhhhkhhkhkhhkhkhkhrkkhhhhhhhhhhhkhkhhkhkkhhkhhkhhkk N N N N N N O )N NN N ... kkkhkkhkhkhkhkkhkhkkhkhkhkhhkkkhkhkkhkhkkhkkkhkhkkhkhkkhkkkkkkkkkkkkkkkk*k*kk**** gsize Mismatch Count Norm Total
............................................................................ TAAGAATAGTAARACGARGGGCA .+« vttt ettt et et et ettt et et e et ettt et e e e ettt e et et e e e ettt e e e e et 230 1 32.00 32 2 2 0 1 0 0 0 0
............................................................................ TAAGAATAGTARRACGAAGGGC « ¢« ¢« vt et e e ettt et et e et e e et et e e e et et e e e et e e e et et e et e e ettt 22 0 1 5.00 5 1 1 2 0 1 0 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAR . « & vt e et e e ettt et et et et e et e e e e et et et e et e e e e e e e e e e e e e e e e e e e e 240 1 2.00 2 1 0 0 0 0 1 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAR . « - o ¢ ottt ittt ettt ittt et et e et et e et e e e e e e e e e e 241 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................ TARAGAATAGTARAACGAAGGG A . . . o ot ittt ittt ettt ettt e e e e e e e e e e e e e e e e 252 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAM . . . . o ittt et et e e e o241 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................................................... TATTCTTTTTGCTATTCTATAGG . + ¢ e e e e e e et et et e e e e e et e e e e ettt e e e e ettt teeeeneneeaeaeneneneea 23 0 1 1.00 1 0 1 0 0 0 0 0 0
............................................................................................ ARAGGGCARRRRARARR . « o e e ettt et e ettt ettt e e et et e e e e e e e e e e e e e e e e e e i 150 1 0.06 1 0 1 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553488
SRR618934
Makindu_3 RT_0-2  SRR902008
CGTCTTTTGATTGGTGTTTCACGTGTCTAACTTTTTTTTGTGTTCTTACACTATAAAGTAGTTTAAACGGTATTGGATTCTTATCATTTTGCTTCCCGTTTTTTTTTTTAAATAAGAAAAACGATAAGATATCCGATTACTCGTAAGGAATTTTATGTATACACAAATTTTTTTTACATACAGAGCGCTTAAGGAGGCAAAAGGCGC dsim w501 day-old hours
Read # Hit |Total ovaries ovaries eggs ovaries
hkkkhkhkhhkhhhhhkhhkhkhhkhhkhhkdhhkhhdhhhhhhhhhkhkhkhhkhhkdhhhhhhkhkhkhkd N N N O N 1)) )N )Y ) e hkkkhkhkhhkhhkhkhkhkhkhhkkkhhkkhkkhkhkhkhkhkhkhkkhkkkkkkkkkkkkkkk*kk**x**x |size Mismatch Count Norm |Total
...................................................................................................... TTTTTTTARATARGR . « ¢t et et ue e et e et e e e e e et e e e e et e e e e et et e e e e e e et e ettt et e et et e e i eeeea e 150 5 0.20 1 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|2r:17041481-17041687 - |dsi 32435|GCAGAAAACTAACCACAAAG--TGCACA=—————————————————————— GATTG-AAAA--AAAAC---A-CAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAAT T AT e T T T T G-~ C AT T A~ -~ - - = - - - - - - TAGGCTAATGAGC--------—- ATTCCTTAAAATACATAT ————————————————————————————— GTGTTTAAAAAAAATGTATGTCT--—-—-——-— CGCGAATTCCTCCGTTTTCCGCG—-—-—
droSec2|scaffold 1:14026217- dse 339 [|GCAGAAAACTAACCACEAAG--TGCACA---—-—-—-—————o—oo—— GATTG-AAAANAAAAC---A-CAAGAATGTGATATTTCATCAAAT T TGCATAACCIAAGAATAGTAAAACGAAGECAAAAAAAAAAA T T A T T G == A T T O A S L GG C TAAEGAGC - — - - - - = - ATTCCTTAAAATACATAT--———-— - - - NGreTTTRAAAARAATGTATIATCT-— - —— - - —- CGCGAATTCCTHCGRTTTCCGCG--—--
14026433 -
dm3 chr2R:16472011-16472235 -|dme-mir- FCAGAAAACTEACECAAAG——TGCACA ——————————————————————— GATTG-AAAANNAAAAC---A-CAAAATGTGATATTTCATCA SR piCA TR CTlEANAA TAGTAAANCGAAGGGCAR A A A A QA B Tl A e s AT A e e G Tl e A G NN TN NSTen T TCIAT TAA A A T2 DR - - - - (Y- - [T - - -FRINEEINA G TG T T A AR ARAAATGT TN T CT - - - - - - —— - CGCGAATTCCTHCGRTTTCCHCG--—--
2498
droEre2|scaffold 4845:10617179- [der 95 ’@AGAAAACEAACECAGE—TGEAEA ——————————————————————— A - B - - EV\a c TINAT TEE G TR ARNAA N TN EN L TINNI NV N C W XINNIS | c C 2/ N.NTACI TINAC TN TEA TR TEVENNN - cGG - - -FiiGiiiT]iciiGiEaAA T T ACliAV A TAACT TAT TTATGAAAAAGCT TTAGGAT TTAAT T TT TCGGACAATGCGATCTAGGCGT TTCTATTGCTGATGTAGTATAGT TTGAAAGAT| A TIRNAA[EC/e TEEEEEEE T P\A IS A A CEVENNIT T TAINA A TG TREREE e e AL AANATGTETRTCT-—-— - ————- BelcaaTTccTiC TR CEcG-----
10617473 -
drovak3|2R:12723977-12724282 + |dva 34 |EEAcAAASHTABCNECEERRE- ToARA- - - - - —————————-——-—- GAL - B A LNA A AN - - A AR TR TA TAT TTIA TCARATIETIICCATAA CCI{SANA A TART A A AlCANCINGCh~ A 2 A 1 [l = Th c T GCAATGGATTTATT TGCTTTAGGATTTATTTTTTCGGACAATTCAATCTGGGCGTTGCTTTCGCTGAGGTAGTATTGTTTGGAAGACI AL TRV CINIcEEE e A I C T R T T T TGl A A T T T TG T G T T C A T Bcrergriaananfiarergrdrer- - - - - ———- HeiaaTTCC TRRGET TRCI8CG-----
droEugl|lsc£7180000409474:1489613-[ |Gl et — R — — —— —————————————————— | i — - e - T AGAATIINGIET/E TEEEEEEE A G TR GCIN T A G TG A A A TG T R G T ey — — —— ———Ti-—-—————- CARA TE TGN cileaEAINA - TTTTTTGTTT]

1489692 +

droBiall|scf7180000302291:2815853~

2815854 +
droElel|scf7180000491201:736708~ AARNARNNAT TIINAGAININT GAA TIT TGINAGCAAATTATGTGTGCCAATAACEGIENA ARNNNAA TGINAGC/A T T TG NNI VNI i A I Tilli T
736920 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17041481-17041687
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17041481-17041687
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32435.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:14026217-14026433
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_339.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:16472011-16472235
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme-mir-2498.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:10617179-10617473
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_95.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:12723977-12724282
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_34.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:1489613-1489692
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302291:2815853-2815854
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:736708-736920

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi_32435/|2r:17041531-17041637 - | Known Ortholog | Testes-restricted | 3pUTR

Legend: mature - mismatch in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
) —
i \ 2 8 - e s = -.... ..-':.-
N [&F]
= o Ll o - .
0]
H
o - 8
[sp] — )
wn w C o
o o n o - O
) g« =
] c o) @
o = —
o [ @
o S <= 5 »
o ul-: o — E
= o = o _
o - o =
- o
o —l
o o
- R :
j— o = j?
I | | I ] I I I <
o = R
17041650 17041600 17041550 17041500 =] ) .
'T T T T 1T 1T 1T 711 & 5 Ny °
Genomic Position 15 16 17 18 19 20 21 22 23 24 & I | I I
Size Condition 17041650 17041600 17041550 17041500
Genomic Position
Hairpin partition - Sense -# Antisense Mature -» Star
Hairpin partition Mature = Star
Show Alternate Folds H
Flybase annnotation
utr3 [utr3_minus_3798]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553487 SRR553488
SRR618934
SRR902009 Makindu_3 M025 |NRT_0-2 GSM343915 RT_0-2 SRR902008
GCAGAAAACTAACCACAAAGTGCACAGATTGAAAAAAAACACAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAATTTATTCTTTTTGCTATTCTATAGGCTAATGAGCATTCCTTAAAATACATATGTGTTTAAAAAAAATGTATGTCTCGCGAATTCCTCCGTTTTCCGCG day-old hours hours dsim w501
Read # Hit Total testis ovaries |embryo eggs embryo eggs ovaries |ovaries
dkkkhkhkhhkhkkhhkkhhkhhhhhhhkhhkhkhhkhkhkhrkkhhhhhhhhhhhkhkhhkhkkhhkhhkhhkk N N N N N N O )N NN N ... kkkhkkhkhkhkhkkhkhkkhkhkhkhhkkkhkhkkhkhkkhkkkhkhkkhkhkkhkkkkkkkkkkkkkkkk*k*kk**** gsize Mismatch Count Norm Total
............................................................................ TAAGAATAGTAARACGARGGGCA .+« vttt ettt et et et ettt et et e et ettt et e e e ettt e et et e e e ettt e e e e et 230 1 32.00 32 2 2 0 1 0 0 0 0
............................................................................ TAAGAATAGTARRACGAAGGGC « ¢« ¢« vt et e e ettt et et e et e e et et e e e et et e e e et e e e et et e et e e ettt 22 0 1 5.00 5 1 1 2 0 1 0 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAR . « & vt e et e e ettt et et et et e et e e e e et et et e et e e e e e e e e e e e e e e e e e e e e 240 1 2.00 2 1 0 0 0 0 1 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAR . « - o ¢ ottt ittt ettt ittt et et e et et e et e e e e e e e e e e 241 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................ TARAGAATAGTARAACGAAGGG A . . . o ot ittt ittt ettt ettt e e e e e e e e e e e e e e e e 252 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAM . . . . o ittt et et e e e o241 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................................................... TATTCTTTTTGCTATTCTATAGG . + ¢ e e e e e e et et et e e e e e et e e e e ettt e e e e ettt teeeeneneeaeaeneneneea 23 0 1 1.00 1 0 1 0 0 0 0 0 0
............................................................................................ ARAGGGCARRRRARARR . « o e e ettt et e ettt ettt e e et et e e e e e e e e e e e e e e e e e e i 150 1 0.06 1 0 1 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553488
SRR618934
Makindu_3 RT_0-2  SRR902008
CGTCTTTTGATTGGTGTTTCACGTGTCTAACTTTTTTTTGTGTTCTTACACTATAAAGTAGTTTAAACGGTATTGGATTCTTATCATTTTGCTTCCCGTTTTTTTTTTTAAATAAGAAAAACGATAAGATATCCGATTACTCGTAAGGAATTTTATGTATACACAAATTTTTTTTACATACAGAGCGCTTAAGGAGGCAAAAGGCGC dsim w501 day-old hours
Read # Hit |Total ovaries ovaries eggs ovaries
hkkkhkhkhhkhhhhhkhhkhkhhkhhkhhkdhhkhhdhhhhhhhhhkhkhkhhkhhkdhhhhhhkhkhkhkd N N N O N 1)) )N )Y ) e hkkkhkhkhhkhhkhkhkhkhkhhkkkhhkkhkkhkhkhkhkhkhkhkkhkkkkkkkkkkkkkkk*kk**x**x |size Mismatch Count Norm |Total
...................................................................................................... TTTTTTTARATARGR . « ¢t et et ue e et e et e e e e e et e e e e et e e e e et et e e e e e e et e ettt et e et et e e i eeeea e 150 5 0.20 1 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|2r:17041481-17041687 - |dsi 32435|GCAGAAAACTAACCACAAAG--TGCACA=—————————————————————— GATTG-AAAA--AAAAC---A-CAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAAT T AT e T T T T G-~ C AT T A~ -~ - - = - - - - - - TAGGCTAATGAGC--------—- ATTCCTTAAAATACATAT ————————————————————————————— GTGTTTAAAAAAAATGTATGTCT--—-—-——-— CGCGAATTCCTCCGTTTTCCGCG—-—-—
droSec2|scaffold 1:14026217- dse 339 [|GCAGAAAACTAACCACEAAG--TGCACA---—-—-—-—————o—oo—— GATTG-AAAANAAAAC---A-CAAGAATGTGATATTTCATCAAAT T TGCATAACCIAAGAATAGTAAAACGAAGECAAAAAAAAAAA T T A T T G == A T T O A S L GG C TAAEGAGC - — - - - - = - ATTCCTTAAAATACATAT--———-— - - - NGreTTTRAAAARAATGTATIATCT-— - —— - - —- CGCGAATTCCTHCGRTTTCCGCG--—--
14026433 -
dm3 chr2R:16472011-16472235 -|dme-mir- FCAGAAAACTEACECAAAG——TGCACA ——————————————————————— GATTG-AAAANNAAAAC---A-CAAAATGTGATATTTCATCA SR piCA TR CTlEANAA TAGTAAANCGAAGGGCAR A A A A QA B Tl A e s AT A e e G Tl e A G NN TN NSTen T TCIAT TAA A A T2 DR - - - - (Y- - [T - - -FRINEEINA G TG T T A AR ARAAATGT TN T CT - - - - - - —— - CGCGAATTCCTHCGRTTTCCHCG--—--
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Genomic Position
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Hairpin partition Mature = Star
Show Alternate Folds H
Flybase annnotation
utr3 [utr3_minus_3798]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553487 SRR553488
SRR618934
SRR902009 Makindu_3 M025 |NRT_0-2 GSM343915 RT_0-2 SRR902008
GCAGAAAACTAACCACAAAGTGCACAGATTGAAAAAAAACACAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAATTTATTCTTTTTGCTATTCTATAGGCTAATGAGCATTCCTTAAAATACATATGTGTTTAAAAAAAATGTATGTCTCGCGAATTCCTCCGTTTTCCGCG day-old hours hours dsim w501
Read # Hit Total testis ovaries |embryo eggs embryo eggs ovaries |ovaries
dkkkhkhkhhkhkkhhkkhhkhhhhhhhkhhkhkhhkhkhkhrkkhhhhhhhhhhhkhkhhkhkkhhkhhkhhkk N N N N N N O )N NN N ... kkkhkkhkhkhkhkkhkhkkhkhkhkhhkkkhkhkkhkhkkhkkkhkhkkhkhkkhkkkkkkkkkkkkkkkk*k*kk**** gsize Mismatch Count Norm Total
............................................................................ TAAGAATAGTAARACGARGGGCA .+« vttt ettt et et et ettt et et e et ettt et e e e ettt e et et e e e ettt e e e e et 230 1 32.00 32 2 2 0 1 0 0 0 0
............................................................................ TAAGAATAGTARRACGAAGGGC « ¢« ¢« vt et e e ettt et et e et e e et et e e e et et e e e et e e e et et e et e e ettt 22 0 1 5.00 5 1 1 2 0 1 0 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAR . « & vt e et e e ettt et et et et e et e e e e et et et e et e e e e e e e e e e e e e e e e e e e e 240 1 2.00 2 1 0 0 0 0 1 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAR . « - o ¢ ottt ittt ettt ittt et et e et et e et e e e e e e e e e e 241 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................ TARAGAATAGTARAACGAAGGG A . . . o ot ittt ittt ettt ettt e e e e e e e e e e e e e e e e 252 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAM . . . . o ittt et et e e e o241 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................................................... TATTCTTTTTGCTATTCTATAGG . + ¢ e e e e e e et et et e e e e e et e e e e ettt e e e e ettt teeeeneneeaeaeneneneea 23 0 1 1.00 1 0 1 0 0 0 0 0 0
............................................................................................ ARAGGGCARRRRARARR . « o e e ettt et e ettt ettt e e et et e e e e e e e e e e e e e e e e e e i 150 1 0.06 1 0 1 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553488
SRR618934
Makindu_3 RT_0-2  SRR902008
CGTCTTTTGATTGGTGTTTCACGTGTCTAACTTTTTTTTGTGTTCTTACACTATAAAGTAGTTTAAACGGTATTGGATTCTTATCATTTTGCTTCCCGTTTTTTTTTTTAAATAAGAAAAACGATAAGATATCCGATTACTCGTAAGGAATTTTATGTATACACAAATTTTTTTTACATACAGAGCGCTTAAGGAGGCAAAAGGCGC dsim w501 day-old hours
Read # Hit |Total ovaries ovaries eggs ovaries
hkkkhkhkhhkhhhhhkhhkhkhhkhhkhhkdhhkhhdhhhhhhhhhkhkhkhhkhhkdhhhhhhkhkhkhkd N N N O N 1)) )N )Y ) e hkkkhkhkhhkhhkhkhkhkhkhhkkkhhkkhkkhkhkhkhkhkhkhkkhkkkkkkkkkkkkkkk*kk**x**x |size Mismatch Count Norm |Total
...................................................................................................... TTTTTTTARATARGR . « ¢t et et ue e et e et e e e e e et e e e e et e e e e et et e e e e e e et e ettt et e et et e e i eeeea e 150 5 0.20 1 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|2r:17041481-17041687 - |dsi 32435|GCAGAAAACTAACCACAAAG--TGCACA=—————————————————————— GATTG-AAAA--AAAAC---A-CAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAAT T AT e T T T T G-~ C AT T A~ -~ - - = - - - - - - TAGGCTAATGAGC--------—- ATTCCTTAAAATACATAT ————————————————————————————— GTGTTTAAAAAAAATGTATGTCT--—-—-——-— CGCGAATTCCTCCGTTTTCCGCG—-—-—
droSec2|scaffold 1:14026217- dse 339 [|GCAGAAAACTAACCACEAAG--TGCACA---—-—-—-—————o—oo—— GATTG-AAAANAAAAC---A-CAAGAATGTGATATTTCATCAAAT T TGCATAACCIAAGAATAGTAAAACGAAGECAAAAAAAAAAA T T A T T G == A T T O A S L GG C TAAEGAGC - — - - - - = - ATTCCTTAAAATACATAT--———-— - - - NGreTTTRAAAARAATGTATIATCT-— - —— - - —- CGCGAATTCCTHCGRTTTCCGCG--—--
14026433 -
dm3 chr2R:16472011-16472235 -|dme-mir- FCAGAAAACTEACECAAAG——TGCACA ——————————————————————— GATTG-AAAANNAAAAC---A-CAAAATGTGATATTTCATCA SR piCA TR CTlEANAA TAGTAAANCGAAGGGCAR A A A A QA B Tl A e s AT A e e G Tl e A G NN TN NSTen T TCIAT TAA A A T2 DR - - - - (Y- - [T - - -FRINEEINA G TG T T A AR ARAAATGT TN T CT - - - - - - —— - CGCGAATTCCTHCGRTTTCCHCG--—--
2498
droEre2|scaffold 4845:10617179- [der 95 ’@AGAAAACEAACECAGE—TGEAEA ——————————————————————— A - B - - EV\a c TINAT TEE G TR ARNAA N TN EN L TINNI NV N C W XINNIS | c C 2/ N.NTACI TINAC TN TEA TR TEVENNN - cGG - - -FiiGiiiT]iciiGiEaAA T T ACliAV A TAACT TAT TTATGAAAAAGCT TTAGGAT TTAAT T TT TCGGACAATGCGATCTAGGCGT TTCTATTGCTGATGTAGTATAGT TTGAAAGAT| A TIRNAA[EC/e TEEEEEEE T P\A IS A A CEVENNIT T TAINA A TG TREREE e e AL AANATGTETRTCT-—-— - ————- BelcaaTTccTiC TR CEcG-----
10617473 -
drovak3|2R:12723977-12724282 + |dva 34 |EEAcAAASHTABCNECEERRE- ToARA- - - - - —————————-——-—- GAL - B A LNA A AN - - A AR TR TA TAT TTIA TCARATIETIICCATAA CCI{SANA A TART A A AlCANCINGCh~ A 2 A 1 [l = Th c T GCAATGGATTTATT TGCTTTAGGATTTATTTTTTCGGACAATTCAATCTGGGCGTTGCTTTCGCTGAGGTAGTATTGTTTGGAAGACI AL TRV CINIcEEE e A I C T R T T T TGl A A T T T TG T G T T C A T Bcrergriaananfiarergrdrer- - - - - ———- HeiaaTTCC TRRGET TRCI8CG-----
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Genomic Position 15 16 17 18 19 20 21 22 23 24 & I | I I
Size Condition 17041650 17041600 17041550 17041500
Genomic Position
Hairpin partition - Sense -# Antisense Mature -» Star
Hairpin partition Mature = Star
Show Alternate Folds H
Flybase annnotation
utr3 [utr3_minus_3798]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553487 SRR553488
SRR618934
SRR902009 Makindu_3 M025 |NRT_0-2 GSM343915 RT_0-2 SRR902008
GCAGAAAACTAACCACAAAGTGCACAGATTGAAAAAAAACACAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAATTTATTCTTTTTGCTATTCTATAGGCTAATGAGCATTCCTTAAAATACATATGTGTTTAAAAAAAATGTATGTCTCGCGAATTCCTCCGTTTTCCGCG day-old hours hours dsim w501
Read # Hit Total testis ovaries |embryo eggs embryo eggs ovaries |ovaries
dkkkhkhkhhkhkkhhkkhhkhhhhhhhkhhkhkhhkhkhkhrkkhhhhhhhhhhhkhkhhkhkkhhkhhkhhkk N N N N N N O )N NN N ... kkkhkkhkhkhkhkkhkhkkhkhkhkhhkkkhkhkkhkhkkhkkkhkhkkhkhkkhkkkkkkkkkkkkkkkk*k*kk**** gsize Mismatch Count Norm Total
............................................................................ TAAGAATAGTAARACGARGGGCA .+« vttt ettt et et et ettt et et e et ettt et e e e ettt e et et e e e ettt e e e e et 230 1 32.00 32 2 2 0 1 0 0 0 0
............................................................................ TAAGAATAGTARRACGAAGGGC « ¢« ¢« vt et e e ettt et et e et e e et et e e e et et e e e et e e e et et e et e e ettt 22 0 1 5.00 5 1 1 2 0 1 0 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAR . « & vt e et e e ettt et et et et e et e e e e et et et e et e e e e e e e e e e e e e e e e e e e e 240 1 2.00 2 1 0 0 0 0 1 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAR . « - o ¢ ottt ittt ettt ittt et et e et et e et e e e e e e e e e e 241 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................ TARAGAATAGTARAACGAAGGG A . . . o ot ittt ittt ettt ettt e e e e e e e e e e e e e e e e 252 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................ TAAGAATAGTAARACGAAGGGCAM . . . . o ittt et et e e e o241 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................................................... TATTCTTTTTGCTATTCTATAGG . + ¢ e e e e e e et et et e e e e e et e e e e ettt e e e e ettt teeeeneneeaeaeneneneea 23 0 1 1.00 1 0 1 0 0 0 0 0 0
............................................................................................ ARAGGGCARRRRARARR . « o e e ettt et e ettt ettt e e et et e e e e e e e e e e e e e e e e e e i 150 1 0.06 1 0 1 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553488
SRR618934
Makindu_3 RT_0-2  SRR902008
CGTCTTTTGATTGGTGTTTCACGTGTCTAACTTTTTTTTGTGTTCTTACACTATAAAGTAGTTTAAACGGTATTGGATTCTTATCATTTTGCTTCCCGTTTTTTTTTTTAAATAAGAAAAACGATAAGATATCCGATTACTCGTAAGGAATTTTATGTATACACAAATTTTTTTTACATACAGAGCGCTTAAGGAGGCAAAAGGCGC dsim w501 day-old hours
Read # Hit |Total ovaries ovaries eggs ovaries
hkkkhkhkhhkhhhhhkhhkhkhhkhhkhhkdhhkhhdhhhhhhhhhkhkhkhhkhhkdhhhhhhkhkhkhkd N N N O N 1)) )N )Y ) e hkkkhkhkhhkhhkhkhkhkhkhhkkkhhkkhkkhkhkhkhkhkhkhkkhkkkkkkkkkkkkkkk*kk**x**x |size Mismatch Count Norm |Total
...................................................................................................... TTTTTTTARATARGR . « ¢t et et ue e et e et e e e e e et e e e e et e e e e et et e e e e e e et e ettt et e et et e e i eeeea e 150 5 0.20 1 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|2r:17041481-17041687 - |dsi 32435|GCAGAAAACTAACCACAAAG--TGCACA=—————————————————————— GATTG-AAAA--AAAAC---A-CAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAAT T AT e T T T T G-~ C AT T A~ -~ - - = - - - - - - TAGGCTAATGAGC--------—- ATTCCTTAAAATACATAT ————————————————————————————— GTGTTTAAAAAAAATGTATGTCT--—-—-——-— CGCGAATTCCTCCGTTTTCCGCG—-—-—
droSec2|scaffold 1:14026217- dse 339 [|GCAGAAAACTAACCACEAAG--TGCACA---—-—-—-—————o—oo—— GATTG-AAAANAAAAC---A-CAAGAATGTGATATTTCATCAAAT T TGCATAACCIAAGAATAGTAAAACGAAGECAAAAAAAAAAA T T A T T G == A T T O A S L GG C TAAEGAGC - — - - - - = - ATTCCTTAAAATACATAT--———-— - - - NGreTTTRAAAARAATGTATIATCT-— - —— - - —- CGCGAATTCCTHCGRTTTCCGCG--—--
14026433 -
dm3 chr2R:16472011-16472235 -|dme-mir- FCAGAAAACTEACECAAAG——TGCACA ——————————————————————— GATTG-AAAANNAAAAC---A-CAAAATGTGATATTTCATCA SR piCA TR CTlEANAA TAGTAAANCGAAGGGCAR A A A A QA B Tl A e s AT A e e G Tl e A G NN TN NSTen T TCIAT TAA A A T2 DR - - - - (Y- - [T - - -FRINEEINA G TG T T A AR ARAAATGT TN T CT - - - - - - —— - CGCGAATTCCTHCGRTTTCCHCG--—--
2498
droEre2|scaffold 4845:10617179- [der 95 ’@AGAAAACEAACECAGE—TGEAEA ——————————————————————— A - B - - EV\a c TINAT TEE G TR ARNAA N TN EN L TINNI NV N C W XINNIS | c C 2/ N.NTACI TINAC TN TEA TR TEVENNN - cGG - - -FiiGiiiT]iciiGiEaAA T T ACliAV A TAACT TAT TTATGAAAAAGCT TTAGGAT TTAAT T TT TCGGACAATGCGATCTAGGCGT TTCTATTGCTGATGTAGTATAGT TTGAAAGAT| A TIRNAA[EC/e TEEEEEEE T P\A IS A A CEVENNIT T TAINA A TG TREREE e e AL AANATGTETRTCT-—-— - ————- BelcaaTTccTiC TR CEcG-----
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