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M054
V114 V115 v113
TGCTTCTGGCTGCCTTCTCATGGATACCCATCCCCTGAGCGGACACGATTGGCTGAACAACAGGCTAATCGCTTCCATCTTGGAAAGCTATCTTTTGCGACCACCCTAAGAGGCCATTAGCTTGTTGTTCAGCCACCTCTACTAACTCCAATCCAACTACCAACCAGGACTTCAAACTGGAACAGCCTA female
Read # Hit Total embryo body head male
Exk Kk kk kK xikkkkkkxkkkdkkkkkkdkkxokdh (G000 o (eecececcececcccecee. .. ... (CCe oo (Ce oo )).))) ... )RRRRESRRRRRREDRE R RE R R DD I ))) .. ... kkkkkkkkkkkkhkkkkkkhkkktkkkkkktkktxk|g]jze|Mismatch|Count|Norm Total body
.................................................................................................................... T AGCT TG T TG T TCAGC C A C T T s v v it e et et e ettt et e e eesesaeeesesaeesseeneeenenanenes 22 0 1 1234.001234 599 581 27 27
.................................................................................................................. CATTAGC T TGT TG T TCAGCCAC e + v i e e et ee et ee s tee e seaeseeaeeeaassaaeeenaneenananaaa22 0 1 786.00 786 340 425 12 9
.................................................................................................................. CAT TAGC T TG T TG T T CAGC C A . & it et it e et et ettt aeeesesaeeeseseeenseneeennenaneass 21 0 1 690.00 690 481 177 13 19
.................................................................................................................... TTAGCTTGT TG T TCAGCCACC . v v v e et e et e e o tee e eee s eeeeeeaeseeaeseaaaeenanennaaaa 2l 0 1 469.00 469 300 143 18 8
................................................................................................................... AT T AGCT TG T TG T TCAGC CAC C s v vt et et e et et ettt et eeeeeeseeaeeesesaeesseseeeneanas 22 0 1 197.00 197 113 48 13 23
.................................................................................................................. CATTAGCT TGT TGT TCAGCCACH . & it ettt e e ettt ettt ee e teee s eaeeseaeeaaaeenanaaaa 23 1 1 194.00 194 143 48 3 0
..................................................................................................................... TAGCT TG T TG T TCAGCCACC T e v v v e e e et e e et ee et tee e eaeeeeaeseeaeeenaeeenaneenaaaa 2l 0 1 156.00 156 84 64 4 4
.................................................................................................................. CAT TAGC T TG T TG T TCAGCC e o v v vt e e et ee e e ee s tee s s eaeseeeeeeaessaaeesnaneenanaaaa 20 0 1 128.00 128 99 26 2 1
.................................................................................................................... TTAGCTTGT TG T TCAGCCACC . « v it e ettt et eetttee e et e tee e eeeeeneeeenaneeneaa 22 1 1 124.00 124 69 52 2 1
.................................................................................................................. CATTAGCT TGT TGT TCAGCCAC AR . .« . it ittt et tee et tee s teeeetaeeeeaeeenaaeenannaa. 24 2 1 118.00 118 43 72 3 0
................................................................................................................... ATTAGCT TG T TGTTCAGCCAC e & v v e et et et e e et tee e et ttee e teeeeeaeeeeaeeennneenaaa 2l 0 1 100.00 100 41 55 0 4
.................................................................................................................... TTAGCTTGT TG T TCAGCCAC . & v e et e e e et e e e tee s seee s eeaeseaeeeeaeeesaaeenanennaaaa 20 0 1 84.00 84 46 36 1 1
................................................................................................................... AT TAGCT TG T TG T TCAGC A e« v vt e et et et ee et tee e teeeeeeeeeaeeeeaeeeeaaeenanenna 20 0 1 70.00 70 40 19 5 6
.................................................................................................................... TTAGCTTGT TG T TCAGC CACA . « v v et e et et e tee et tee s eeeeseaeeseaeeenaaaananennaa 21 1 1 68.00 68 53 10 4 1
.................................................................................................................... T AGCT TG T TG T TCAGC C A C C T A . & it i et et e ettt et e eetesaeoeeesaeesssneeeasenanaees 23 1 1 62.00 62 27 33 2 0
..................................................................................................................... TAGCT TG T TG T TCAGCCACC . v v v vt e e et ee e taee s taeseeaeesnaeeeaaeeeeaeeenanennaaaa 20 0 1 53.00 53 35 18 0 0
.................................................. el ok €72 V:X o) V107X e] €104 17:V-N 0~ I O 1 49.00 49 8 41 0 0
.................................................................................................................. CATTAGC T TGT TG T TCAGCCACC s« e e e e e et ee e tee e seaeeseeeseaeseeaeesnaeeenanaaaa23 0 1 43.00 43 19 20 3 1
..................................................................................................................... TAGCTTGT TG T TCAGCCACCTC e v v v e e et e e e tee et tee e eteeeeaeeeeaaeenaaesneneenaaa 22 0 1 43.00 43 11 30 1 1
.................................................................................................................. CATTAGC T TGT TG T TCAGCC AR . « & et ettt et e e e e tee et tee e eeae s eaeeeeaeeeaaaeenanaaaa 22 1 1 39.00 39 18 18 2 1
.................................................................................................................... TTAGCTTGTTGTTCAGCCACRA. « v v vttt e et et ee e tee s teee e tee e etaeeeaeeeeaanennanas 22 2 1 35.00 35 25 7 2 1
.................................................................................................................. CATTAGC T TGT TG T TCAGCC A . « & i et et e et e ee e tee et tee e eeee s eaeeeeaeesaaaeenannaa 22 1 1 35.00 35 19 13 0 3
................................................................................................................... ATTAGCT TG T TG T TCAGCCACC A . + v vttt e e e et tee ettt e tee et etaeeeeaeeenaneena 23 1 1 32.00 32 18 13 1 0
................................................................................................................... AT TAGCT TG T TGT TCAGCCAC A . & i it ittt ittt et et ettt s tee e st s taeeseaeeaanenne. 22 1 1 32.00 32 18 10 1 3
.................................................................................................................. CATTAGC T TG T TGT TCAGC e vt v e vt e e et ee et ee e tee e tee e teeeeeaasesaeeeneneeaananaa 19 0 1 29.00 29 21 7 0 1
.................................................................................................................... TTAGCT TG T TG T TCAGC C A e & i e e e e e e et e e o tee s eee e seeeesaeeesaeeenaaeenanennaaaa 19 0 1 27.00 27 17 8 2 0
..................................................................................................................... TAGCTTGT TG T TCAGC CACC TR . « v vt ettt e et et et ee e et ettt e eeae e 22 1 1 24.00 24 16 7 1 0
................................................................................................................... AT TAGCT TG T TG T TCAGCCAC R . v v v ittt e ettt ee e ttee s tee s eeeeeeaeeeeneeenanennaa22 1 1 17.00 17 7 3 1 6
.................................................. GGl T G A A C A A C A GG T AR T C ot v e et e e e e e et e e o e o et e e o e o e oo oo eesoeneeesesaeeeseeaeeeseeneeesesaeeeseeaeeeseeaeeesesasesseensessesasessesaeennoeeeeeanas 20 0 1 16.00 16 0 16 0 0
................................................................................................................... AT TAGCT TG T TG T TCAGCC . v v v et e et e e e tee e tee s eeeeseeesenaeeeneeesaeeenanennaaa 19 0 1 16.00 16 16 0 0 0
................................................... et €7 V:Y0) V107X €0 17X 0 c 22 0 BN O 1 15.00 15 2 13 0 0
.................................................................................................................. CATTAGCT TGTTGT TCAGCCACC R . & i ittt ettt et ee et tee e ttee e taesseeeeenanenanaaa 24 1 1 13.00 13 5 7 1 0
.................................................................................................................... TTAGCTTGTTGTTCAGCCACCTAR . .« o vt vttt et ee et tee s ttee e tee e ttee e neeeenaaanneaas 24 2 1 12.00 12 4 8 0 0
..................................................................................................................... TAGCT TGT TG T TCAGC CACC A . « v vttt ettt et te e e tae e etee s eaeeeeaeeenaeaenanennaa 21 1 1 12.00 12 8 4 0 0
..................................................................................................................... TAGCTTGT TG T TCAGCCACC T C R . & vttt it ettt et et ee et ettt etee e eeaeeenaneene 23 1 1 10.00 10 5 5 0 0
.................................................................................................................. CAT TAGC T TG T TG T TCAG e+« e v e et e e et ee e eeee s eeesseaeseneeeenaeseaaeeeneneenananaaa 18 0 1 10.00 10 9 1 0 0
..................................................................................................................... TAGCTTGT TG T TCAGCCACC T . « v vt e ettt et ee e e tee e etee e teeeseeeeeaaeenaneena 22 1 1 10.00 10 1 9 0 0
.................................................................................................................... TTAGCTTGT TG T TCAGC CAC . « v v i et et et tee et tee s eeee s eaeeeeaeeeaaaenanennaaa 21 1 1 10.00 10 6 2 1 1
.................................................................................................................... TTAGCTTGT TG T TCAGCCACC T . « v vt e et et et ee e ttee e et eteeeeeeesenanaenaaeenaaa 23 1 1 9.00 9 2 4 1 2
................................................................................................................... AT TAGCT TG T TGT TCAGCCAC A . . ot ittt it ettt ee s ttee s tee s s eeeetaeeeeneeenaneenaaa 23 2 1 9.00 9 6 3 0 0
.................................................................................................................... TTAGCTTGTTGTTCAGCCACCTC e v v vt e et et e tee e teee s eeeeeeeeeeeaesenaneenaneenaaa 23 0 1 9.00 9 1 8 0 0
..................................................................................................................... TAGCT TG T TG T TCAGCCAC . &t v e et e e et ee e tee e s taeeseaeesneeeeaeessaeennenennaaa 19 0 1 9.00 9 5 4 0 0
.................................................................................................................... TTAGCTTGTTGT TCAGCCACA . « v v ittt ettt ee e ttee s teee e tee e eeee e tnaeeenanannanas 22 2 1 9.00 9 5 1 1 2
.................................................................................................................... TTAGCTTGT TG T TCAGCCACC . « v o e ettt e e et ee et eee e ttee s taeeeeaeeenaaaenanennaa 22 1 1 8.00 8 4 1 3 0
.................................................................................................................. CATTAGCTTGTTGTTCAGCCARAA . .« o i vt v ettt ee it ee e teeeeeeeeenaeeenaeeenaneenanana. 24 3 1 8.00 8 1 7 0 0
.................................................................................................................... TTAGCTTGTTGTTCAGCCACCAR. &« .« i ittt ettt ee e st ee s eeee s taeeeeaeeesaaeenaaennaa 23 2 1 8.00 8 3 4 1 0
.................................................................................................................. CATTAGC T TGT TG T TCAGCCAC . « v v v ettt e et e tee et tee e teee et eeeeeeneaeenaeeeaa. 23 1 1 8.00 8 4 2 1 1
.................................................................................................................... TTAGCTTGTTGTTCAGCCACCARR. .« . ot ettt et ee s ttee s tne s eaeeeseeeeneeeeneennnaaa 24 3 1 7.00 7 3 3 1 0
.................................................................................................................. CATTAGC T TGT TGT TCAGCC AR . &« vttt ettt et e tee et tee s teeeeteeeeeeeeeneneenanenaa. 23 2 1 7.00 7 3 3 1 0
.................................................................................................................. CATTAGCT TGTTGT TCAGCCACRRA . . . o\ttt et ee st tee e teeeeeaeseeaeesnaeeenanennnaana 25 3 1 7.00 7 3 4 0 0
.................................................. el ok e7:V:Xo)-V-Y07:Xe] €104 10:¥-N: o]~ 3B O 1 6.00 6 0 6 0 0
................................................................................................................... AT TAGCT TG T TG T TCAGCCACC T . v v v et e et ee e e tee s eeeeseaeeenseeesneeeeaeeenanennaaa23 0 1 6.00 6 4 1 0 1
................................................. GG C T G A A C A A C A GG C T AR T C Gt v v et e e e et e e e e e e e e e e e oo e aeaeeasasaeeeseeeeeeeesaeeeeesaeeseeeeeeesesaeeeeesaeasseseeeeeesaeaeeesaeaeeeneeneeenananeees 22 0 1 6.00 6 0 6 0 0
..................................................................................................................... TAGCTTGTTGT TCAGCCACCTRA . .« . o ittt ettt et ee e etee s teeeseaeeeeaeeenanenneaa 23 2 1 6.00 6 2 4 0 0
................................................... et e V:Y0) V107X €10 VX 07 e 1o -2 B O 1 5.00 5 0 5 0 0
..................................................................................................................... TAGCT TGT TG T TCAGC CACA . v vttt e et ee et te e e tee e st e et st seaeeananenna.a 20 1 1 5.00 5 2 3 0 0
................................................................................................................... ATTAGCTTGT TGTTCAGCCACCARA. « v vttt ettt e e e tee et tee e et e teeeeeaeeenanennaa 24 2 1 5.00 5 2 3 0 0
.................................................................................................................... TTAGCTTGT TG T TCAGCCACC B . « v et et et et ee e et ee e et e et et et eiaeeenne 22 1 1 4.00 4 3 1 0 0
.................................................................................................................. CATTAGCT TGT TGT TCAGCC AR . .« . o ittt ettt et tee e ttee e teeeeeaaeeneeeananeenananaas 23 2 1 4.00 4 2 2 0 0
.................................................................................................................. CATTAGC T TGTTGT TCAGCCACC Tt v e e e et e et e e e tee e tee e st eteeessaeesnaaannnana 24 0 1 4.00 4 3 1 0 0
.................................................................................................................... TTAGCTTGT TG T TCAGCC e« v v e e e e e et ee et tee s eeeeseeeeesaeeeeaeeeneeeeaanenaaaa 18 0 1 4.00 4 4 0 0 0
...................................................................................................................... AGCTTGT TG T TCAGCCACC T e v v e e e et e e et ee et eee e tee et eseeeesaaaeanaeanaaaaa 20 0 1 4.00 4 1 3 0 0
.................................................................................................................... TTAGCT TGT TG T TCAGC C AR . & i ittt ettt et e tee s teeeseaeeeeaeeenaeeeneeeeaenennaaa 20 1 2 3.50 7 4 3 0 0
.................................................................................................................... TTAGCTTGT TG T TCAGC AR . & vt ettt ettt ettt ettt e et ettt et eaeeaenna.a 20 1 1 3.00 3 3 0 0 0
................................................. TGGCTGAACAACAGGC TARTC . v v v e e e e e e e e a e e e e ee e ae e e ae e e aee s aaeeeaaeeeeeeeeeeeeeaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeoeeeeneeeeaaeeneaninnaaaa 2l 0 1 3.00 3 0 3 0 0
................................................................................................................... AT TAGCT TG T TG T TCAGC & v v v e et e e ee e e tae e teeseaeeseaeeeneeesaeeeeaeeenanennaaaa 18 0 1 3.00 3 1 1 1 0
................................................... etk € 7:¥0) V107X €0 17X 10 s I BN O 1 3.00 3 0 3 0 0
..................................................................................................................... TAGCTTGT TGTTCAGCCACC . « v v it ettt e et e e et ee e et et e e e e a2 1 1 3.00 3 3 0 0 0
..................................................................................................................... TAGC T TG T TG T TCAGC A e vt e e e e et eee s taee s taeeeeeeeeaaeeeaeeenaaeennaennaaaa 18 0 1 3.00 3 2 1 0 0
.................................................................................................................. CATTAGCT TGTTGT TCAGCCAC A . .« o ittt ettt e it e e et et e et ettt e taeeeiaeeene.. 24 2 1 3.00 3 0 2 1 0
.................................................................................................................. CATTAGC T TGT TGT TCAGCC AR . « . o vt vttt te e e tee e teee e eeeeeeaaeenaeeeneeeenanenaas 23 2 1 2.00 2 1 0 0 1
................................................................................................................... ATTAGCT TGT TGTTCAGCCACRRA . . . . ...ttt ittt i tte s it e it eeaeeeaaaeeaanenna. 24 3 1 2.00 2 1 1 0 0
................................................................................................................. CCATTAGCT TG T TGTTCAGCCAC . & v v e e et e et ee et eee e taeeseeeseneeeeaeeeeaaeennaennaaaa23 0 1 2.00 2 0 2 0 0
.................................................................................................................. CATTAGCT TGTTGT TCAGCCACE . « v v vttt ettt ettt e ettt e et et et e eee e 23 1 1 2.00 2 0 1 1 0
.................................................. el ek €7 VX001 07X €104 -V N L I O 1 2.00 2 1 1 0 0
................................................. et el ol 1e7:V-N 0\ 07X e o411 N I < S O 1 2.00 2 1 1 0 0
................................................. et el ol 1 e7:7-N o0 -\ 07X e 0110V s I B O 1 2.00 2 2 0 0 0
.................................................................................................................. CATTAGC T TGT TG T TCAGCC . « v vttt et ettt e e tee et ee e et et et e teeeeneee. 2 1 1 2.00 2 1 1 0 0
..................................................................................................................... TAGCTTGT TG T TCAGCCACCTC T e v v e e e e e et ee e e teeeeeeeeenaeeeaaaeenaasennaennaaaa23 0 1 2.00 2 0 2 0 0
................................................................................................................. CCAT TAGC T TG T TG T TCAGC A s+ vt e e et e e et ae e oeee e eeeeseaeeeneeesaeeeeneeennnennaaa22 0 1 2.00 2 1 1 0 0
........................................................................................................................ CTTGTTGT TCAGCCACC T e v v e e e e e et te e e tee e eeee s eeeessaeeeeaaaananeenaaaaa. 18 0 1 2.00 2 0 2 0 0
..................................................................................................................... TAGCTTGT TG T TCAGC CAC . v vt it ettt e et te et tee e eeeeeeneeeeneeenaaeennaeennaaa 20 1 1 2.00 2 2 0 0 0
.................................................................................................................... TTAGCTTGTTGTTCAGCCACARA. .« .« o vttt et te e s tee e s tee e eeeeeaneeeeaaeeenaennaaaaa 23 3 1 2.00 2 1 0 1 0
................................................................................................................... AT TAGCT TG T TGT TCAGC A . & ittt ittt et et tee e taeeteeeeeaeeeeneeeeaeeennneennaaa 2l 1 2 2.00 4 0 3 0 1
..................................................................................................................... TAGCTTGTTGTTCAGCCACCTAAL . . o v v ottt ee et tee s et s eee s eeeeeaeeeeaaaennnaa 24 3 1 1.00 1 1 0 0 0
.................................................................................................................. CATTAGCT TGTTGT TCAGCC AR, &« .« it ettt it te e it ee ettt et e e et eeeeennaea. 23 3 1 1.00 1 0 1 0 0
.................................................................................................................. CATTAGCT TGTTGT TCAGCC A, .« & o ittt ettt e et tee s teee s eeeeeeeessnaaenaaeennanaaa 23 3 1 1.00 1 1 0 0 0
................................................................................................................. CCATTAGCT TG T TGTTCAGC AR . & o ittt it ittt ettt e et et e et e et e et ie e e 23 1 1 1.00 1 1 0 0 0
..................................................................................................................... TAGCT TGT TG T TCAGC CAC A . v v ittt et et e et tee et tee e teee s eaeeeeaeenanennea 2l 2 1 1.00 1 0 1 0 0
................................................................................................................... ATTAGCT TGT TGT TCAGCCAC A . . o\ ittt ettt e et taeeteee e eaeeeeneeeeaaeennaeenneaa 23 2 1 1.00 1 1 0 0 0
................................................. et el ol 1 e7:7-N o0 VN 07X e 04110V -2 0 B O 1 1.00 1 0 1 0 0
..................................................................................................................... TAGCTTGT TGTTCAGCCACCTCEE. & o vt ittt it e ittt e teee e eaeeeaeeenaeeenneeenneas 24 2 1 1.00 1 1 0 0 0
..................................................................................................................... TAGCTTGT TG T TCAGCCACCT . « « v v v vttt et te et tee e eeee s eeeeeaeeenaaaennaeenaa22 1 1 1.00 1 0 1 0 0
.................................................................................................................... TTAGCTTGT TGTTCAGCCACC A . & it ittt ittt ettt ettt ettt et eeeenee 23 2 1 1.00 1 0 0 1 0
....................................................................................................................... GCTTGTTGT TCAGCCACCTC . v v v e e et eee e tee e eeeeseaeeeeaeesaaasenanennanana 20 0 1 1.00 1 0 1 0 0
.............................................................................................................. AGGCCAT TAGC T TG T TG T TC A e & e v e e e e e et e e e e te e e tee e e tee e st s et et esaeeeanaaennaa 2l 0 1 1.00 1 1 0 0 0
............................................................................................................... GGCCATTAGCT TG T TG T TCAG . « « v e v e e e et ee et tee e eeeeeeeesenaeeeaaeeeaeeennanenananaa22 1 1 1.00 1 1 0 0 0
....................................................................................................................................................................... GACTTCAAACTGGAACAGCC.. 20 0 1 1.00 1 1 0 0 0
.................................................................................................................... TTAGCTTGT TG T TCAGCCAC . « « v o e vttt e et tee e eeee s eeeeeeaeeeaesenaaennanennaaa 21 1 1 1.00 1 1 0 0 0
.................................................. el et N e7:V-N o0\ 07X e e o110V o1 23 N | 1 1.00 1 0 1 0 0
............................................................................................................... GGCCAT TAGC T TG T TG T TCAG . + v v e e e et e e et ee e eeeeeeeeeeeeeseaaeesaaeeeaeeennanennaaaaa2l 0 1 1.00 1 1 0 0 0
.......................................................................................................... TAAGAGGCCAT TAGC T TG T TG T e« v e v e e e e e e ee et ae e eeaeeenneeeeneeeaaeeeneeeenneeenaeennaeeaa22 0 1 1.00 1 1 0 0 0
........................................................................................................................... GTTGTTCAGCCACCTCTAC . &t e e e e e e tee e ttee st eeaeeenaaasnanennnaana 19 0 1 1.00 1 0 1 0 0
....................................................................................................................... GCTTGTTGT TCAGCCACC T . « v v vt ettt e et ee e teeeeeaeeeeneeeaneeeneneennaenaa 2l 1 1 1.00 1 0 1 0 0
................................................. TGGCTGAACAACAGG T AR T C G . « & o v e et et e et e e e e e e e e e e e e e e e e e e e ae e e tae e e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeeeeeeeeeseeeeaeeeenenanneaaa 23 1 1 1.00 1 0 1 0 0
.................................................................................................................... TTAGCTTGT TG T TCAGCCAC A . « ¢ vttt ettt tee e ttee s taeeeeaeeeeaeeenaeeenneennaeas 22 2 1 1.00 1 1 0 0 0
.................................................. el etk e):V-No)-V-Y07-Xe] e o4i10-¥-N: oo S~ S | 1 1.00 1 0 1 0 0
................................................... eToki €Y. V:Y0) V107X e 10k VX 10’ o R~ 0 I | 1 1.00 1 0 1 0 0
.................................................................................................................... TTAGCTTGT TG T TCAGCC . « o v v vttt et e e e tee st eee s eeeeeeaeeeeaesenaaaenanennaaa 19 1 1 1.00 1 0 0 1 0
................................................................................................................... AT TAGCT TGT TG T TCAGC AR . & vttt ittt et e tee e it teee s eaeeeeneeeeneeennneennaa 2l 1 1 1.00 1 0 1 0 0
.......................................................................................................... TAAGAGGCC AT TAGC T TG T TG T T e v e v e e e e e e e e et ee e e ee s seeeseeeeenaeesnaeeeaeeenannennnaaa 23 0 1 1.00 1 1 0 0 0
................................................................................................................. CCATTAGCT TG T TGTTCAGC . v v e v v e e et e e o eee e eaeeeeneeeeaeeeneeeeneeeenaeennaeenaaaa 20 0 1 1.00 1 1 0 0 0
............................................................................................................... GGCCAT TAGC T TG T TG T TCAGC + v v e e e e e e et ee e e tee e eeee e aeessteeeeaaseeneasnaaeenanaaaa 22 0 1 1.00 1 0 1 0 0
.................................................................................................................. CAT TAGC T TG T TG T TCAG . « v v v vt e ettt e et eee e tee e teeeeoneeeeaeeenneeeneneenanenna. 19 1 1 1.00 1 1 0 0 0
................................................................................................................... ATTAGCT TGT TGTTCAGCCACCE . + v v vt e et ee et tee e ettt e et et seaeenaneena. 23 1 1 1.00 1 1 0 0 0
....................................................................... CTTCCATCT TGGARAGC TAT C T T T TG e+t v e e e e e e e e e e e et e e e e e e e e ae e et ae e e ee e eaee e aeeeeaeeeeeeeeaeeeeaeeeeaeeeneeeenenenneeaaaaa26 0 1 1.00 1 0 1 0 0
................................................................................................................... AT TAGCT TG T TGTTCAGCCACCTC e v v et e et ee e et ee s eeeeseeesseaeeeaaeeeaaaeaanennaaaa 24 0 1 1.00 1 0 1 0 0
........................................................................................................... AAGAGGCCAT TAGC T TG T TG T T e v v v v e e e e ee e e ee e aeeeeneeennaeeoneeeeneeenneeoneeeenananaasa22 0 1 1.00 1 1 0 0 0
............................................................................................................ AGAGGCCAT TAGC T TG T TG T T e e v e e e e et e e e e ee e eee e aeesseaeesaeseeneeenaeeeneneenaaana 2 0 1 1.00 1 0 1 0 0
................................................................................................................................................... CCAATCCAACTACCAACCAG. v v vt v veeeeennneena.. 20 0 1 1.00 1 1 0 0 0
...................................................................................................................... AGCTTGT TGT TCAGCCACCH . « it ettt e ittt et e e e st e et st s e eaaeeenena 20 1 1 1.00 1 0 1 0 0
................................................... el e V:Y o).V -Y 07X ] e 0k VX 0 e 1o} P~ O 1 1.00 1 0 1 0 0
..................................................................................................................... TAGC T TGT TG T TCAGC A . & i vt et e ettt e et e e tee e e tee e eeeeseaeeenaeenanena. 19 1 1 1.00 1 0 1 0 0
...................................................................................................................... AGCTTGT TG T TCAGCCACC T . & v v vttt e et ee e taee e tee e eeeeeeneeenaeeeeneeennanaaa 2l 1 1 1.00 1 1 0 0 0
..................................................................................................................... TAGCTTGTTGTTCAGCCACRRA. . . . .ttt ittt ettt ee s teee s eeeseeaeeeaaeeenaeeaaaaaa 22 3 1 1.00 1 0 0 1 0
.................................................................................................................... TTAGCTTGTTGTTCAGCCACCAEBE . - « « ¢ v vttt ee e tnee s teeeeeeeeeneeeeneeeenaeennaaas 24 3 1 1.00 1 0 1 0 0
................................................... GCTGAACAACAGGC T AATCGCTTCC « v v v e e e e e e e e e e e e e e e e e e e e e e e e e ae e e ae e ee e eae e eee s eeeeseeeeeeeeeeeeeeeaeeeeeeeeeeeeeaeeeeeeeeaaeeeaanenanaaaa25 0 1 1.00 1 0 1 0 0
........................................................................................................... AAGAGGCCAT TAGC T TG T TG e ¢ v v v e e e e e et ee et eee e teeeeeeseneeeeneeeeaeeeneeeenanenaanenaa 20 0 1 1.00 1 0 0 0 1
.................................................. el etk e7:V:Xo) VY 07-Xe] €041 10-¥-N: o7 e -3 | 1 1.00 1 0 1 0 0
.................................................................................................................. CATTAGCTTGTTGTTCAGCCATAR . .« . i vt vttt ee e ttee e teeeeteeeeaaeeenaeeenanennaeena 24 3 2 1.00 2 2 0 0 0
Anti-sense strand reads
M054
V114 V113 V115
ACGAAGACCGACGGAAGAGTACCTATGGGTAGGGGACTCGCCTGTGCTAACCGACTTGTTGTCCGATTAGCGAAGGTAGAACCTTTCGATAGAAAACGCTGGTGGGATTCTCCGGTAATCGAACAACAAGTCGGTGGAGATGATTGAGGTTAGGTTGATGGTTGGTCCTGAAGTTTGACCTTGTCGGAT female
Read # Hit |Total embryo body male head
khkkkkkkkhkkkhkhkhkhkhkhkhkkhkhkhkhkhkhkhkhkhkhkhkkhkkhkkk ((( __________ (((((((((((((((((((( ((((( ''''' ((('.. (( ________ )) ))) ...... ))))) )))))))))))))))))))) .......... ))) ''''' khkkkhkhkkhkhkhkhkhkhkkhkkhkkkkkkkkkkkkkkkkkkkkdx* g]ze Mismatch Count Norm Total body
................................................. ACCGACT TG T TG T CCGAT TAGC « o v v v e e e e e e e e e e e e e e e e e e e e e e aa e ae e e ee e e aee e aee e teeeeeeeseaeeeeaeeeeeeeeeeeeeeeeeeaeeeeeeeeeeeeeaeeenaeeeaanenaaa22 0 1 2.00 2 1 1 0 0
.................................................................................... TTCGATAGARAACGCT GG T GG M « v v vt e e et e e e et e e et e e et e e et e e et ee e et ettt e et ettt e st et e e 20 1 2.00 2 2 0 0 0
................................................................................................................................. P T CGGTGGAGAT GAT TGAGG T T v v v e e et ee e ttee e teeeseaeeennneenanaena 22 1 1 1.00 1 1 0 0 0
.................................................................................................................................................................. TGGTCCTGAAGTTTGACCTTGT..... 22 0 1 1.00 1 1 0 0 0
...................................................................................................... TGGGAT TCTCC GG T AR T CG A . v v v e e e e e e e e et e e e tee e eee e tee e e eeeeeseeeeaeeeeaeeeaeeeenanenanaaaa 20 0 1 1.00 1 1 0 0 0
................................................................ GAT TAGC GARGGTAGAAC « ¢ v e e e e e e et e e e e ee et ae e e e ae e e aee e aaeeeaneeeaeeeeaeeeeeeeeaeeeeaeeeeaeeeeeeeeneeeeaeeeaeeeeaeeeenaeennaaaaa 18 0 1 1.00 1 1 0 0 0
.................................................. (ofofe) ok sl et o] o] e 7N -\ e ol e}~ BN O 1 1.00 1 0 1 0 0
........................................................................................................................................................... TGATGGTTGGTCCTGAAGTTTG. . e v veeew... 22 O 1 1.00 1 1 0 0 0
........................................................................................................................................................ GGTTGATGGTTGGTCCTGAAG . v v v v eeeen.n.. 21 0 1 1.00 1 1 0 0 0
........................................................................................................................................................ GGTTGATGGTTGGTCCTGAA. . v v vvveeennanan. 20 0 1 1.00 1 1 0 0 0
................................................ N N of )Nk el i et o] o] €7 N1 e o~ S O 1 1.00 1 1 0 0 0
...................................................................................................................................................................... CCTGAAGTTTGACCTTGTCGG.. 21 0O 1 1.00 1 0 1 0 0
.................................................................................................................. GTAATCGAACAACAAGTCGGT G v v v e e e tee e eee e eee s seeeseeaeeeaaeeaaeseaaneenannnaaa22 0 1 1.00 1 0 1 0 0
................................................... (o7 )Xok el et o] o] e 7N 17N €0 22 0 B O 1 1.00 1 0 0 1 0
................................................................................................... i etehieleley-Ni i Lok o] o] €] e 111V ¢ BN 0 1 1.00 1 1 0 0 0
....................................................................... GAAGGTAGAACC T T TCGATAG . + ¢ v e e v et e e e e e e e e e e e et e e e e ee et aee et ae e e eee e eaeeeeaeeeeaeeeeeeeeaeeeeaeeeeeeeeneeeenenennneaaa 2 0 1 1.00 1 1 0 0 0
................................................................................... T T T CGATAGA A A ACGC T GG TG e« v v v e e e e e e e e e e e e e e e e ae e aee e ae s eeeeseaeeeeaeeeeeeeeaeeeeaeeeeeeeeaenenaanenanaaaa2l 0 1 1.00 1 0 1 0 0
.................................................. CCGACT TG T TG TCCGAT TAGC « « v v v e e e e e e e e e e e e ae e e e ae e e ae e e e ae e oaae e aaeeeeaeeeaeeeeaeeeeaeeeeneeeeaeeeeeeeeeeeeeneeeenaeeeeeeeeneeeeneeeeneeennaaaa2l 0 1 1.00 1 1 0 0 0
................................................................................................................................................................... GGTCCTGAAGTTTGACCTTGT..... 21 O 1 1.00 1 1 0 0 0
........................................................................................................................................ AAGATGAT TGAGGT TAGGTTGA . « v v v e v e tee e eeeeeenenennneenna. 22 1 1 1.00 1 1 0 0 0
.............................................................................. GAACCT TTCGATAGARRARACGC e+ v v e e e e e e et ae e e ae e e ae e ae e e tae e eae s eaeeeeeeeeeeeeeeeeeeeeeeeaeeeaaeeeaaeenaannnan 2 0 1 1.00 1 1 0 0 0
............................................... A CCGAC T TG T TG T CC GAT TR s+ v ot e e et e e e et e e et e e e e e e e e e e e e et et ettt e e et ee e e tee e tee e ee e e tee e eeee e eeeeeeee e eeeeeeaeeeeaeeeaeeeiiaeeeeaeeennneenaa 22 0 1 1.00 1 1 0 0 0
.............................................................................................................................................................. TGGTTGGTCCTGAAGTTTGAC. .. ....... 21 O 1 1.00 1 0 1 0 0
.............................................................................................................. TCCGGTAATCGAACARACAAGT C e v v et et e et et e et te et teeeetee e eaeeetaeeeeaaeenaeeenanaaa 22 0 1 1.00 1 0 1 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec2|scaffold 14:871952-872140 (dse 211 ||TGCTTCTGGCTGCCTTCTCATGGATACCCATCCCCTGAGCGGA-————~ CACGATTGGCTGAACAACAGGCTAATCGCTTCCATCTTGGAAAGCTATCTTTTGCGACCACCCTAAGAGGCCATTAGCTTGTTGTTCAGCCACC——————————————— T-CTA-CTAACTCCAATCCAACTACCAACCAGGACTTCAAACTGGAACAGCCTA
+
|droSim2“2l:864381—864569 + |bsi_233”TGCTTcTGGCTGCCTTCTCATGGATACCCATCCCCTGAGCGGA —————— cacET TEECTECARCARCACECTAATCECT TCCATCTTGGAAAGCTATCIATTTGCGACCACCETEAAGCCATTAGCTTGTTGT TCAGCHACKH-—————————————- T-CTA-CTAACTCCAATCCAACTACCAACCAGGACTTCAAACTGGAACAGCCTA

|dm3

lchror:224554-224710 +

ldme 451 | T - 7 ittt  — — — — — Y \C AlCAALTTNNCLAEE Tl chideleie T NgiA c e rc T T T Tl chic cleige o B G G Tealcler T ThiA G CCALN SR N S eTelelsl etelel- -[&- c A - c T/l A A T AACTACCAACINGGACTCAAACTGGAACAGCHTH

laroEre2|scaffold 2484:9938-10068 +|

ccGhy accggNaRGeNTe T T Til- - - —- - -]

ceeacirifereacallcclataccrerTeT rhiaccc AN RS STl et isteltiAC T - c Tlec TciiaaTECAnETACCAACIBGGAC TldcARACTGGAACACREITH

ldrovak3|2L:887523-887599 -

|recTreTeccMcEacEcaTccaRacccaTcceclgeace oA Ndac AN T TiXSC T Cl eI AlCACCIT AR SICE

droEugl|[scf7180000409554:1629849- TofyTTCTRGCTGRTEc TcaTGGARACccaTccccilcAGCc AN C AfNe T TINC T CleLIAlEACCL{TAARICE
1629925 +

droBial|scf7180000302261:2902287— EccrreTecccciddcEcErcongalcccceclgsacceocnga¥Xgec AN T TENECTCllsl L JAlACCITARECE
2902363 +

droTakl|l[scf7180000414027:24324- TalgrreTeccccidsc TarccallacccallccceTcaccc AN ENNEC AN T TINC Tl L iAlEAC LT AARICE
24400 -

droElell|lscf7180000490458:377285- TolgrrcTccciirEcEcaTccalaldccallcceciloacccor g N¥NeC AN T TiNEC T CI LAl ACCLITAARICE
377361 +

droRhol|scf7180000769144:41564- TG Te TG CldcifideclecErcealXeccea¥chicileaccilca
41606 +

droFicl|lscf7180000453904:1173878- T GhiliNeli~ g6 c 2 A ANC/SlG TEUNEIINA INGIISIN A BIeletel I Neleleler\c G A A A TSI T A ClililA CE GCG TG EE T VACle
1173954 -

droKikl|[scf7180000301647:4157-4261 aaccalicTfeliicaicca BcTTTGGTAACGATCINETE R
+

droBipl|scf7180000393252:4108-4166 Gclécc

Generated: 09/08/2015 at 07:38 PM

crit.pairing

C

rescue.total
rescue.dominant
rescue.known
rescue.confident
rescue.candidate

PASS/FAIL

crit.star

crit.loop
crit.mor

crit.half

crit.total

crit.top3
rit.tptop3
crit.uri
crit.back

PRPOOORORRRROOOR



http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_14:871952-872140
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_14:871952-872140
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_211.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:864381-864569
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_233.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:224554-224710
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_451.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2484:9938-10068
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=scf7180000414027:24324-24400
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=scf7180000769144:41564-41606
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=scf7180000301647:4157-4261
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000393252:4108-4166

Coordinate:

dse 33 |scaffold 1344:850-913 + |confident | Canonical miRNA |intergenic

Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cormell Mirror}]
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Flybase annnotation
intergenic
No Repeatable elements found
mature |[star
1. dse_63 scaffold 1093:3684-3704 +
2. dse 33 scaffold 1344:892-912 +
3. dse_65 scaffold 1344:5953-5973 +
4. dse_64 scaffold 40:23124-23144 +
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M054
v1il4 V113 V115
ATATCTAACGCTTCTTCAGCAACGTTCCAAATGGCGAGCACAGAAGACAGAAGTTGAAATCGATGATGTCGCTTTTTCGTCTTTTACTACAACGACATCATCAATTTGAACGTCTGTCTTCTGTGCTGTCACCCTGCCACCCCTCAAATGGTCACTAGCTTAAT female
Read # Hit |Total embryo male head body
R e e L N N O N O N O N YNNI N))INDN)D)))))))))) ckkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* gjze Mismatch Count Norm Total body
.................................................. AAGT TGA A AT CGATGAT G T G e vt e e e et e et e e e e e e e e e e e et e e e e e et e e et e ettt et ee et s st et ettt et e tie et 22 0 1 1390.001390 1276 78 35 1
................................................... AGT T GA R AT COA T GA T G T C G T . v v v e e e e e e e e e e e o e o e o e oo asosoeaeaeeeseeesaeneeeeesesoesaeaeeeeeseeoeaeeeeeeeeoenaeneeeeeeeeas 22 0 1 316.00 316 260 25 31 0
................................................... AGT T GAA AT CGAT GATGTC G e v v v e v e e e e e e et e e et e e e e e e et e e e ee e e tee e tee e tee e tee e eeeeeeeeeeaeeeeeeeaeeaneeeneeenneenaaa 2l 0 1 88.00 88 44 17 27 0
.................................................. AAGT TGA A AT CGATGA TG TC G T e v v v v e e e e e e e e e e e ee e e ae et ae e e ae e aaeeeaeeeeeeeeeeeeeeeeneeeneeeaeeeeeeeeneeeneeenanennaaaa23 0 1 31.00 31 30 0 1 0
............................................................................................ COACATCATCAAT T TGAACG T+ vt v e et et ee e tee e tee e st st eaeeesaaesaaeananena. 2 0 4 22.25 89 42 29 18 0
.................................................... GT TG AR AT COATGA T G T G T e & e v v e e e e e e e e e e e e e e e e e ae e e ae e e aee e ae s eaeseeeeeeeeeeeeeeeeeeeeeeaeeeaeseneeeaaeenannnaaaaaa 2 0 1 22.00 22 15 5 2 0
.................................................. AAGT TGA A AT CGATGA TG TC G « v v e e e e e e e e e e e e e e e e e e e e e e e e e ee e tee e eee e eee e teeeteeeeeeeenseeeeeeeeaeeeneeenenenanaa 2 0 4 11.00 44 19 19 6 0
................................................... AGT T GAA AT CGA T GAT GTC G T T e v v v e v e e e e e e e e e e e e ee e e ae e e ae e e aee e aeeeeeeeeaeeeneeeneeeeeeeeeeeeneeeeneeeneeeneeeenaeeaaaaa23 0 1 6.00 6 2 1 2 1
................................................... AGT T GAAAT CGAT GAT GTC G T T Tt v v v v e e e et e et e e e e e e e e e e e et e e et e e et e et ee et e e e sttt et et et et et et eiieannea 24 0 1 5.00 5 1 4 0 0
................................................. €7:¥:N ek sl V-Ni o 7N €7 e} 01 c A O 4 3.50 14 13 1 0 0
.................................................... Gl TG AR AT CGATGA TG TCGC « « e v e e e e e e e e e e e ee e e ae e e ae e taeeaaeeeeeeeeeeeeaeeeeeeeaeeeeeeeeeeeeaeeeaeeeaeeenannnnaaaaa 20 0 1 3.00 3 2 0 1 0
.................................................... Gl TG AR AT CGA T GA TG T C G T T« o v v e e e e e e e e ee e e ee e e ae e aae e aaeeenneeeaneeeeeeeeaeeeeeeeneeeoeeeoeeeeneeeneeeneeennaennaaaa22 0 1 3.00 3 0 1 2 0
.................................................. AAGT TGARA AT CGATGATGTC .+ v v e e e et e e et e e et e e e e e e e e e et e et e e et et ettt ettt et e ettt et ettt et e e e e eeaaeea. 20 0 4 2.50 10 4 5 1 0
................................................ AGAAGT TGAR AT CGAT GATGTC e« e v e e e e e e e e e e e e e e e e e ae e e ae e e aee s eae s teeseeeeeneeeeeeeeeeeeeeeeaeeeeeeeeeeeeaeeeneeenennna22 0 4 2.50 10 8 1 1 0
............................................................................................ COACATCATCAAT T TGAACGTC . o v v et et ee et ee e tee e teeesaeeeeaeenaaeaaaannannna 22 0 4 2.50 10 9 1 0 0
.................................................. -V Ned i e). V-V N fole) Nl e Lo cTe - [ - B 1 2.00 2 2 0 0 0
................................................. GAAGT TGAA AT CGATGATGTCGC « v v e v e e e e e e e e e et e e et e et e ae e et e e e tae e eee e tee e eeeeeeeeeeeeeeaeeeeeeeaeeeaeeeeaneenneeaaaaa 23 0 1 2.00 2 2 0 0 0
.................................................... GT T GAR AT CGATGA TG T G T T T T T e & e v v e e e e e e e e e e e e e ae e e ae e e ae e e eesaeeeneeeeseeenseeeneeeeeeeeaeeeneeeaeesneeenannnanaaaa25 0 1 1.00 1 1 0 0 0
................................................... AGTTGAAATCGATGATGTCGC . - o it ittt ettt et ettt e e e e e e e et e e e e e e e e e e e e e 221 1 1.00 1 1 0 0 0
.................................................. AAGTTGARATCGATGATGTCGC . ¢ o o ittt ettt ettt e ettt e e e e e e e e e e e e e e e e e e e et 231 1 1.00 1 1 0 0 0
................................................... AGTTGAAATCGATGATGTCGC T T T T . ¢ o ottt ittt et e e e e e e e e e et e e e e e e ettt et ettt et e et i e 271 1 1.00 1 0 1 0 0
.................................................. AAG T TG A AT C AT G AT G T« o v v v v e e e e e e e a e e e e e e e ee e e ae e e ae e aaeeeaneeeaeeeeeeeenaeeenaeeeaeeeaeeeaeeeeaeeeaeeeneeenneennaeaaa 19 0 4 1.00 4 3 0 1 0
................................................. €7:¥:N ek sl V- V-Ni o] 7N €7 e} o~ I O 4 0.50 2 2 0 0 0
............................................................................................. GACATCATCAAT T TGAACG T+ « v v v v v e et ee s aeeseeseneeseaeseaeenaeeeaanenneanaa 20 0 4 0.50 2 0 2 0 0
............................................................................................ COACATCATCAAT T TGAACG e « v v v e et et ee e tee e tee s tneeeaeeeeaeeeaeeeneeenenena 20 0 4 0.50 2 2 0 0 0
................................................... AGT T GAA AT CGA T GAT GTC G M « v v v e e e e e e e e e e e ae e e ae e e ae e e aeeeaeeeeeeeeeeeeaeeeaneeeneeeeeeeeaeeeneeeneeeneeeaaaeenaeeaaaaa20 0 4 0.50 2 1 0 1 0
.......................................................................................... AACGACAT CATCAAT T TGAACG T+ v v e e e et e e et ee e tee e eae e seesesaeeeaaeaaaennannna 23 0 4 0.50 2 2 0 0 0
............................................................................................. GACATCATCAAT TTGAACGTC T . v v v et et ee et ee e tee e eeeeseeeeeaeesaaeenaaananenaa 22 0 4 0.25 1 0 1 0 0
............................................................................................... CATCATCAAT TTGAACG T TG T e o v v vt et ee e teesteeeeeeeeneeenaasnneennennnaaaa 22 0 4 0.25 1 1 0 0 0
............................................................................................. GACATCATCAAT TTGAACGTC e v v vttt et ee e ee e teeeeeeeeeeeeeaeeeaeeeneeenaeena 2l 0 4 0.25 1 1 0 0 0
.................................................. AAGT TGAAATCGATGATG T . - . ottt ittt e ettt ittt e ittt et ettt 20 1 4 0.25 1 0 1 0 0
............................................................................................ CGACATCATCAATTTGAACGT . « o o ittt e e ettt e e e 221 4 0.25 1 1 0 0 0
........................................................................................... ACGACATCATCAAT TTGARCG . + v v e v et e e tee e teeeeeeeeneeeeaeeeeeeeaaeenanennaaaaa2l 0 4 0.25 1 0 0 1 0
................................................... AGT T GAA AT CGAT GATGTC e o v v v e e e e e e e e e et e e et e e e e e et et e e e te e e tee e ee e tae e eeeeeeeeeeaeeeaeeeaeeeneeenaneenneeaa 19 0 4 0.25 1 1 0 0 0
.................................................. AAGT TGAAATCGATGAT G T A . . o . ittt ittt ettt e et ettt e e e et e e e e e e 22 2 4 0.25 1 1 0 0 0
................................................ AGAAG T TGAR AT CORAT GA TG T e+ v e e e e e et e e et e e e e e e e e e e et e et e et e e st ee e tee e st et st et ettt st etaeeaneane. 2 0 4 0.25 1 0 0 1 0
........................................................................................... ACGACATCATCAAT TTGARCG T« « v e v e e e e tee e teeseeeseaeeeeaasaaeeeaaeennnenaaaaaa22 0 4 0.25 1 1 0 0 0
.......................................................................................... AACGACAT CATCAAT T TGAACG e « v v v v v e e e teeteeeseeesenaeeeneseneeeeneeenannnnennaaa22 0 4 0.25 1 1 0 0 0
.............. Rl Nel07-V-N o] et e107:V-V-Ni 1] o] e 7Y D~/ SN O 7 0.14 1 1 0 0 0
Anti-sense strand reads
M054
v1i1i3 Vv11l5 Vv11l4
TATAGATTGCGAAGAAGTCGTTGCAAGGTTTACCGCTCGTGTCTTCTGTCTTCAACTTTAGCTACTACAGCGAAAAAGCAGAAAATGATGTTGCTGTAGTAGTTAAACTTGCAGACAGAAGACACGACAGTGGGACGGTGGGGAGTTTACCAGTGATCGAATTA female
Read # Hit |Total male body head embryo
R R R R e e e e N N O O O N INIINIIND) D)) D)) L))))))))))))))) ke kkkkkkkkkkkkkkkkkkkkkkkkkkk*kk*x* gjze Mismatch Count Norm Total body
.......................................................................................... TTGCTGTAGTAGT TARAACT TGC e o v v v v e et e e e tee e eee e seaeeeaeeeaeeeaaeenaaennneenaaaa 22 0 4 0.75 3 1 0
.......................................................................................... TTGCTGTAGTAG T TRAAACT TG e v e v v v e ettt e e tee e eeeeseeeeeeeeeneeeneeenanenaneeaaaaa 2l 0 4 0.25 1 0 0
......................................................................................... BT TGCTGTAGTAGTTARACTTGC . ¢« v et et e et et et et ettt eneaeeeaeeeeeneneneaeae. 23 1 14 0.07 1 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|Coordinate ID Alignment
|droSec2”scaffold_l344:800—963 + |!dse_33 ”ATATCTZ—\ACGCTT————CTTCAGCAACGTTCCAAATGGCGAGCZ—\CAG ———————————————————— AAGACAGAAGTTGAAATC--—————————— GAT G AT G m— — —— — — — TCGCT------ TTTTCGTCTTTTACTACAACGACATCATCAATTTGAACGTCTGTCTTCTGTGCTGTC-ACCCTGCCACC-——————~ CCTCA-——=————=—————————————— A--ATGGTC-—-AC-———————————————mm T-————- AGCTTAATl

ldrosim2|lnode 110930:30403-30566 - |dsi_32478|ARARcTEscRcTEENSC T TCARA R GE TS T

|am3 lchr3rHet:1368859-1368981 —|dme 440 |aRaRcTEECRCTEENNCT AT CEEGEEsT

droEre2|scaffold 4845:2300850- ccaaccaaaceaTTeacTiacecclecacTcEN:
2300987 -

droYak3|v2_chr2h random 003:96096- aalilce- - - - -BaaTallleINA T GAlgcceTCcaCl
96220 -

droEugl|{scf7180000409850:2561-2596 ST afedc Tific GliTlE- - - - CcTTCAGERECENNC A A A TGO C O
+

droBial|lsc£7180000301390:47955-
48116 -

droTakl|{sc£7180000410413:1122-1280 ATGEEEATGT TGANACCCAREGGCTTCCAACGGGGGENGAGTATGTCGGGTCACGCAGCC

droElel|scf7180000489411:54395- TccABAGCcTABAGGTCCTACNAANGAECcCcGTCl cC-—- - —--—-- AAACTAACCGCTCTGCGAREEIC TGGTTGENACTGTGCCTCTTCCAACGGGGG g CTGTATGT TTAGAGCAGHRAC]
54534 -

droRhol|{scf7180000764625:1998-2123 ’ETATCTEACCTT— ---cT1lecallcaacciccanaTcecalgychcel-- - - - - - - - - —-———————- EriNler e g Nalderc - - - - —————- AR TAGT T TTGATAAAGGEEATGAAAATCTACCTCCCATGCG
+

droFicl|{scf7180000453098:12124- aca®allcaTaccacTcacGiraTcalgcacT TV ATGRERCTGTTGANAECCAREGGCTTCCAACGGGGGERRGAGTATGTCGGGTCATCCAGCC
12269 -

droKikl 7008-7165 acacccaiiccecT@ailsaTccecAGTTGCH ATGEEAAGT TGANACCCTTGTCTTCCAACGGGGGENGAGAATGTCTGGTTATGCAGCCCGCA T - -

scf7180000299776:

droAna3|lscaffold 10393:1796-1955 -

AT G ARG TG A G A GG CCTCAACT GGG R GAGTA TG T GGG T CCGGCAG T A GCECERRACTGE- - FATAAATTCAA

droBipl

scf7180000393141:4826-4992

dpb

Unknown singleton 84:1827-

dps_3849

2004 -

droPer2||scaffold 102:53448-53632 -

[cecaliiiciiaacaceccT TigAAGGGECCETTGGA

drowWil?2

+

scf2 1100000009085:428-498

Gi¥cleliiciNa8ca cREREISENSAC A [N c c AN GiNele A T/NE C/E

droVir3

scaffold 12910:40774-40940

dvi_ 24650

: TTATAATC

droMo3j3

scaffold 6346:42133-42294

T e GTAETE

droGri?2

scaffold 14983:107158-

107261 +

-i:-
7
g
E
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1344:800-963
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_63.html
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http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_33.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1344:892-912
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_65.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1344:5953-5973
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_64.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_40:23124-23144
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1344:800-963
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_33.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=node_110930:30403-30566
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32478.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3LHet:1368859-1368981
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_440.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:2300850-2300987
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr2h_random_003:96096-96220
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409850:2561-2596
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301390:47955-48116
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000410413:1122-1280
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000489411:54395-54534
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000764625:1998-2123
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453098:12124-12269
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000299776:7008-7165
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_10393:1796-1955
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000393141:4826-4992
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_84:1827-2004
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3849.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_102:53448-53632
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000009085:428-498
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12910:40774-40940
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24650.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6346:42133-42294
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14983:107158-107261

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dse 58 |scaffold 41:95897-95958 + |confident | Canonical miRNA | intergenic
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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hide 3p reads H show mid mismatch reads
M054
V113 V114 V115
AAATAAGTCATTTTAATAAGAAACTTACATTTTTCGACGGCACATTGAAGAAGTCATAGGAAGCTGCAGGAATATCATAGACTCTAACTCCCGCAGCTTTCTATGACTCCTTCATTGACTAAAAACCGCCTCGACAGCAGCCAACAAAACAACACCAAACCT female
Read # Hit |Total body male embryo head
dkkhkkhkkhhkhkhkkhhkhhkhkhhkhkhhkhkdhkkkkx R T N N N O N 1)) DIV DI )Y e kkkhkkkkhkkkhkkhkkkhkkhkkkkkkkkkkkkkkkk*x*k*x* gize Mismatch Count Norm |Total body
.................................................. AAGTCATAGGAAGCTGCAGGA . « « e vt e e et et et e e et e e et et e e et e et et e et et ettt e ettt ettt ettt 200 1 434.00434 127 134 85 88
.................................................. AAGTCATAGGAAGCTGCAGG « « ¢ « « e e e v e et e e et e e e e e e e e e e e e e e et e e e et e e e e et e e e eaeateaeaeeeeaeaaeaeaeeneaeeneneanaaeaa20 0 1 173.00173 55 49 27 42
................................................. GAAGTCATAGGAAGCTGCAGGA .« « « v v v vt et et et et e e e e e e e e e e et ettt ettt ettt ettt ettt ee e 22 0 1 88.00 88 24 19 29 16
.................................................. AAGTCATAGGAAGCTGCAGGAll. . . . .ottt e e e e e e e e e e e 221 1 42.00 42 19 12 6 5
................................................. GAAGTCATAGGARGCTGCAGG « + « « e e e e et et e e et e e et e e et et e et et e e e et et e et e e e e e e et ettt 210 1 34.00 34 8 8 11 7
........................................................................................ TCCCGCAGCTTTCTATGACTCC e « v o e et et et e e e et e aeeeeeeneeneneaeeneaeeneneaneaeaes 22 0 1 25.00 25 22 0 2 1
................................................... AGTCATAGGARGCTGCAGGA « « « ¢ et e e e et e e et et e et et e e e et e et et et e et e e et e e et et e et ettt et et 200 1 25.00 25 15 1 7 2
................................................ AGAAGTCATAGGAAGCTGCAGG « + ¢+ v v e vt et et e e e e e e e e e e e e e et et e e et ettt et e ettt ee e 22 0 1 18.00 18 6 9 3 0
.................................................. AAGTCATAGGAAGCTGCAGG. - « ¢ o ittt ittt ittt ittt ettt ettt ettt e e e 211 1 18.00 18 4 10 1 3
.......................................................................................... CCGCAGCTTTCTATGACTCCT T e & e et e e et et et et et e e e e e neaeneaeanenea. 22 0 1 17.00 17 16 0 1 0
.......................................................................................... CCGCAGCTTTCTATGACTCCT « « v e e e ettt e ea e e e e enenenenenenenenenenenenenanas 2 0 1 15.00 15 7 0 4 4
.................................................. AAGTCATAGGAAGCTGCAGGRR . « -« et et e et et e et e e et e e et e e e e et e e e et e e et e et e e et ettt et et 220 1 15.00 15 6 4 4 1
.................................................. AAGTCATAGGAAGCTGCAG . « « ¢ v e v e e e et et et e e e e e e e e e e e e e e e e s e aeaeaeaeasaeaeaeaeaeanaeaeaeaeneananananenaaa. 19 0 1 7.00 7 4 2 0 1
....................................................................................... CTCCCGCAGCTTTCTATGACTCC . ¢ o v e e e et et e et et et e e eaeaeaeeeeaeaneneaeeneaeanaa 23 0 1 7.00 7 3 1 3 0
................................................... AGTCATAGGAAGCTGCAGGAM. « . . ottt ittt e e ettt ettt e e e e e a2 1 5.00 5 3 0 2 0
................................................... AGTCATAGGAAGCTGCAGGAART .+« v v vt et ettt ettt ettt ettt ettt et ettt ettt et e et ettt e e e 220 1 5.00 5 1 0 4 0
................................................... AGTCATAGGARGCTGCAGG . « « v e v e v e e et e ettt ettt ettt e et et et et et e et ettt et et ettt et e e e 190 1 4.00 4 3 0 1 0
........................................................................................... CGCAGCTTTCTATGACTCCTT ¢ + v e et et e et et e et et e et e eeeeeeaeeeeaeaeeneneenea 2l 0 1 4.00 4 3 0 1 0
................................................. GAAGTCATAGGAAGCTGCAG . « « « « o e et e et et e et et e e et e et et et et et e e et e e e et et e eeaeneeeeaeaeeneaeeaeneaeeaeaenneaeeneaeaa 20 0 1 4.00 4 3 0 1 0
................................................... AGTCATAGGAAGCTGCAGGAATA .« « t v e et et e et et e et et e e e et et e et et e et e e et et et et et et ettt et ea e eneaeeneaeeneaeaa 23 0 1 4.00 4 1 0 2 1
.......................................................................................... CCGCAGCTTTCTATGACTCCTT. -« .o i i i i i i i e e 231 1 3.00 3 2 0 0 1
................................................ AGAAGTCATAGGAAGCTGCA .+« et et ettt et et et et e e e e e e e e e e e e e e e e e e e . 2000 1 3.00 3 2 1 0 0
........................................................................................ TCCCGCAGCTTTCTATGACTC t &« e v et et et e eeteteee e e e eeeeeeaeaeaeaeaeaeaeaeaeaa 2l 0 1 3.00 3 3 0 0 0
.................................................. AAGTCATAGGAAGC TGCAG . ¢ ot vttt ittt it ittt ettt ettt ettt et et e 2001 1 3.00 3 2 1 0 0
.................................................... GTCATAGGARGCTGCAGGARTA . &+« vt et et ettt et e ettt et ettt et et ettt ettt a ettt et e e e e e e e eaeaenenenenenea 22 0 1 3.00 3 0 1 2 0
.................................................. AAGTCATAGGAAGCTGCAGGAR . « . o\ ittt ettt et e et e et e ettt e et e e e e e e e e e . 231 1 3.00 3 0 0 3 0
................................................. GAAGTCATAGGAAGCTGCAGGA. . . . ottt i i i i i i ittt ettt ettt ettt e e e 231 1 3.00 3 0 2 0 1
.................................................. AAGTCATAGGAAGCTGCAGGAIE . . . . ..ottt ittt et et e e e e e e e 232 1 2.00 2 1 0 0 1
.................................................. ARAGTCATAGGAAGCTGCAGG . -« ¢ ottt ittt ettt e et e et e e e e e e e e e e e e e 20 1 2.00 2 1 0 0 1
.................................................. AAGTCATAGGAAGCTGCAGH. .« o ittt ittt it ittt e et et e e e e e 20 1 1 2.00 2 2 0 0 0
........................................................................................... CGCAGCTTTCTATGACTCCT . ¢ e v e et et e et et e et et et et e et eaeeeeaeaneneneenea 20 0 1 2.00 2 1 0 1 0
........................................................................................... CGCAGCTTTCTATGACTCCTTC e & e o e vt e e ee e eaeeemeeeeneaeaneananeneaneneneenaae 22 0 1 2.00 2 1 0 1 0
................................................ AGAAGTCATAGGAAGCTGC . « v v vt vttt et et et et e e e e e e e e e e e e ettt e et ettt e ettt 190 1 2.00 2 0 1 1 0
.................................................. ARAGTCATAGGAAGCTGCAGG . - - -« ot ittt ettt ettt ettt e e ettt et e e e et 222 1 2.00 2 0 2 0 0
................................................... AGTCATAGGARGCTGCAGGAR . « « « et e ettt ettt et e et ettt et et et e ettt et ettt ettt et et 20 0 1 2.00 2 2 0 0 0
.................................................. AAGTCATAGGAAGCTGCAGHE . -« ¢ o e vttt ettt et et e et e e e e e e et e e et e e e e e e e e e et 212 1 2.00 2 2 0 0 0
.................................................. AAGTCATAGGAAGCTGCAGGA. . - o ittt i it i i i i it ittt e e et e e e e e e e e e e e 22 1 1 2.00 2 0 1 1 0
.................................................... GTCATAGGARGCTGCAGGA . « « + v vt e e ettt e ettt ettt ettt et et e et e e e e et e et e e et et e ettt e e 190 1 2.00 2 2 0 0 0
............... ATAAGARACT TACATTTTTCG « ¢+« e et e e e et e e e et et e e e et e et et e e et e e et e e et et e e e et e e e et et e et e e et e e e e e e e e e et e et e ettt 210 1 1.00 1 0 0 0 1
.......................................... CATTGAAGAAGTCATAGGARG . « « « t et ettt ettt et ettt et ettt et ettt e ettt ettt ettt ettt et ettt e 20 1 1.00 1 0 0 0 1
................................................. GAAGTCATAGGAAGCTGC .+« « vt vt et et et et et et e e e e e et e e e e e e e et ettt et ettt et ettt e, 180 1 1.00 1 0 0 0 1
.................................................. ARGTCATAGGAAGCTGCA . ¢ vt vt e ee e e eeee e e e e e e e e e e e e e aeaeaseseeaeaeeeaeanaeeeaeaeaeanaeeneeeeaeaeanannnnnaaa. 18 0 1 1.00 1 0 0 1 0
.................................................. AAGTCATAGGAAGCTGCAGGE . « « v v v vttt ettt e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 21 1 1.00 1 0 0 0 1
................................................. GAAGTCATAGGAAGCTGCAGGAR . « ¢+« vt vt et et et e e e e e e e e e e e e e e e e ee e ae e e e e eaeaeaeaeaeaeaeaeananananaeaa 23 0 1 1.00 1 0 0 1 0
................................................................................... CTAACTCCCGCAGCTTTCT « « v v v e e et et et et ettt ettt ettt ettt ettt ee e 190 1 1.00 1 0 0 0 1
................................................ AGAAGTCATAGGARGCTGCAG  « « - e e e e e et e e et e e et e e et e e et e e e e et e e e e e ae e e e eaeeeeaeeeeaeaeeneaeeneaeeneneeaeneaeanaaa2l 0 1 1.00 1 1 0 0 0
................................................ AGAAGTCATAGGAAGCTGCAGG . « o vttt ettt ettt e et e et e e e e e e 231 1 1.00 1 0 1 0 0
...................................................................... AATATCATAGACTCTAACTCC « &« ot et e et et e et e e e e e et e et et e et et et a e e eneaeeneaeaneneaneneananea 2l 0 1 1.00 1 1 0 0 0
.................................................... GTCATAGGAAGCTGCAGGAAT « « & e e e e e e et e e e e e e e e e e et e e e et e e et et et e e et et e e e e eeeaeeeeaeeeeaeaeeneaeaneaenneneneanaaa2l 0 1 1.00 1 1 0 0 0
........................... CAT TTTTCGACGGCACATTGA . « « t v et et et e et e e e 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 e e e e et e e et et e e e e et e e ettt ettt 2l 0 1 1.00 1 1 0 0 0
................................................ AGAAGTCATAGGAAGCTGCAGGA . « « « et et et et ettt e e e e et e e e e e e e ettt e ettt ettt ettt et e e 230 1 1.00 1 0 0 1 0
................................................. &F N ek oF- Gy NeTeT. V. NeTo eTor-Ne ey - AU~ B 1 1.00 1 1 0 0 0
.......................................................................................... CCGCAGCTTTCTATGACTCC . « « o e et et ettt et e e eeeeeeneaneneaaeneaeeneneaneaeaa 20 0 1 1.00 1 1 0 0 0
......................................................................................... CCCGCAGCTTTCTATGACTCC ¢ + v e et et et et et et e ae e e eneaeeneaeanenennanea 2l 0 1 1.00 1 1 0 0 0
................................................... AGTCATAGGAAGCTGCAGGA. . . . ¢ ittt ettt ettt it ettt ittt e e et e e e e e e e 222 1 1.00 1 0 0 0 1
.................................................. AAGTCATAGGAAGCTGCAGGAATATC . ¢+ v e et e e et et e et et e et et et e et e e et e e et et et ettt ettt e ettt et eneaeeneaeanenea. 26 0 1 1.00 1 0 0 1 0
................................................................................ ACTCTARCTCCCGCAGCT « + « v v et et et et et et e e e e e e ettt et ettt et e, 18 0 1 1.00 1 0 0 0 1
....................................................................................... CTCCCGCAGCTTTCTATGACT « « v vt et et et et ettt ettt e e 200 1 1.00 1 0 0 0 1
................................................... AGTCATAGGARGCTGCAG . « « t v e e e et et ettt ettt ettt ettt et e e e e e et e e e et e e et ettt et 18 0 1 1.00 1 0 0 1 0
......................................................................................... CCCGCAGCTTTCTATGACTCCT + « e e et e et et e e et et e e a e e e teaeaeenenennenea 22 0 1 1.00 1 0 1 0 0
................................................... AGTCATAGGAAGCTG A . . . . . . oottt ittt it ittt ittt ettt ettt e et e et e 20 3 12 0.08 1 1 0 0 0
Anti-sense strand reads
M054
V115 V113 v1il4
TTTATTCAGTAAAATTATTCTTTGAATGTAAAAAGCTGCCGTGTAACTTCTTCAGTATCCTTCGACGTCCTTATAGTATCTGAGATTGAGGGCGTCGAAAGATACTGAGGAAGTAACTGATTTTTGGCGGAGCTGTCGTCGGTTGTTTTGTTGTGGTTTGGA female
Read # Hit |Total head male body |embryo
*hkkkhkhkhkkhkhkhkhkkhkhhkhkhkhhkhkhkkhkkkkhkhkkkkx R N N N O D)D) NN e *hkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkxk*x*k*x* gize Mismatch Count Norm Total body
............................................................................................................................ TGGCGGAGCTGTCGTCGGTTG. « v v v v e vene.n.. 21 0 1 2.00 2 1 1 0 0
............................................................................... CTGAGATTGAGGGCGTCGARR . « « e o e et e et et e et et e ae et e e teeeaeaeeneaeeneaeeneneeneneaeenaaa2l 0 1 1.00 1 0 1 0 0
...................................................................................... TGAGGGCGTCGARAGATACTGA . « ¢ e v e e e et et e aee et aeeeeaeaeeneaeeneaeaneneaeeneaeaneae22 0 1 1.00 1 1 0 0 0
.............................................. CTTCTTCAGTATCCTTCGACGT . « + « vt et et et e e et e et e et e e ettt ettt ettt ettt et ettt ettt e e e eaenenenenenenena 22 0 1 1.00 1 1 0 0 0
...................................................................................................................................... GTCGTCGGTTGTTTTGTTGTG....... 21 0 1 1.00 1 0 0 1 0
............................................................................................................................. GGCGGAGCTGTCGTCGGTTGT « « v v v v v evenen. 210 1 1.00 1 1 0 0 0
................................................................................................................................... GCTGTCGTCGGTTGTTTTGTT. . .c..... 21 O 1 1.00 1 0 1 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosec2|lscaffold 41:95847-96008 + |[dse 58  |AARATAAGTCAT T T TAAT - === === - ——— o o oo AAGAAACTTACATTTTTCGACGGCACAT--—————-— TGAAGAAGTCATAGGAAGCTGCAGGAATATCATAGACTCTAACIECCCECAGCTITCTATCACTCCTTCATTGACTAAAAACCGCCTCGACAGCAGCCAACAAAACAACACCAAACCT —————————
ldrosim2|[31:22556824-22557002 + R N N N e i GA C TCCGTA TG TCG TG T TC A T AGC T — IR N S el Neh L EeT NI NeJelelA A GAAAC TTA[GAT TTTTCGACGGCACATIRRENS - - — - IMSeIdAGTCATAGINAAGCTGCAGGARTlETCATAGATCTAACECECECACCTTTCTATGACTCAT T
lam3 lchr31:23125361-23125485 + | [ S N G A CTCCGTA TG T CGAGT TC T T A GC T AccTGGATTCAGCT TTGACAGCCNAAINNAA NN LTSI NI TN T T T C CCCA AN NN VNLIF NTNE A'NNE[ChIElor

droEre2|scaffold 4784:22751450-
22751522 +

droYak3|v2 chr2l random 001:2853-
2911 -

droBial|scf7180000302064:36943—-
36947 +

droTakl|scf7180000416012:22327~ clGcl\--—-—-—————-]
22354 -

ceeafdenldngcancallcanaldede-—--—----

droRholl|lscf7180000774457:14668- cTicircaTcaaiiaiG-|

ciXecapjcaceccapjcaldnldcancalcaldedcids- - -------

droFicl|scf7180000449205:53363—
53410 -

14728 -
AAATEAGTIATTETHAT

P R R -

droAna3|scaffold 13043:427961-
428017 +

AAATARECA TGN

ci¥ecacecacecapjcarEcancailcana/dadia NI Ve

droBipl|scf7180000394852:28872—
28894 -

FAATAATGCETTTT@AT
dp5 Unknown group 39:2730=
2762 +

ENYNINT TG TCAJCHT T
droPer2|scaffold 3:764277-764354

GTTRTGTACANCTI
+

drovir3|scaffold 12089:4715-4750 AEaaalrcaTT AR
+
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_41:95847-96008
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_41:95847-96008
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_58.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:22556824-22557002
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32474.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:23125361-23125485
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:22751450-22751522
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr2L_random_001:2853-2911
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302064:36943-36947
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000416012:22327-22354
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000774457:14668-14728
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000449205:53363-53410
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13043:427961-428017
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394852:28872-28894
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_39:2730-2762
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:764277-764354
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12089:4715-4750

ID: Coordinate: Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cormell Mirror}]

dse 57 ||scaffold 0:19169125-1916918S5 + |confident | Canonical miRNA ||intergenic

Legend: mature - mismatch in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Size Condition 19,169,100 19,169,150 19,169,200
Genomic Position
Hairpin partition -# Sense - Antisense Mature -e Star
Hairpin partition Mature #» Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V113 V115 v1l4
TTGGCTTGTTTTTATGGTAATCGGCGCATAACAAAAACCACACTACTACCACATCGCACCACCCAACCCACCTGTGTGTCT TGGTGAGGAGGGTGGAGTGGTGCGGTTGGTGGTGGCATGGCATTTCGAAATTAAACTGCGCATAGTCCTTAAAATTTTAT female
Read # Hit Total male head body embryo
AR N O A N N A O A O N 1)) NNI))) IIIIIIIIIDDD)))))) L)) ... kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk***k** 5ize Mismatch Count Norm Total body
........................................................................................ e Nelelehyele) Nehelchnelolele il clc PRI - S O 1 450.00 450 185 208 29 28
........................................................................................ GAGGGTGGAGTGGTGCGGT TG e « e v v v e e e e ee et ee e ee e ettt e et e e e e i 21 0 1 135.00135 73 31 31 0
........................................................................................ GAGGGTGGAGTGGTGC GG T TG T - v v v e e e e e e e e e e e e e e e e e e e e e e e e e e e d e di i iae 023 0 1 40.00 40 26 9 5 0
.................................................. ACATCGCACCACCCARCCCACC T « « e e e e e e e e e e e e e e e e e e e e e e e e e e e e e a2 0 1 37.00 37 0 4 32 1
........................................................................................ 7 -Nelelehyeley-Nekelekielolele i 0 PPN Y o B O 1 28.00 28 10 13 4 1
........................................................................................ ef:Xelelehelel-Xehdelchiclolclchi i cTc [ P -c I 1 13.00 13 9 4 0 0
........................................................................................ GAGGGTGGAGTGGTGCGGT Tl - ¢ vt vttt ettt e ettt ittt et et et et e e 21 1 13.00 13 3 8 2 0
.................................................. ACATCGCACCACCCARCCCACC + v e e e e e e e e e e e e e e e e e e e e e e e e s 22 00 1 12.00 12 0 2 10 0
.................................................. ACATCGCACCACCCARCCCA . v v v e e e e e e e e e e e e e e e e e e e e e e e e e e e s s s 200 1 9.00 9 2 7 0 0
........................................................................................ e Nelelehyeley Nekelchelolelc PP I : S 0| 1 9.00 9 4 3 2 0
........................................................................................ e):XelelehielesNel Jelelifelofelchil e . NN OO0 S 1 8.00 8 5 1 1 1
........................................................................................ eh-Neleleleler-Neheleuuelolelel il ey NN PR B 1 8.00 8 4 3 1 0
......................................................................................... Xelelekieley-NekileTekelole e e U Y o B O 1 8.00 8 2 0 6 0
.................................................. ACATCGCACCACCCARCCCAC « v v e e e e e e e e e e e e e e e e e e e e e e e e e e e e e a2 0 1 5.00 5 0 1 4 0
........................................................................................ e :Nelelehyeley Nehelclnelolele PP I S ¢ 1 4.00 4 2 2 0 0
........................................................................................ GAGGGTGGAGTGGTGCG . - - ¢ o e i i i i e i i ittt e e 18 L 1 4.00 4 2 2 0 0
......................................................................................... FXelelekieley-Nelile ek elolelek e e S % I O 1 4.00 4 2 1 1 0
.................................................. ACATCGCACCACCCAACCCACC T . ¢ ottt ettt et ettt e e e e e e e e e et e e e e e e et e e et e e e et e e 241 1 3.00 3 0 0 3 0
................................................... CATCGCACCACCC AR CCCACCT & e v e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e s 22 00 1 2.00 2 0 0 2 0
........................................................................................ (e:XelelehielesNel Jelelifelolelchil e AP~ 3 S 1 2.00 2 2 0 0 0
........................................................................................ GAGGGTGGAGTGGTGCGGT TGO  « o vttt it ittt et et ettt et et e e eee e 231 1 2.00 2 1 1 0 0
........................................................................................ e):Xelelehieles-Neli Jelelielofeleliil e o PP~ S 1 1.00 1 1 0 0 0
........................................................................................ GAGGGTGGAGTGGTGCGGTTGG. - - - - - - - - oo e i i i 253 1 1.00 1 1 0 0 0
............................. AACAAAAACCACACTACTACC « + v v et e e e e e e e e e e e e e e e e e e e e e i 0 1 1.00 1 0 1 0 0
......................................................................................................................... CATTTCGAAATTAAACTGCG . « v v v e e eeeeeeeeee... 20 O 1 1.00 1 0 0 1 0
......................................................................................... AGGGTGGAGTGG TG GG T T e « e v v e e e e e et e e e e e et ettt e e e e e te e iee i 19 0 1 1.00 1 0 0 1 0
......................................................................................... F\elelehieley-Nekielekielolcley U PP I S O 1 1.00 1 0 0 1 0
.............................................................................................................. PTEGTGGCATGEC AT TTCGARAT . o v v e et et oesennaasneaaeaeas22 0 1 1.00 1 0 0 0 1
......................................................................................... AGGGTGGAGTGGTGCGGTTGGTEA . « - o ¢ vt vt et e ie et te e e e eeeaenenaeaeaan. 25 3 1 1.00 1 1 0 0 0
........................................................................................ GAGGGTGGAGTGGTGCGGTTGGT. - - - - - - o i i i i i 25 2 1 1.00 1 1 0 0 0
......................................................................................... AGGGTGGAGTGGTGCGGTTGE. - . -« o i ittt i ittt i e ieieieieeeranennanenea22 1 1 1.00 1 0 1 0 0
......................................................................................... AGGGTGGAGTGGTGCGGTTGGI- - - - - - oo i i i e 23 2 1 1.00 1 0 1 0 0
.................................................... ATCGCACCACCCARACCCACC T « v v e e e e e e e e e e e e e e e e e e e e e e e e e e a2 0 1 1.00 1 0 0 1 0
.................................................................................... ierNele)-Nelelehneley Nekyelck e ol c PP % I o 1 1.00 1 0 0 1 0
.................................................................. CCCACCTGTGTGTC T TGO TGAGGAGGEG - « v v e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e s s e s i idiiaaai27 0 1 1.00 1 0 1 0 0
............................... CAAAAACCACACTACTACT « + v e e e e e e e e e e e e e e e e e e e e e e e e e e e e s e e s s 19 0 1 1.00 1 0 1 0 0
........................................................................................ GAGGGTGGAGTGGTGCGGTTCI.- - - - - - - o i i i i e .. 243 2 0.50 1 1 0 0 0
Anti-sense strand reads
AACCGAACAAAAATACCATTAGCCGCGTATTGTTTTTGGTGTGATGATGGTGTAGCGTGGTGGGTTGGGTGGACACACAGAACCACTCCTCCCACCTCACCACGCCAACCACCACCGTACCGTAAAGCTTTAATTTGACGCGTATCAGGAATTTTAAAATA
Read # Hit Total
************************************_. (((__ (((((((((_ (((((((((((((. (((_ ((( _____________ ))) _)))))) _))))))))))))))))))) ._))) .. _.*********************************** size Mismatch Count Norm Total

No data available in table

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species|/Coordinate ID Alignment

droSecZ|lscaffold 0:19169075- dse 57| T---TGGCT-TGTTTTTATGGTAATCGG
19169235 +

ldrosim2|[3r:18345499-18345669 + I |T---TGGCT-TGTTTTTATGGTAATCGG
|dm3 lcnrsr:18804948-18805102 + | |T---TGGCT-TGTTTTTATGGTAATCGG

droEre2scaffold 4820:9263423- T-—-TGGCT-TGTTTTTATGGTAATCGG
9263583 -

ldrovak3|[3R:19664706-19664851 + | |T---TGGCT-TGTTTTTATGGTAATCGG CcG

droEugl|lscf7180000409768:965430— TTGGCTTGTTTTTATGGTAATCGG (ol CCEAT
965604 +

droBiallscf7180000302402:4896225- T---TGGCT-TGTTTTTATGGTAATCGG-—-————————-————— CGCATAACAA-—-—-————————- anAcc-fgca-fracEehfy----- cag--c@cageccEE - --Elcecgeecerg clclr GcecEEcT GCCCGGG cG GTGTGTCTT-——-—-————————————————— Aclechiccl-—--- - - - - SAG-———————————— - -EIecCTlEc -~ GGG TGGCATGGCATT T§GAAAT TAAACTGCGCATAGTCCTTAA-AATTTTAT
4896405 -

droTakl|scf7180000415400:68770- T---TGGCT-TGTTTTTATGGTAATCGG-—-———————-—-———— CGCATAACAA-—-—-————————- AAACC-ACA-RATACES------- -BETec--TGCC clecEaal A aAlGT G cG GTGTGTCTT—-————————————————————— HoEgNeciYEde-—-—-——- G CEele kNI N Xele - - -~ G- — - -RechliGE TE6 -~ G TGGTGGCATGGCAT T T§GAAAT TAAACTGCGCATAGTCCTTAA-AATTTTAT
68942 +

droElel|[scf7180000490453:54167- T---TGGCT-TGTTTTTATGGTAATCGG-—-—-—————-—-———— CGCATAACAA-—-—-————————- AAACC-ACA-RITACES------- -BE T c--TGCC ce-Ec AGCT -TTT G cG e GG TG TG T C T TR Cléan - -AcTTEEEEEEE = - — el R TG----CRGCGCTE6--GTGGTGGCATGGCATTT/§GAAAT TAAACTGCGCATAGTCCTTAA-AATTTTAT
54337 +

droRhol|scf7180000780164:127129- T---TGGCT-TGTTTTTATGGTAATCGG-—-—————————————— CGCATAACAA-—-————————-—- AAACC-ACA-IIrAcHed------- -BETfeT- -TGCC ceTESG AGCT -cleT G cG GTGTGTRT[&-——-———————— - - TCINEGEA GG TRttt - - — - [E G CG R - - - - Glecfgie g - L\ TlG TGGCATGGCAT TT/l§GAAATTAAACTGCGCATAGTCCTTAA-AATTTTAT
127295 -

droFicl|{scf7180000454055:12098- T---TGGCT-TGTTTTTATGGTAATCGG-—-—=—=———-—-———-— CGCATAACAA-—-—-————————- aaacc-ACA-Rracle------- -BETc--TGCC crcEle AGCT -CTT G cG GTGTGTCTT—-=——=—=————————————————— HoEcEdda - —-————- i G CEele el X Xlelele T Cleh E el T GC GG TG -~ G TGGTGGCATGGCAT T T/@GAAAT TAAACTGCGCATAGTCCTTAA-AATTTTAT
12281 -

droKikl|scf7180000302388:436606— T———TEGCT—TGTTTTTATGGTAATCGG ————————————————— CGCATAACAA-————————————— GCTTTCGCCCAG——C GCCC b CGAGTCCTCGAGCT TG————GGCETG——GTGGTGGCATGGCATTTGAAATTAAACTGCGCATAGTCCTTAA—AATTTTAT
436800 +

droAna3|scaffold 13340:12516216- T---TGET-TGTTTTTATGGTAATCGG-—-—————————————— CGCATAACAA-—-—-————————- AAACC-ACA-IITACEHS el lelelele N eiC Alelclelelel=~ ~ b TGAGTCCTCGAGCTTTGGGAGTCACEHT GCCCAGCCCCAACA B e CEdgN--CEcGTGGCATGGCATT T§GAAATTAAACTGCGCATAGTCCTTAA-AATTTTAT
12516428 -

droBipl|lsc£7180000396691:1405174- T---TIGCT-TGTTTTTATGGTAATCGG-—~———=—————————— CGCATAACAA-—-—-——-—————- EVYNBINI A W NelcCTCCAGCCCAG--CEGGGCCCEET - T- TGAGTTTTCGAGCTCTGGGAGTCACHT GCCCAGCCTACAAC - Bl —IeGGTGGCATGGCATT T§GAAAT TAAACTGCGCATAGTCCTTAA-AATTTTAT
1405368 -

dp5 l2:6076985-6077158 - | |T---TRGCT-TGTTTTTATGGTAATCGG- -~ —-———————————- CGCATAARCAA--———————————— AAACC-ACA-RTACE-------- caa--cicecccaln---Fiicace A ~CATACCCTCGAGTCRRSAT AGCCAGGGTTGA--GGG GrelcTErg-----------—— - GO ————————- - -WG-—-----————-—- TG- - GRCEGCHTG -~ GG TGGCATGGCATTTIGAAATTAAACGCGCATAGTCCTTAA-AATTTTAT

droPer2|scaffold 19:1815855-1816027 T---TIGC T[T T TTTATGGTANTCGG-———————————————— CGCATASCAA-—-—-————————- apfdcc-aca-firacl-------- cRmalcEiccecccals- - -Flcace Al -CATACCCTCGAGACEEAT, ACCCAGGGTTGA--GG croerdde------—--—--——--—--———————- ele- - - -[6-EEEEEEEEE - — - — - - e Bc—---BRcleccdec- -G TGGCATGGCATT T§GAAAT TAAACAGCGCATAGTCCTTAA-AATTTTAT

droWil2|lscf2 1100000004902:1227520- T---@AGCT-TGTTTTTATGYTAATCGG A2 -T-
1227676 -

drovir3|scaffold 12822:103642- T---TRGCT-TClQgYTTATGGTAATCRG- - - - -~ === — - ————— cldca@racldr-----—--—--—-—- AAnRIN-fdcalNClenife- - - —-—-- cEEaaleccTaccacacEcEc TAA clea G TG GTGTYTle - —————————————-———————- - == == == === — - —— — - - — - — Gl e T GGCETGGCATTTgGAAAT TAAACEGCICITAGECCTTAA-AATTTTAT

droMo7 3|[ECattota 6540:32803488- i T IS BN EI IRl e A A A CCTCTCCACCTCTCCGRCEG-TTRGIcTCCACCTTAAGC TINNAT TR CIINS - — - - - EEEEEE -BEac--acce --- GACACACET G TG GTGT|Y T - —————————————————————— —— - — - — — - —— — - - — B I G--clecerccclgrceearTrigcaaaTTarACEGCcdecEccTTARA-AATTTTAT

32803647 -

TG----GTGCGGTTG--GTGGTGGCATGGCATTTCGAAATTAAACTGCGCATAGTCCTTAA-AATTTTAT

TG-=--GTGCGGTTG-~GTGGTGGCATGGCATTT@GAAATTAAACTGCGCATAGTCCTTAA-AATTTTAT|
TG----GTICGETTG--CRGGTGGCATGCHATTT8GARAATTAAACTGCGCATAGTCCTTAA-AATTTTAT|
TG—-—-BRCGGTlE6--GTGGTGGCATGGCAT T TI§GAAAT TAAACTGCGCAMAGTCCTTAA-AATTTTAT

droGri2|lscaffold 15074:3608970- T---T®GCT-TGTTTTATGGTAATCIG-—-—————————————— ciicalafdcan------—-—————- FVNNA T T TR TRIC AN A C R cGclle\- -ccec ce-Eilran) GET GG G GTCTE T/ —————-—-—————-—-—————-- - - - ———————————- B Eenamec--t\rerclicErcccaTTTgcaaaTTAAACE I A RECBcCTTAA-AATTTTAT
3609110 +

Generated: 09/08/2015 at 07:38 PM

PASS/FAIL
crit.star 1
crit.loop

crit.mor

crit.half

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

crit.uri

crit.back
rescue.total
rescue.dominant
rescue.known
rescue.confident
rescue.candidate
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:19169075-19169235
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:19169075-19169235
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_57.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:18345499-18345669
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:18804948-18805102
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:9263423-9263583
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:19664706-19664851
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409768:965430-965604
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:4896225-4896405
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415400:68770-68942
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490453:54167-54337
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780164:127129-127295
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454055:12098-12281
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302388:436606-436800
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:12516216-12516428
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396691:1405174-1405368
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:6076985-6077158
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_19:1815855-1816027
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:1227520-1227676
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12822:103642-103785
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:32803488-32803647
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:3608970-3609110

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dse 332 |scaffold 0:15993641-15993696 -  confident | Canonical miRNA || 5SpUTR

Legend: mature star jithurid 81 g 911 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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15993750 15993700 15993650 15993600 o & AS & Q§9
I O O R B N O K &
Genomic Position 18 19 20 21 22 23 24 25 26 @ | | | |
Size Condition 15993750 15993700 15993650 15993600
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
utr$ [utrS_plus_10126]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V113 V115 V114
TACAACAACGAAGAATACCAGAAGAAGCAAAGCCAAAAACGCAGCTGCAGTCGACGTCGACGCAGTGTTCGCTGCTGCCACCGCTGCTGCACTCGCCGACGTCAGTTTCTGTTTGGCCCATTGCCGTTGGCCAGCTTCAGTGTTCATTTCCCCATC female
Read # Hit |Total male head body | embryo
khkkkkkkkhkhkhkhkkkkkkhkkhkhkhkhkhkhkhkhkkkkkkkkkk = ((((((('_ (((((((_ ((_ ((((('_ ((. (( _______ )) _)) _))))))) _))))))) '''' )))) . .))) L. kkkkkkkkkkkkkkkkkhkhkkhkkkkkkkkkkhkkhkkkk gize Mismatch | Count/ Norm Total bOdy
.................................................................................... TGCTGCACTCGCCGACGTCAG . + e e e et et e teeeee e e eeeeeeaeaeaeaanenenenanaeas 2l 0 1 149.00149 69 60 17 3
.................................................. TCGACGTCGACGCAGTGTTCG M « « e v e e e e et et e e e e e e e e e et et et e e e e e e e e et e e e e e eaeaeneeeeeeaeaeaeaeneneneeeeneaeaa 2l 0 1 63.00 63 40 6 16 1
.................................................. iielesNolehofe)Noleloy Neli el o c). FuN A - B 1 47.00 47 47 0 0 0
.................................................. TCGACGTCGACGCAGTGTTCGC « « + v v v et et e e e e e e e e et et et et et e e e e e e et ettt e e te e e e ettt e aanenenennanaeaeaa 22 0 1 46.00 46 31 4 10 1
.................................................. TCGACGTCGACGCAGTGTTCGCT « + v v v vt ettt e e e e e et e e et et et e e e e e e ettt e e e et e e ettt ittt e 230 1 36.00 36 23 3 10 0
.................................................. TCGACGTCGACGCAGTGTTCGCTG + « + v v v et e e e e e e e e et et et et et e e e e e e et ettt e et e e ee e ea e eeeeeteeaeneaeaeneeeeaeaeas 24 0 1 29.00 29 19 6 3 1
.................................................................................... TGCTGCACTCGCCGACGTCAGT « « « v vt e e et e teee e e e et et ettt tete e eaeneneeeneneas 22 0 1 27.00 27 12 7 7 1
.................................................................................... TGCTGCACTCGCCGACGTCA t « e v v e e et et e teeeee e e eeeeeeeeeeaeaaneneneeneaeaeas 20 0 2 17.00 34 18 5 11 0
................................................... ofe) Noleli ol e)-Yoletol- Vel el o] eloli e o PR~ SN 1 13.00 13 9 1 2 1
................................................... CGACGTCGACGCAGTGTTCG ¢ -« e e e e et et et et e e e e e e et et et et et et e e e e et e e et e e te e eaeeeaeaseeeaeesaeaeaenennaa 20 0 1 12.00 12 8 1 3 0
.................................................................................... TGCTGCACTCGCCGACGTCAGE. oot e e eeee e 221 2 8§.50 17 8 6 3 0
.................................................. ioes Nofehioler-Nole ol NeliehiifoleTod e [ s T 1 8§.00 8 4 1 3 0
.................................................. i olesNof el ofe)-Nodeloy-Neli e i NP2 I O 1 8§.00 8 8 0 0 0
................................................... CGACGTCGACGCAGTGTTCGCT « & v« et e e e e et et et e e e e e e e e et et et e e e e e e e e e e e e e e e e tataeaeeeaeneeeeeeasasaeaenennnaa 22 0 1 6.00 6 4 1 0 1
................................................... ofe) Noleli ol e)-Yoletoh-Velinlclikio] e NP~ 3 R 1 6.00 6 5 0 1 0
................................................... ofe) Nol el ol e)-NoleToh- Vel el o] cTo NN~ 3 1 5.00 5 3 1 1 0
.................................................. iioler-Nofehiole)-NoTeloy-Neli el o e’ FUN P - 1 3.00 3 3 0 0 0
.................................................. TCGACGTCGACGCAGTGTTCGCTG. - - - - ot it i it ettt ittt ettt ie et teeeeaeneaneneeeeea 25 1 1 3.00 3 2 1 0 0
.................................................. TCGACGTCGACGCAGTGTTCGCTGRAA . . . o v vttt ettt ettt et e e et et et e ettt et et e e e e et et ettt e e 2T 3 1 2.00 2 0 0 2 0
................................................................................... CTGCTGCACTCGCCGACGTCA . ¢ et e et e tete e e eaee e eeteeaeaeneneeeeneaeaeaan 2l 0 1 2.00 2 0 1 1 0
................................................... ofe) Nolel ot e)-YoleTol- Nkl el i o PPN BN 1 2.00 2 0 0 2 0
.................................................. iioledNofehofer Nolelor Neliuehi ot cTo - N 2 B 1 1.00 1 0 0 1 0
.................................................... GACGTCGACGCAGTGTTCGCTG. « -t v ittt ettt e ettt e ettt te et e e e e e e eteeaeaeneananeneanaeaea 23 1 1 1.00 1 1 0 0 0
.................................................. TCGACGTCGACGCAGTGT TCGC TG . . . o ¢ ot ittt ittt ettt ettt e e e e e et e ettt e e e e ettt ittt e e 2T 3 1 1.00 1 1 0 0 0
.................................................. TCGACGTCGACGCAGTGTTCGCTG T + « + v e v e e e e e e e e e et et et et e e e e e e et ettt et et e e e e e et teteeaaaeneaenneaeanaeas 26 0 1 1.00 1 0 1 0 0
................................................... ofe) Noleli ol e)-YoleTol-Nekid el ol eloli c) . NP~ B 1 1.00 1 1 0 0 0
................................................... ofe) Nolel ol e)-Yoletol- Vel el o] eTol: e P2 SN 1 1.00 1 0 1 0 0
..................................................... ol el o] eT o e oy-Ned el olc TN PP I I 0 1 1.00 1 0 0 1 0
.................................................. iioler-Nofehiofe)Nolelo)-Neli el o clod e - U X T 1 1.00 1 0 0 1 0
.................................................... GACGTCGACGCAGTGTTCGC « - ¢ e v e v e et et et e e e e e e e e et et e et et e e e e e e e e e te e teeeeaeaeaeaeeeeesasaeaeneaeennnnanas 20 0 1 1.00 1 1 0 0 0
.................................................. i oleyNof el ofe)-Nodelo-Neli e i NN - I 0 1 1.00 1 1 0 0 0
.............. ATACCAGAAGAAGCARAGC . -« e e e e et et et e e e e e e e e et e et et e e e e e e e e ettt e e et e e e e et et e e e e e e et 190 1 1.00 1 0 0 0 1
........................................................................................................................ TTGCCGTTGGCCAGCTTCAGTGT . v v v v vvne.. 23 0 1 1.00 1 0 1 0 0
.................................................. i oles-Nofehiofer-NoTelo)-Nelieliif o] . [N - B 1 1.00 1 1 0 0 0
................................................... ofe) Noleli ol e)-Noletoh-Nelid el ol eToli e’ | A2 S 1 1.00 1 1 0 0 0
.................................................................................... TGCTGCACTCGCCGACGTCAGT T« v vt et et e teeeeeee e eeeeeeeeaeaeaaaenenenenneneas 23 0 1 1.00 1 0 1 0 0
..................................................... ACGTCGACGCAGTGTTCGCTG e - v et et et et et e e e e e e e et e e e et et e e e e e e e et et e e e e e et ettt taieeaeeanananannea 210 1 1.00 1 1 0 0 0
..................................................................................... GCTGCACTCGCCGACGTCAG . + v e v e e e e e e e et e e e aeeaeanesesesasaeaeaenenann. 20 0 1 1.00 1 0 1 0 0
................................................... ofe) Nolel Jole)-NoleTol- Vel el e’ - A AP~ N 1 1.00 1 0 1 0 0
.................................................. eler-Nolehofe) Nole o) Neli ek ot cot el o)l NN AU~ 2- B 1 1.00 1 1 0 0 0
..................................................... ACGTCGACGCAGTGTTCGCTGC . « v v e e et et et e e e e e e et e e e et et e e e e et et et e et et e e e et teeeaeaenenenaeneaeaa 22 0 1 1.00 1 1 0 0 0
..................................................................................... GCTGCACTCGCCGACGTCAGTTT . ¢ e e e et ettt e e e e e e ettt taaeaenenenae. 23 0 1 1.00 1 0 0 1 0
..................................................................................... GCTGCACTCGCCGACGTCA + « vt et et e e et e e et e e e e e ettt taeaeaenene. 190 2 1.00 2 0 0 2 0
..................................................................................... GCTGCACTCGCCGACGTCAR . « v vt ittt ettt ittt et et e e ettt e e e e 201 2 0.50 1 0 0 1 0
.................................................................................... TGCTGCACTCGCCGACGTCAM. . .. oot i i i e i ieee e 21 2 0.50 1 0 1 0 0
.................................................................................... TGCTGCACTCGCCGACGTC .« e e e e e et e tete e e ee e e eeeeeeteeaeaeneneneeeneana 19 0 2 0.50 1 0 0 1 0
................................................... ofe) NoleliJole)-Yoletoh- Vel eliioeloli eTe .. A3 A 2 0.50 1 1 0 0 0
.................................................................................... TGCTGCACTCGCCGACGTM. . - o ot it i i i i it e e 190 2 0.50 1 0 0 1 0
Anti-sense strand reads
ATGTTGTTGCTTCTTATGGTCTTCTTCGTTTCGGTTTTTGCGTCGACGTCAGCTGCAGCTGCGTCACAAGCGACGACGGTGGCGACGACGTGAGCGGCTGCAGTCAAAGACAAACCGGGTAACGGCAACCGGTCGAAGTCACAAGTAAAGGGGTAG
Read # Hit |Total
hkkkhkhhhkhhhkhhkhhhkhhhkhhhhhhhhhhhkdrhrd A N N I T e D)D) INM)I NN ) .. )))) . ))) .. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*** g5jze Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|/Coordinate ID Alignment
droSec2|scaffold 0:15993591-15993746|dse 332 [[TACAACAACGAAGA-——-——-——————-———————————————— A-——mmmmmmm oo TA--—-—-- CCAGAA-GAAGCAAAGCC-AAA-—-A-————————————————— A-mmmmm oo Cmmmmmm o GCAGCTGC - === === === —m—m oo oo AGTCGACGTCGACGCA----- BTG == TTCOCT—————————————————m G--CTGCCACCGCTGCTG———=—=————-———————————————————_ CACTCGCCGACGTCAGTTT----—-—- CTGT-TTGGCCCATTGCC————————-—-—~- GT--T------ GG-CCAGCT------ TCAGTGTTCATTTCCCCATC
ldrosim2|[3r:15128612-15128767 - ldsi_ 31064||TACAACAACGAAGA-——————————————————————————— N — TA--—-——- CCAGAA-GAAGCAAAGCC-AAA-—-A-———=——=——=————————~ N Cmmmmmmmm GCAGCTGC— === === === === mmm—m AGTCGACGTCGACGCA--—-- GFG TTCEET————————————————————————m—m G--CTGCCACCGCTGCTG==—= === === == === —————————————— CACTCGCCGACGTCEGTTT---—---- CTGT-TTGGCCCATTGCC—————=————-—~ GT--T------ GG-CCAGCT------ TCAGTGTTCATTTCCCCATC|
|dm3 lchr3r:5919793-5919948 + ldme 374 ||TACAACAACGAAGA--———-—--——-———om—m— A-——m————— - S R — CCAGAA-GAAGCAAAGCC-AAA-—-A-————==—=————————— Am——mmmm—mm—m Cmmmmmmmm e GCAGCTGC === === === == = m = = m e e e AGTRGACGTCGACGCA-—~-~-~ BTG TGCT———————————— === ———————— G--CTGCCARCGCTGCTG-—=——= === === —————m o~ CAETCGCCGACGTCEGTTT--——--~~ CTGT-TTGGCCCATTGCC-————=——————~ GT--T------ GG-CCAGCT-----~- TCAGTGTTCATTTCCCCATC]|
droEre2|scaffold 4770:15680309- TACAACAACGAAGA-——————————————————————————— N TA--—-——- CCAGAA-GIAGCAAAGCC-AAA-——A—————————————————— A-——mmm o Cmmmm GCAGCTGC———————————————m oo AGTCGACGTCGACGCA----- cley---TTceCT------ ey - - B--CTGCCACCGCTGCTG===—=—=—=—==———————————————————— CANTCGCCGACGTCEGTTT-—-—---- CTGT-TTGGCCCATTGCC————————————~— GT--T--—--- GG-CCAGCT------ TCAGTGTTCATTTCCCCATC
15680468 -
ldroyak3|[3R:9967332-9967502 + ldya_1810 |TACAACAACGAAGA--———————————mmmmmmmmmm— R TA--—-—-- CCAGAA-GAAGCAAAGCC-AAA-—-A-———=—————————————— Am—mmmmm - Cmmmmmm o GCAGCTGC - === === === —m o m oo N} [eleI NSl eleeI NSIE[e TACTGC TGCTGC - - Tl - - R C TR GCC G T TG G- -CTGCCACCGCTGCTG-———————————————————————————— cafjrcccceaceTCEeTTT---—-——- CTGT-TTGGCCCATTGCC————————————~- GT--T------ GG-CCAGCT------ TCAGTGTTCATTTCCCCATC|
droEugl|lscf7180000409470:253058~ TACAACAACGAAA-———————————— oo B----————————- TAINIENY- -cl\acan-canclaaacec-2An N A - - — - - - - - A-m—mmmmm o e GCAGCTGC === === == ——m oo AGTCGACGTCC -~ — - - - — - — - - C T G B EC C g — — = == —======—=———--—- GCTGCTCGCTGOAINTEISeler oA T ClehliEEEE CTGT-TTGGCCATTGCC-—----—-—-—-- GT--T--—--- GG-CCAGCT------ TCAGTGTTCATTTCCCCATC
253207 +
droBialllscf7180000302402:3416377~ TlECAACAACh I~~~ —————————=——=——=———————————— B ------- i - CAAGE A AfdccclEann-—-A- - - - - A-m—mmmmm O L e o R A A A E.sIihRo EcekyclEccrcaEcece----- celd---Frcecr----—-—-—-—-—-——-———- elefelel - —--—--—————- B--creccfgecocicTg-— - — - - o e CACTCGCCGACGTCEGTTT-------- CTC-TTGGCCATTGCC--——————————- GT--fg------ GG-CCAGCT------ TCAGTGTTCATTTCCCCATC
3416522 +
droTakl|lscf7180000415245:186298- TACAACAACG[EEGA-—————=———————————— N Ne---—-—- Ecacaneancilaancec-aan-—-p-- - A-—mmmmmm o e GCAGCTGC-—— === == === ————m oo AGTCGECGTCGACGHE----- € - - — - — - B C C G e e T B I {8 G C TG = = = == == === = === ———————————— cacTicleceaceTceTTT---—---- WreXerreecclaTrecc- - - - - ——- GT--T--—--- GG-CCAGCT------ TCAGTGTTCATTTCCCCATC
186440 -
droElel|lscf7180000490967:810859- aclldcancogecr—-—-—-—-——— - - —- - e C -2 AGIAAAGCC-AAA--—A———————— - A-m—mmmmm R GCAGCTGC == == === == ——— oo AGTCGACGTCC - ——— — - - - — - — - - C T G B - -§------ [&GCTG—————————— calgrcecceaceTceTTT-—-—-—-- CTGR-TTGGCCATTGCC-—-——-—————-- GT--T--—--- GG-CCAGCT------ TCAGTGTTCATTTRCCCATC
810987 -
droRhol|scf7180000779228:19012-19152 Tacarceciafdcg-----------—-—- - - -GCRERIAACAAAGG-CREEEEE. N\ clele-I\ancilaracec-aan-—-A- - - A-—mm oo e e GCAGCTGC——— === === — = — = ——m— oo AGICGACCTCCREN-——-- - - - — - - B C T G e B - -f8------ [eGCTG-———— -~ cafdrceeceaceTCEGTTT-—----—- CTCR-TTGGCCATTGCC—-——————————- GT--T------ GG-CCAGCT------ TCAGTGTTCATTTRCCCATC
+
droFicl|scf7180000454104:908495- A - - - -[SGIEN  - - e B------————-—- ---—--- i -BAAGE R AAGCC-AAA-—-A-— - e e GCAGCTGC === == == ——— = ——m o o AGTCGACGTCC -~ - - - - — - — - - C T G R B - - -—--- eGCTG-— -~ -~ caldrcceceaceifdeTTT---—---- CTGTETTGGCCATTGCC-— -~ -~ - ——— - - GT--T------ GG-CCAGCT------ TCAGTGTTCATTTCCCCATC
908614 -
droKik1|lscf7180000302706:2172506- AINSCE AN A N C R C C A 2 A C R -GCERRCACAAAAG-IECGAAAGAA NN - - — - — - A 2 A I CGGAAACGCAAAGC AL R ceallereoi¥ee- - - - - - - - - CGGCGCTGCINGINGIEIETE - - - - - B - - - - - - - B C T G e B--EeccebceccTG-— -~ -~ - m - CRECGCCCACRREE rle - — - - — - — - B\rcl-Trececgaldreec- - - - - ——- BT T------ BG-ccace T T CAGTGTTCATTTCCCCATC
2172687 +
droAna3|scaffold 13340:6482804- dan 4066 [TACAARAACRMGA-——————————————————————————— e CBAGAA-GAA A ABGCC-ARA-—~A-—————————— - Ammmmmmmm - S AAACTGCAGTCRTGCTGCRGTC/HETA/SINel®AGTCGTCGACGACGTCGATGTGGCTGCCGCTGCCACCGCT R - — - — - —————— - — - -FEEEE - - - — - - GCTGTTGCCACTGREEEEEEEE cTcT----- - --[d8ile- - -CTGCTGCTGCTGCAGAGCCTTCTGC T gtatnt e R TIEG T Tlg - - — - - - - - CTGR-TTGGCCATTGCC- - -~ - === - - GT--T------ GG-CCAGClg------ TCAGTGTTCATTTRCCCATC
6483012 +
droBipl|lscf7180000396708:2366171— XS\ acern - - - - - - - Nee- - —-—-- TAIENY- -\ can-crgaralccc-2AAA - - -A— - - - - A-m—mmmmm o S A A A CTGCAGTCRGGC TG e T el ol e e AGTCGACGRcGEccNg----- - — - — - GCT G CTACG-------- €GliA- - -CTGCTGCCGCTGCAGCGCCTTCTGCT RN - - — - — - - — - G TH{T Gl IEC R CTGR-TTGGCCATTGCC-—--—-—-———-- GT--T--—--- GG-CCAGC[g------ TCAGTGTTCATTTHCCCATC
2366356 -
EE |2:5026844-5027016 - ldps_117 |[CEimmmcAAC————————====———————————————— B - it e Ci\A AcCC-ARA -~ —A-— e N — SRACGCTGCA ERfeGCIGCTGC -~ — ==~ — = — o AGTCGACGERGECGHE----- € - - - ——— BT CGCCGTCGCCTTCTCTGCCC CTlgac--------[lilE- - -CCGCTGACGATGTGAGGCCAGCCGCT R - —- - — - - EcTcEcEcccR——— crclg-TcecildeT Toccee - - - - - - - —- e--8--—--- cG-ficaccfg------ TCAGTGTTCATTTCCCCATC|
ldroper2|scaffold 19:732306-732478 - |dpe 2527 ||ChimmmCAAC - —————————------———————————~- — - - [E—— - — - — — - - (SN C/eeIC T VN —— Am——mm—mmm SR~ CGCTGCA N — E8GCIGCTGC -~ ==~ == == mm e AGTCGACGRRGECCHY-—--- E- - - - — — R G CCGTCGCCTTCTCTGCCC R —— cTlcc-------- elelile - - - ACGCTGACGATGTGAGGCCAGCCGCT bt - - - - — - - EcTccEcccm—— Sie - B Clefele T G CIfiNeles T G C A —— e--8---—--- GG-fcaccfg------ TCAGTGTTCATTTCCCCATC]|
droWil2|scf2 1100000004902:11175879-|dwi 5427 (TACAACAACLAAGAGNNNINVNNNSINIVSVCIVIv IV V- - ---—--- - - - - -INe- - - GINVAA TARNYNAGAINATGAAAAGAAAAACT TRANA A CTEEEEEEEE G8ACAGTTGCAGTCATGCTGCTGCC T M T el e e e AGTHGACGTCGACHIYe--—-- €GT TGC - - T/ G C TR e --------—-—-—- B--CrEEClGC TGCT G-~ — = === === —— - — o — oo G TECTE T TE G TINNGGCATRET T GIEIELBNEIE - - - - - - - - - R e--7------ GG-CCANE------ TCAGTGTTRATTTCCH{CATC
11176107 -
drovir3|scaffold 12855:2693643- NZERN I [UNIVNTNG - FNNCIEEEA cACAAACAAGGACAREA ACATAACKGC R B------- - - — - -INNECINAINNC A A[BFNCEEEINA CAACGAGAACAACGAGAICAACAREEEEEEEEE B-—-—--Ed---—--E ASCATiIEl®A T TCGCAGTCGCTGTCGCTGTRREEEE CGCAGTCGCAGCTGCINGTEFNSELIelerNeaGCEEEas €T GElGCGC TG CC R CGTRRTGGCTGCC R B — — — - - — - — - — — e CChcEceTclcldTT-- - - —- - - TCAGRCH-----------BGCAACGGCCAACHIEECGTCAGTCleRUNeTCREEE ErcacTirrilaTTTCCiCcATC
e
droMoj3|scaffold 6540:11894807- dmo 261 |(TlEcEacanciESA-—-—-—--— - R A ACAAGAG- - R ciXecnE-cEacn AN 28n - --A - - - - e - — - ——————— - TGCAGTCACGC TR R — — — = = === ===~ GTCGCTGTREEEES CGCTACCGCAGCTGCINGPAGHECTEGEAGCETTE T - - - - — - B G CC R TGTGCTGGCTGCCREE B — — — Y — - — — — - - - - -ErTEcHleiiaTlec - -EEEEEE -l -BhicAleT - - - - - - -BGCAACGGCCAAC/HEECREEEE GG-Ci¥eiclE------ TCAGTHTTRATTTCCIICATC
11894992 -
droGri2|lscaffold 14624:2256841- dgr 472 |BMacaacaaclhEgMg------------—-———-——————————} GCAGCAACAAREECIEEEEE EcacEa-ceaccagdNec-rn@-—-A--—-—-————————— A Gl CT A CA B-—--- AGC A G CAGCTGC -~ ———————mm oo ACERGACETCCECNel-———~ EcTEEEC- - - — - R TTTCTGTTGCGTTGGCTG I CAGCT[ECT--------[&llile- - -CTGCTAGCTGCTTGCTGCTTGCCGCT R ----- - - -AGETGETTGGCEEEEE cTGEaT-BilcalleT- - - - - - -Bccaacacecaacle-BE-GGCAARCETEAGTECEEEEEE TcAGTHTTRATTTCClICATC
2257057 +
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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
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:15993591-15993746
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:15993591-15993746
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_332.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:15128612-15128767
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_31064.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:5919793-5919948
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_374.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:15680309-15680468
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:9967332-9967502
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1810.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409470:253058-253207
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:3416377-3416522
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415245:186298-186440
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490967:810859-810987
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779228:19012-19152
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454104:908495-908614
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302706:2172506-2172687
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:6482804-6483012
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4066.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:2366171-2366356
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:5026844-5027016
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_117.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_19:732306-732478
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2527.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:11175879-11176107
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5427.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:2693643-2693884
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_106.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:11894807-11894992
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_261.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14624:2256841-2257057
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_472.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror!}]

dse 78 scaffold 35:342340-342423 + |confident | Canonical miRNA | intron

Legend: mature star (i sl iBelifg gl mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds “
Flybase annnotation
intron [Dsec\GM21724-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads show mid mismatch reads H
M054
V113 V114 V115
TTAGTTTTCCCTTATTTTAGAATTTTCTTCCCTAACTACATGGCTTTTCCTGTTTTCACATCAGT TGCTTTGAGCTTAACCATTTGATAATGGTCTATATCTTTCAATTCAATCGAATGATGTGGAAAACTGGAGAAGCCATGTATTTCTACTACCTCTTTCTGAATCGAACCAGTTTCTGTGC female
Read # Hit |Total male embryo body |head
e ek ke sk sk ok ok sk ke ke e sk ok ok bk ke sk sk sk ok ek sk sk sk sk ek kR L (CCCCCCCCCOCCC COOCCECCeeC - e ceeeeCCC..22333))).)) ... ))))-2))))-.20))))))2)0)))))2)))))))))))))) .. RRRRRR KRR AR Ak kA kkkkkkkkkkkkkkkkkk k%% size Mismatch Count Norm Total body
.............................................................................................................. AATCGAATGATGTGGARRACTGG . « e e e e et e te e e e et e e e e et eetaeaenenaeaenenana 23 0 1 174.00174 59 60 41 14
................................................................................................................. CGAATGATGTGGAAAACTGGAGH. - . -« oo i i i it i it e e ieieee 23 1 1 47.00 47 22 10 6 9
.............................................................................................................. AATCGAATGATGTGGAAAACTGG . - o ottt i e e ittt e e 241 1 37.00 37 19 12 2 4
.............................................................................................................. AATCGAATGATGTGGAARACTG . -« e e et e teeeeeaeee e eaeaeneneeesasaeneneensanannas22 0 1 35.00 35 18 6 5 6
.............................................................................................................. AATCGAATGATGTGGARAACT . « e v e e e et et e te e e e e e e e te e aeaeeeeeaeaenenanaeneaan 2l 0 1 26.00 26 13 3 5 5
.................................................. TGTTTTCACATCAGTTGCTTTGA + -+« v v et et e e e e e et et e e e e e e et et e e e e et et et e e e e e e e et e e et et e e et e e et et e e e e e et teeeeeeeeeaeaeaeneaaeana 23 0 1 15.00 15 0 4 11 0
................................................................................................................. CGAATGATGTGGAAAACTGGAGHE . - -« o v ottt ittt e e it e e i 242 1 13.00 13 10 1 0 2
.................................................. TGTTTTCACATCAGTTGCTTTG M ¢« e v et et e e e e e e et et e e e e et et et e e e e e e et et e e et et et et e e et et et e e e e et ettt e e e et te et teiaeaeneeaeaea 22 0 1 13.00 13 3 4 5 1
..................................................... T T CACAT CAGT TGCTTTGAGCT « & ¢ v v v et e e e e et et et e e e e et et et e e et e et e e e et e e et e e e e et e et e et ettt e e e ettt et e et ettt e 230 1 7.00 7 3 2 0 2
........................................................................................................... TTCAATCGAATGATGTGGAR . ¢ o e o e et e te e e e e et te e eaene e teeaeaeneneeaeaenenenneaeaa 20 0 1 6.00 6 1 0 1 4
.............................................................................................................. AATCGAATGATGTGGARRACTGGA . « v vt et e teeeee e e eeeeeeaeeuaeaeaenenannenennnas 24 0 1 5.00 5 3 0 2 0
................................................................................................................. CGAATGATGTGGARAACTGGAGA . « « e e e et e teteee e e e te e eeeeeeeiaeaeaenenaeneaaaas 23 0 1 4.00 4 2 0 2 0
............................................................................................................... ATCGAATGATGTGGARAACTGG « « ¢« v v et e ee e e e et e e eeeaeee e eesaeaeneeaeanaennnaea 22 0 1 4.00 4 1 0 3 0
........................................................................................................... TTCAATCGAATGATGTGGARR . « ¢ et et et et e et et et e e e ettt e e e ee et eaeaeneeeaea. 210 1 3.00 3 1 0 2 0
................................................... GTT TTCACATCAGTTGCTTTG ¢ + ¢ v e e e e e e et et et e e e e et et e e e e e e et et e e e et e e et et e e e e e e e e e e e e e e e e e et ettt ettt e ettt ettt et i 200 1 3.00 3 0 0 3 0
................................................... G T TTCACAT CAGT TGCTTTGA + ¢« e e e e e e et et et e et et et e e e e e e et et et e et e et et e e e e ettt et e e e e et et et et e ettt e e e s teeaeaeneeaeaeaeneneeaa 22 0 1 3.00 3 1 1 1 0
................................................................................................................. CGAATGATGTGGARAACTGG + + + v e v e et et e teeeeeeee e eeaeaenesasaeneneneeneannas 20 0 1 3.00 3 0 0 2 1
.................................................. ek i 07 -N0 Nl oF- N il eTo i e AP - S 1 2.00 2 0 1 1 0
................................................................................................................ TCGAATGATGTGGARRACTGG « « « v e te e et e e e et e e e e e e taeaeaaneeaeneaanana. 2l 0 1 2.00 2 1 0 1 0
............................................................................................................... ATCGAATGATGTGGARAACT G . ¢ v v vt et e ee e e e e te e e eeeeeeeaeaeneneeaeaenennnaa 2l 0 1 2.00 2 0 0 2 0
.............................................................................................................. AATCGAATGATGTGGAAAACTG. ¢ o oottt i e i e e it e e e e 231 1 2.00 2 1 1 0 0
.................................................................................................................. GAATGATGTGGARRACTGG . « ¢ e e e e ettt e teteeeeae e e eaeneneeeeeeaaneneeneaea 19 0 1 2.00 2 1 1 0 0
.............................................................................................................. AATCGAATGATGTGGARRAC . + v e e e e e et et e teee e et e te e e e eeeaeasaenenanaeneaanas 20 0 1 2.00 2 1 0 1 0
.................................................. TGT T T T CACATCAGT TG TTT + « v e v« e e et et e e e e e et et e e e e e e et et e e e e e e et et e e e e e e e et e e e e e e e e e e e e e et e e ta e eeeetaeaaaeneneeasaeaenenneaea 2l 0 1 2.00 2 2 0 0 0
................................................................................................................. CGAATGATGTGGARAACTGGAG . « v e e e e teteee e e e e te e e eeeeeieeaeaanenaeanannas 22 0 1 2.00 2 1 0 0 1
................................................ ook e il o7-Xo N oF- N i e o PR R 1 2.00 2 0 1 1 0
................................................................................................................ TCGAATGATGTGGAARACTGGAG . &+« vt et e ee e et e e e e et iaee e eeeaeaanena. 23 0 1 2.00 2 2 0 0 0
................................................................................................................. CGAATGATGTGGAAAACTGGAGAN. - . - . - - o e i i i it 25 2 1 1.00 1 1 0 0 0
............................................................................................................... ATCGAATGATGTGGARAACTG. . . .o it i i i i it e e e 22 1 1 1.00 1 0 0 1 0
.................................................. TGT T T TCACATCAGT TG T TG . - o o vttt ettt ettt ettt ettt et et ettt e e et et ettt e et et e e e ettt et e e e 231 1 1.00 1 1 0 0 0
........................................................... ATCAGTTGCTTTGAGCTTARC . « « e« v e e e et e e e e e e e et e e e e e e e et e e e e e e et et e e e e e e e et e e e e e et e e e e eeeee e eaeaeneeeeasaaaeneeneanann2l 0 1 1.00 1 0 1 0 0
.............................................................................................................. AATCGAATGATGTGGAAAACTGG. . - . o oot e ittt i et ittt e i i 25 2 1 1.00 1 0 0 0 1
................................................. CTGTTTTCACATCAGTTGCTTTGA . ¢ v« et e e e e e e et e et e e e e e e e e et e e e e e e et et e e e e e e et et e e e e et et e e e e e et et e e e et e e e eaeeeeeeaaaeaeeneaenana 24 O 1 1.00 1 0 0 1 0
..................................................... T T TCACATCAGT TGCTTTGAG e « ¢« e« v e et e e et et et et e e e e e et et e e e e et et et e e e e et et e e e e e e et e et e et e et e e e ettt ee e eteaaaenenaeaenan 2l 0 1 1.00 1 0 0 1 0
.............................................................................................................. AATCGAATGATGTGGAAAACTGGE . oot ittt ittt et e it e et ee e 241 1 1.00 1 0 0 0 1
........................................................................................................... TTCAATCGAATGATGTGGARRR . « et et et et e e e e et e e e e e et teae e eteaeaaaananaeneas 22 0 1 1.00 1 0 1 0 0
.................................................................................................................. GAATGATGTGGAAAACTGGAGHIE - « « « o v vt e e et ieie e eeieiaaenenannenenan. 24 3 1 1.00 1 0 0 1 0
................................................................................................................ TCGAATGATGTGGAAAACTGGAGH. . . ..o i i i it i e 241 1 1.00 1 1 0 0 0
..................................................... TTTCACATCAGT TGCTTTGAGCTTARC . « + t e e e e et et et e e e e et et et e e e et e et e e e e e et e et e e e e e et e e et e et et e e et ettt et e ettt eaeeeiiaeaee. 2T 0 1 1.00 1 0 1 0 0
................................................... GT T TTCACAT CAGT TG T T TGA . - ¢ o o ittt ettt ittt ettt ettt e e e e e e ettt et e e et et e et e ettt e e e e e 231 1 1.00 1 0 0 1 0
........................................................................................................... TTCAATCGAATGATGTGGA t « ¢ e e e e e et et e e e e e et teteeeea et te e e eneeeeaeaenenenneaea 19 0 1 1.00 1 1 0 0 0
..................................................... TTTCACATCAGT TGCTTTGAGCTTARCC .+« v e e e e et et et e e e e et et et e e e e e et et e et e et e e e e e e et e e e et et e e e e et ettt et et ettt e e eiaene. 280 1 1.00 1 0 0 1 0
............................................................................................................... ATCGAATGATGTGGARAACTGE. . o oot i i it e e et i e 221 1 1.00 1 1 0 0 0
..................................................... T TTCACAT CAGT TG T T TGAGC . - o ittt ittt et ettt ettt ettt e e e e et e e e e et e e e et e e e e i 231 1 1.00 1 0 0 0 1
............................................................................................................... ATCGAATGATGTGGAARACTGG. . .. oot i i e it i e e e 23 1 1 1.00 1 0 0 0 1
................................................................................................................. CGAATGATGTGGAAAACTGGAGHE. - « -« o v ottt ettt i e e e iieeeeneaaeaeaa 25 3 1 1.00 1 1 0 0 0
.................................................. TG T T TCACATCAGTTGCT T . ¢ o e e e et e et et e e e e et et et e e e e et et et e e e e e e et et e e e e et et et e e et et e e et e e et ettt e e e et te e et eteaeneneaeaea 20 0 1 1.00 1 0 0 1 0
.............................................................................................................. AATCGAATGATGTGGARAR . ¢« e e e ettt e tete e et et e te e e en e eeeaeaeneaeneaenana 19 0 1 1.00 1 0 0 1 0
.............................................................................................................. AATCGAATGATGTGGAAAACTG . -« ot vttt ettt e ieie ettt teeeeenaannenanas 24 2 1 1.00 1 1 0 0 0
................................................................................................................. CGAATGATGTGGAAAACTGGAGH. -« ot ittt ittt i i it ittt ie e eie e 23 1 1 1.00 1 1 0 0 0
................................................................................................................. CGAATGATGTGGARARCTGGA .+« e v e e e teteeeee e e e te e e eeeeeiaeaeaenenaeneaeaa 2l 0 1 1.00 1 1 0 0 0
.............................................................................................................. AATCGAATGATGTGGARAE . . oottt e i it i it 10 2 0.50 1 0 0 1 0
Anti-sense strand reads
V113
AATCAAAAGGGAATAAAATCTTAAAAGAAGGGATTGATGTACCGAAAAGGACAAAAGTGTAGTCAACGAAACTCGAATTGGTAAACTATTACCAGATATAGAAAGTTAAGTTAGCT TACTACACCTTTTGACCTCTTCGGTACATAAAGATGATGGAGAAAGACTTAGCTTGGTCAAAGACACG
Read # Hit Total male
e ek ke sk sk ok ok ke ke sk ok ok ok sk ke ke sk sk sk ke ke sk sk sk ke ke ok kL (CCCCCCCCOCCCC COOCCECeCeeC e ceeeeeCC.a22333))).)) ... 1))))-2)))).22200)))):))))))2)))))))))))))) .. HRRR KRRk Rk kkkkkkkkkkkkkkkkkkk size Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosec2|scaffold 35:342290-342473 +|[dse 78 |[TTAGTTTTCCCTTATTTT---A-GAAT--TTTC---—————————- TT-CCCTAACT-ACAT-GGCTT---TTC-CIEGIRITC ACATCAG =~ TTGC—=—===—=~ [ —— ACCm == === === = e ATTTGATAATGGTCTATA———=——=—————=———~— TCTTTCAATTCAATCGAR - == == = = = = = e e TGATGTGGAAAACTGGAGAA -~~~ GCCATGTAT--TTC-—-—-—=—=———~ TACT---ACCTC-—-—-—~ TTTCTGAAT----C--GAACCAGTTTCTG-TGC]|
ldrosim2|x:8063659-8063824 + | |TTAGTTTTCCCTTATTTT---A-GAAT--TTTC————————————~- TT-CCCTAACT-ACAT-GGCTT---TTC-Cla=CTTTTCHANAT LIV AT NI I T/ = ———————— — - - — - — - — - e = — R Bt G T C TAT A= == === === === ———=— TCrTEAATTCAATIE A A - - TCETCTGCAAACTGGAGAA-—--- GCCATGTAT--TTC-—-—-=-—-——-—~ TACT---ACCTC—-——-—~- TTTCTGAAT----C--GAACCAGTTTCTG-TGC]|
|am3 lchrx:8491865-8492052 + ldme 406[rragTTTEcccTTrTTT-W-@-6AAT--TTTC------——————- TT-CCCTAACTIACAT-GGCTT---TTCRACH I T TC-ACATCAS-~——~~—~ TTGR--------- = T VAGCTTA-—— === === === === —m——m o AACC-— = ATTTGATAATCETCTENA-—--—---—-- - BT TTCAATTCAATCAA -~~~ —m oo TCETGTGGAAAACTGGAGAA -~~~ GCCATGTAT--TTC-—-—=-—=—=———~ TACT---ACCTC-—-—-—~ TTTCTGAAT----C--GAACCAGTTTCTG-TGC]|
droEre2|lscaffold 4690:6619141- TTAWTTENTCCCTTATTTT-—-A-AAS--TTTH--—-—-—----—- B\r-cccraacl-achT-GeCTT---TTC-CH-rTTTC-[eCATCAN-—————- TTGl--—-—-—-- GT TCAA A S A e R —————_—HHS it AT TAATGGTRTET ARG NIl VYe - — - BT TTCEATTCAATIE A A -~ -~ -~ TolgrlerccaraacTGeAGAA TN GCCATGTAT--ATCl-—-—----—- WeracT---ACCTC-—----- TleTCcTAAT----C--caacpicTTTCTG-fAcC
6619345 -
ldrovak3|x:12819831-12820018 - | |TT2frtrcccrraTTTT---A-fAAY- - T /el - --------——- Br-cccfdaacT-aclT-GeCTT---TTC-C-rTrTC-[dcAlNCAll-—————- TTGR--—-—-—-- GT TCAA A S e e AfjC-—— IXIGCAR- - - - - - JiGHGA I - T T TCAA T T CAA TR GAA -~~~ = ———mmm EclETGTCCAAAACTGGAGAA————— GCCATGTAT--fTCl--—-B----—- feficT---AcCcTC---—-—- TRTCTAAT----C--Gaacl8GTTRCTG-TGC]|
droEugl|scf7180000408744:114437- TTANTINrcceTTRTTTT-|-A-lAAS--T T - - - Tl T2 AR TlEA CHTEGIC T T- - - TTC - ST T T TC=ACATCAI======= A ATCGATGGC TG T TAAA A S - L e B 62 G C A T T s | A C AR TGN A A NG A A I A N TG A A A A T TAA T G A - I C A e N e N o o o o e e TGAT/STGLNAAAAETGGAAAL - — - - ErSTiNE AR T TR G TATATCT TCAT/GIEEEFNeciiA SRR TETC AT -—--C--GAACHEGTTTCTG-TGC
114667 +
droBial|scf7180000302069:928789- T[SRNG T( i C T TA®T T/ - - A-fAAe- - eI - - - - - — - —————- e -ERic T ARCE- ACKT - Ehmee- - - TC-CEEGTTTTC-AINATCAN- -~ -~ TTGC-—-—-—--~— I IGGAAAAGA T e = — e FAGEARN- - - - - —[{AJNG AL R GTATRINGGHIC-I- - - - - [T - TTTTGCGATTATAAAATAACTGT TTTAAATTGGCCTAGCELNICiNEA - INNNGe[eJN\cCcCREREE pcclrciiaT--lgrch- - - -y ¥ icT---ACCTC-—-—- - - TETHTRAET - - - - - -Rafdcifec T Tldc TG-TGC
929002 -
droTakl|scf7180000414549:223759- T T e — — — b e — — i~ -~ - - ———-—-—- o D - i — — - e == ==== - —————-—- — - — - — — - — T — - - e D — — — = = = = = = = = = = = = — s aTEcAATC AR - - - TGATETG A AAACT Gl GRTe- —- - cecOTiNAT--fArcl- - - -pRYeRIeE S EFSiCT- - - ACCTN- - - - --- elTcTAAT-- - -~ -GAACIEGT TTCTGRTRC
223855 +
droElel|scf7180000491006:1943884~- TTAGT@ATCCCeTTTT- - -|-@2rEg--TTTf-----—-—-—--—- T - o C T - AClHg-GGCTT---TTC-CRECETTTC-ACATCAN-~-— === TTGC-—————-—~ GG TCAA A S e — - R e IR A il GGl a Al G Al T ccAAATCAA T TR - — ARl C NN T/ NG A A G TeATETCEAAANCTGGANAA - —- - e CiiAINGIA Til- - CTACTCTCTATTTAT CHEEETNeIeL TR TeTCTRAAT----C--[SAACKeBTT TH{TG-TGC
1044084 +
droRhol|lsc£7180000779514:90410- TTARTTRTCCCTTHTTTT-B-[E- ChEEN T T TR --—--—----—-- - e\ [EC T - ReIE G C T T - - - T TC - CR G T T HeC~ACATCAR======= TTGC-—--—-—-- IGGTCAALAGIATACTTACAAREEEEEEEE T AGTAAGAAGTTTAARTETGCATTACAAATAATGCAGACAT TTGTAGT TALUENNA TINAGGIE A AINNA I T CAA A A TCAA T TREE A - - N C Gl RN ¥ C /8 2 TGAT/STGEAAANCTGGAINSA - — - —- GCCHTGTAT - -ITigy- - It T e BiC T - - - AcC TCi RN NN TC TAAT - - - - C- - [\aAcSG T T TIEG-TGC
90676 -
droFicl|lsc£7180000451789:297587~ TR T TRTCCCTEATRTT - - - A -l - - TT TR--—--—----—-- Br-cceTanifl-BAT-GGCTT-- - T T - e G T ——— TTHEA AR TEEEEE CTIGTGAAAT TGAC-EEEEE A A A AGATCTCACTGAAATCGGTCAAAAGT T T TA T AA T CT T T2 e -- - ————— AT AT TGAA A T TGAA TR T - - BN C T T GG A G e s sttt TGAT/ETCAldAACTCR AR - — - - GeeATirlel--Rrchy-----—----- TleyT - - - A& - -—-- TETCTAAT----C- - AACHEGTTTITG-TGC
297811 +
droKik1|[sc£7180000302264:208237~ TTART TR T CCe NN T - - - A - [N B - -
208355 +
droAna3|scaffold 13248:4138928- SC THRC AINSIS TR TIBNG AR T TC T T TGGREUBNC T
4139087 -
droBipl|scf7180000396021:19059- T TR T T RCCT TIT T T T/ feh fifelel - — T T ThY
19215 +
dp5 XL grouple:7728261-7728396 iiCGCAAINT THGA TIAIRE T CCEATCAREEEN - -
+
droPer2|scaffold 13:828150-828285 - [licccarlfirrisca TR TACHATCARE--GT
droWil2|scf2 1100000004963:4010584- T TR T T T — - . — ——
soigcoo
drovir3|scaffold 12970:6659714- Gi{TcaaciTE TR TIGICIETTCANG ARG T TGTACTAGATAT TANST T THRAT TilG T TRl T T THEEER G TR Tl S Tl il TR TTGCRTC
6659847 -
droMoj3|lscaffold 6473:12083988- Cl------—-—-—————— B - B -]
12084018 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_35:342290-342473
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_35:342290-342473
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_78.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:8063659-8063824
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:8491865-8492052
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_406.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:6619141-6619345
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:12819831-12820018
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408744:114437-114667
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302069:928789-929002
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414549:223759-223855
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491006:1943884-1944084
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779514:90410-90676
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000451789:297587-297811
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302264:208237-208355
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13248:4138928-4139087
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396021:19059-19215
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:7728261-7728396
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:828150-828285
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004963:4010584-4010592
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:6659714-6659847
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:12083988-12084018

ID: Coordinate: Confidence: || Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dse 74 scaffold 25:60308-60367 - |confident || Canonical miRNA ||SpUTR
Legend: mature star (08 iiE1d i1 it ilni(3( mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds H
Flybase annnotation
utrS [utrS_plus 11391]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V115 V114 V113
TCAAACTATATGTACGTCATGCACCATACACCCCACCAACCACACACACACGCGCGCACTCTGGCTCGTAAAGTGTATGCAAAGTGCATTCGGCCAGTGTGCGTGCACGTGTGTCTGTGAGCGGCAACTACTTCGAAATTTATTTTCGAATAAATAGTAC female
Read # Hit Total head embryo male body
AR e N R I T N T 1)) IIIIID)) L)) )))) L)) ) ) L)) ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total body
....................................................................................... ATTCGGCCAGTGTGCGTGCACG « &+ v e et e et et e te e ettt et e ie e ee e taeiaenaeneen. 22 0 1 245.00245 82 75 71 17
....................................................................................... ATTCGGCCAGTGTGCGTGCAC : ¢« « e e e e e e et e e e e ene e s eaeeaanacneeaeeaennenaeaa 2l 0 1 73.00 73 32 12 19 10
....................................................................................... ATTCGGCCAGTGTGCGTGCACH . -« v vt ettt ettt et ettt ettt en e 221 1 11.00 11 3 7 1 0
........................................................................................ TTCGGCCAGTGTGCGTGCACGT - + ¢ e e e e e e e e e oeenennseaeaacanenseneeaeanenaeaae22 0 1 10.00 10 2 3 1 4
....................................................................................... ATTCGGCCAGTGTGCGTGCACGT . « v v v et e et e e te e et e e ea e etaeaenenaeaenen. 23 0 1 7.00 7 0 5 1 1
....................................................................................... ATTCGGCCAGTGTGCGTGCACH. - - - o e e i e i e i e e 22 1 1 6.00 6 3 3 0 0
....................................................................................... ATTCGGCCAGTGTGCGTGCA . + t et e et et et e e e e ee et ee e eaeeaeaenaenaea. 20 0 1 6.00 6 4 2 0 0
...................................................................................... CATTCGGCCAGTGTGCGTGCAC . « & v e e ee e e e e et e eee e eeneeaenaeneeneeaennenaeaae22 0 1 6.00 6 0 5 1 0
........................................................................................ TTCGGCCAGTGTGCGTGCACG « « + v v e et e ettt teee e et te e e e e teeaeneneeaenen. 2l 0 1 6.00 6 1 1 0 4
........................................................................................ TTCGGCCAGTGTGCGTGCAC . « & e e e e et e e et e e eaeneneeeeaeneneeneaenenenneaeaanas 20 O 1 5.00 5 2 0 0 3
....................................................................................... ATTCGGCCAGTGTGCGTGCACGTG e « e v v e et ete e e eee et e ia e eaeeaeaenaenaen. 24 0 1 5.00 5 0 4 0 1
...................................................................................... CATTCGGCCAGTGTGCGTGCACG « -+« e e et e e e ta e eeeee e eeneeaenaeneeneeaennanaeaaea23 0 1 4.00 4 2 2 0 0
....................................................................................... ATTCGGCCAGTGTGCGTGCACGH . « & vt ettt et ettt ettt et et 23 1 1 4.00 4 1 0 1 2
...................................................................................... CATTCGGCCAGTGTGCGTGCA .« v v vt et te e e e e et e eee e eneeaenaenneneeaennenaeaa 2l 0 1 4.00 4 0 1 3 0
....................................................................................... ATTCGGCCAGTGTGCGTGC ¢ e e e e e e e e teea e e e teeaeeeeeaeaeneeneaeaenenneaeaanas 19 0 1 3.00 3 3 0 0 0
.................................................. CGCGCGCACTCTGGCOTCGTA « « e e e e e e e e e e e et e e e e e e e et et e e et e e e e e et e e e eae et e ee e e eaeeaanaeneeaeeaanaenaea.a 20 0 1 3.00 3 0 3 0 0
................................................... ele]elolelo Yok ol elel ok ol e -\ UGN PPN I B0 1 3.00 3 0 3 0 0
....................................................................................... ATTCGGCCAGTGTGCGTGCACH. - - - oo ei i i i i i e e 22 1 2 3.00 6 0 4 2 0
...................................................................................... CATTCGGCCAGTGTGCGTGCACH . « « vttt e e et e e ee e 231 1 1.00 1 0 1 0 0
........................................................................................ TTCGGCCAGTGTGCGTGCA e & e e e e e eeea e et e e e en e e eeeaeneneaneaenenenneaenanaa 19 0 1 1.00 1 1 0 0 0
......................................................................................... TCGGCCAGTGTGCGTGCAC . « « e e e e e ettt et e e e et et te e ee e ea e enaeneeneea. 19 0 1 1.00 1 0 0 0 1
...................................................................................... CATTCGGCCAGTGTGCGTGCACH. . . ittt i i i i e et ee e e e 23 1 1 1.00 1 0 1 0 0
........................................................................................ TTCGGCCAGTGTGCGTGCACGR . « v vt vttt et ettt ettt ee e et 22 1 1 1.00 1 0 0 1 0
................................................... GCGCGCACTCTGGCTCGTARAGTGT « « + ¢ e e e e e e et et e e e et et e e e e et e et et e e e e e te e e e e e e e taeneneeeeaaaeneeneaeaenenneaeaa25 0 1 1.00 1 0 1 0 0
.......................................................................................... CGGCCAGTGTGCGTGCAC .+« v v e e ee et ettt et e et e et te et taeiaenaenae. 18 0 1 1.00 1 0 1 0 0
....................................................................................... ATTCGGCCAGTGTGCGTGCA. . . . ottt i e e e et ee e e 22 2 1 1.00 1 0 1 0 0
.................................................. CGCGCGCACTCTGGCTCGTARAGTG  « -« e e e e e e e e et e e e e et e e a e e e e e e e ea e e eae e eeaeaaeneeneeaeeaeneeneeneeaennenaeaaea25 0 1 1.00 1 1 0 0 0
...................................................................................... CATTCGGCCAGTGTGCGTGCACH. -+ ¢ vt i it it i i i e et i ee e e ee e 23 1 1 1.00 1 1 0 0 0
............................................................................................... AGTGTGCGTGCACGTGTGT + ¢ v e e e e e tete e et e e e et ieeaeneneneenea. 190 1 1.00 1 0 1 0 0
....................................................................................... ATTCGGCCAGTGTGCGTGCACGTRE. . . .ottt i ettt ee e 25 2 1 1.00 1 1 0 0 0
....................................................................................... ATTCGGCCAGTGTGCGTGCACGTOR. & ¢ v vttt ettt et ettt e et ee e 251 1 1.00 1 0 0 1 0
........................................................................................ TTCGGCCAGTGTGCGTGCACH. - - - oo e e i i i i e e 201 2 0.50 1 1 0 0 0
Anti-sense strand reads
M054
V113 V115 V114
AGTTTGATATACATGCAGTACGTGGTATGTGGGGTGGTTGGTGTGTGTGTGCGCGCGTGAGACCGAGCATTTCACATACGT TTCACGTAAGCCGGTCACACGCACGTGCACACAGACACTCGCCGTTGATGAAGCTTTAAATAAAAGCTTATTTATCATG female
Read # Hit |Total body male head embryo
ekokd ke kokdkok ok koo dkokdkkdkkdokddkrdk (L (. CCCCCCCCCCCCCCe COCCC (e (. ... NI IIIIDDD) o)D) D)) L)) ) ) L)) Rk kkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k*x* gjze Mismatch Count Norm Total body
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosec2|lscaffold 25:60258-60417 - |dse 74 |rca-ap-------————————- C----TATATGTA----CG--TCATGC----- ACCATACACCCCACCAA--CCAC----————- A-----—- CAC------ A-—--—- CA----CGCGC--————————- GCACTCTG-------———- GCTCGTAA-AGTGTATGCAAAGTGCATT-CGG-————————---—"- CCAGTGTGCGTGCACGTGTGTCTG -~~~ ————————————————————————————— e GAGCGGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC]
ldrosim2|[3r:5567258-5567423 - I S Y e — C----TATATGTA----CG--TCATGC--—-- ACCATACACCCCACCAA--CCAC————-——-— A---—-- CAC------ A--——-- caE===cINIJNI--—-—- CAAGC N e GCTCGTAA-AGTGTATGIAAAGTGCATT-l86G-—————-——————- CCAGTGTGCGTGCACGTGTGTCTG-————————————————————————————————_ To—mm——m—mmm - GAGCGGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC]
|dm3 lchr3r:15716966-15717134 + |dme 394|lTcA-AA-------————————- C----TATATGTA----CG--TCATGC--INJ@ACCATACACCCCACCAE--CCAC-~—------~ [ —— CAC------ [ A—— Eas==—cheei-———- ¥ GCACTCTG-~~———————~ GCTCGTAA-AGTGTATGIAAAGTGCATT-[g66-———~———~————-—- CCAGTGTGCGTGCACGTGTGTCT G-~~~ == =—======—===—=———————————— Tmmmm——mm——m——mm GAGCGGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC]
droEre2|scaffold 4770:5945777- TCA-AA-————-——————————- C—---TATATGTA----CG--TCATGC-—--- AclaTACACCCCgCcCAR--CCAC--—-——-—- A--—-—- CAC------ A--—--- ca----cRclc--—--—-———- GCACRCTG--—--—-—--- GCTCETAR-AGTGTATGHAAAGTGCATT-[§66---—--——-————-—- Cl8AGTGTECETGCACGTGTGTCT G-~ — =~ ——————————————————————————— e GAGCGGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC
5945936 -
ldrovak3|[3R:4489431-4489592 + | S e ——— C----TATATGTA----CG--TCATGC----- ACHATACACCCCACCAA--CCAC--—-—-——-— A--—-—- CAC------ A-—--—- F\CATARECARATEEEEE e BEmCRCTG-—————————- CETCCTAL-AGTGTATGIAAAGTGCATT-l86G-————————————- Cl8AGTGTGCETGCACGTGTGTCT G-~~~ —————————————————————————————_ e GAGCGGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC]
droEugl|scf7180000409804:2026281- TCA-AA————-——————————— Cly---TATATGTA----CG--TCATIC----- ARNATACACCCCACCAA--IRAC-——-————- A--—-—- CAC------fg--—--- —--—-cecilefd-—-——-————- B G- - - — - ———- LA - AT A TGAAAGTGCATTINEGG -~ - === —=————~- G S e T m—m—m—m—— - —— - GAGC[8GCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC
2026440 +
droBial|lscf7180000302402:1493029- TCA-AA-———-—-————————- C--—-TATATGTA----CG--TCA®C----- ajfferacaccccacclea--¥ac--------- A-—-—-- caC------fg---—--- caE===ci\cgciee-——————- e cEG-—-—------- €cARAlGGHEGECAIFNNETIVENEIEleI\CiE G - - EEEEE R e e CACG T GTGTCTG === === === === —————————————————————— Tm—mmmmmmmm - GlEGCEGCAACTACTTCGA-AATTTATTTTCGAATARATAGTAC
1493172 +
droTakl|scf7180000415710:91436- TCA-AA————-——————————- C----TATATGTA----CG--TCATIC----- ARRNATACACCCCACCAA--IMIAC—-—-——-—- A--—--- CAC------ A--—--- Bch— ealaaAlE T - - -EcEEc-—----—-—--- ST A - AT A TGAAAGTGCATT -GG -~ - === —=——-—- R ETECETGCACE TG TGTCT G-~~~ — = —————— === —————————— - L e GAGC[8GCAACTACTTCGA-AATTTATTTTCGAATARATAGTAC
91595 -
droElel|[scf7180000491008:1190017- TCA-ARA-—————-————————- C----TATATGTA----CG--TCATINg-—--- R C ACCCCACCAMN-Fcac----———-- A-—-—-— - ----- B------ ca--——p - ———————- EEci G- - - — - ———- e\l - AT T A TCAAAGTGCATT e~ ———————————- i CACG T GTGTCTG=— === — === === ————————————————————__ L e GAGCEGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC
1190148 -
droRhol|lsc£7180000780274:113407- GAGCE)GCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC
113532 -
droFicl|lsc£7180000454126:741120- GAGCEGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC
741239 +
droKik1|[sc£f7180000297926:99783- IINGIVACTATACATREEEEEE 2] GHGCEGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC
99925 -
droAna3|scaffold 13340:2298317- TCREAA———————————————— 2| GHGCEGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC
2298475 +
droBipl|lscf7180000396712:2043676~- e TGIVA TATACATREEEEEE 2| GHGCEGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC
2043840 -
dp5 l2:26295161-26295316 - I [ R e —— PG TCA T Ne TEY Y ehelsl Vi A €A AGGCGGAAT GAGA AT Gl CHI IRl o chele— — — — - - — - — — — | ——— - L i e TAC T TCGA-AATTTATTTTCGAATAAATAGTAC
droPer2|scaffold 6:1625043-1625196 Th8-AA-——————————————- S GTCANNNETINYNEINEIS Nl A A A GGCGGAATGAGAA TG NCHNCNEIoehlele - - - - - - — - — - — R e B - i CEe T ACTTCGA-AATTTATTTTCGAATAAATAGTAC
droWil2|lscf2 1100000004921:4096662- A CGATATACACACATCTAT/EEEELVNFUNIV-EEETele A CieUiA ¢ CCCT R TG TATGIAAAGTGC A - ————————————- T — — — — — = = = = = = =~ B BRGEGRAACTACTTCGARATTTAT TTTCGAATAAATAGTAC
4096809 -
drovir3|lscaffold 12855:7419894- IS CEINNATATACEEEEEEEE ] ca-—--cLemci---BI¥e- - - -flcacilc G- - - - - - - - ——- NIRRT A S cTATGRRNAAGTGCART-ING- — - - - - ——— AnINEINENET - - - - - - - — - — - — - -@GCAAGCAGCACGGAAGCAGCAGCAACAGCGCCEE- GGCAGCAGCAGCGACGGCGGCINGHEI VNI NI TN VNN VANV NL TG
7420090 +
droMoj3|lscaffold 6540:25230849- IS CEINNATATACEEEEEEEE bc----8 T-------Iclécach T LV NeNele N A i a e A e AAINEIEIET - - - - - - - - - - - - - - @ GCAAGCAGCACGGAAGCAGCAGCAGCAGCGTCAANGGCGGCGGCAGCGGCTGAGGCINGSASINSVNLINC A I VVLLIN LR LNIT-V T V-V I NI U\
25231031 -
droGri2|lscaffold 15074:5441151- TCAAANININS - ———————- BC—— - -[C AT A lefelelelc GLYE ThiA - — - — - - - - -l- -NccEaTeecAR- - - - CACACATEEY I Bec------ A-—-—-— ca----ccci---FE--IWccacTiitg---—-—-———-—--- - -[iiTafi - TRcACEYNNE T TIVEITElel A il A [En EEEEE e AGINENelNET-- - - - - - - - —- - - -@GCAAGCAGCACGGAAGCAACAACACCAGCEEEEE B-----—- A [elelelelelr GCGGCAACTACTTCGA-AATTTAT TT TCGAATAAATAGTAC
5441334 —
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_25:60258-60417
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_25:60258-60417
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_74.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:5567258-5567423
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:15716966-15717134
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_394.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:5945777-5945936
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:4489431-4489592
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409804:2026281-2026440
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:1493029-1493172
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415710:91436-91595
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491008:1190017-1190148
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780274:113407-113532
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454126:741120-741239
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000297926:99783-99925
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:2298317-2298475
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396712:2043676-2043840
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:26295161-26295316
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:1625043-1625196
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004921:4096662-4096809
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:7419894-7420090
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:25230849-25231031
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:5441151-5441334
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[View on UCSC Genome Browser {Cornell Mirror}]

dse 1658 [scaffold 41:96106-96204 + | confident | Canonical miRNA || intergenic

Legend: mature Star mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition -#- Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intergenic
Repeatable elements
|Name HClass”Farnily ||Strand|
|S_DM||DNA|[TcMar-Te1]|- |
'S_DM||DNA|[TcMar-Te1|[+ |
mature star
1. dse 1659 scaffold 0:10318584-10318604 + 1. dse_1679 scaffold 0:8757836-8757857 +
2. dse 1658 scaffold 41:96166-96186 + 2. dse 1659 scaffold 0:10318544-10318565 +
3. dse_1696 scaffold 5:3170897-3170918 +
4. scaffold 4:241970-241991 -
5. dse 1757 scaffold 7:176456-176477 -
6. dse 1658 scaffold 41:96126-96147 +
Sense Strand Reads
hide 3p reads| show mid mismatch reads
M054
V115 V114 V113
TAATTGACGGACGATCAGCAATGGTATCGTCAAGAGGAATATATATTATTAAATCATATACAGTATATCAAGAAACTGTTTACACACTGTGTAATAAGTTGAATATTTCACAGTGCGTAAACAGTTTCTTGACATATTGTATATTGTTGTCAGTGAAACGCCGAAACTGATTTTTTTGGTCTGCTCTCTAATAAGTACG female
Read # Hit |Total head body | embryo male
*******************************************************(((((((((((. ((((((((((((((((. ((((((( (((( ....... )))) .))))))) )))))))))))))))) ))))))))))) L okkkkkkkkkkkkkkkkkkkhkhkhkhkhkhkhkhkhkhkhhkhhkhhkhkhkhkhkhkhkhkhkhkhkhkhkkhkhkkk*k gjze Mismatch Count/ Norm Total bOdy
.............................................................................................................. CAGTGCGTAAACAGT TTC T TG e v v e e et e e e e e ettt e e e e et tee e e e ettt e ettt e ettt e e e e 20 2 154.50309 159 53 37 60
.............................................................................................................. CAGTGCGTAAACAG T T T C T TG A . « v v e e e e e e e e et aee e e et aeaa s seeaeeeeseeaaeaeeeseaaaaeeesanaanaa22 0 2 47.00 94 26 31 32 5
........................................................................................................... TCACAGTGCG T AR A CAG T T TC T« e e v e e e et e e e e e et eee e e eeeee e et teeaeeeeeeaeaeeeeeaaaaeeennnaannennnaa22 0 2 29.00 58 14 15 25 4
............................................................................................................. ACAGTGCGTARACAGT TTCTTG e « v e e e e et e eee s e e aneeeeeeennnaeeeeeeanaeeeeeeeneeeeeennnnaaeeennnaaaa22 0 2 28.00 56 6 9 34 7
............................................................................................................... AGTGCGTARACAG T T TC T TG e« v v v e e e e e et e a e e e e et teee e e tteeae e saaaeeeeeeeaaaeeeeennannaanaa 20 0 2 16.00 32 22 8 0 2
...................................................................... AGARACT G T TTACACAC TG TG T+« v« e e e e e e e e e e e e e e e e eee e e e e e aeee s e aaaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeeeeeeeeeeennnnanaaaa22 0 6 14.50 87 21 24 25 17
..................................................................... AAGAAAC T GT TTACACACTGTG e« « e e e e e et a e e e e e e e et e e e e e ettt e e e ettt e e e e ettt e e e e e ettt e e ettt e e e ettt e e e e e e eeea. 22 00 19 12.21 232 12 175 37 8
........................................................................................................... TCACAGTGCGTARAACAG T T TC T TG e + v v e e e e e e e e e e e e e et aeee e seeeeesseenaaeeeeeeeaaaeeeeennaannnnaaaa24 0 2 9.50 19 10 2 4 3
....................................................................................................... TAT T TCACAGTGC G T AR ACAG T « v v v v v e e e e e ettt e e e e e e aeeee e teeeeeeeeeaeeeeeeseaaeeeeeeneeneeennnaaaaaa 22 0 2 6.50 13 7 1 3 2
........................................................................................................ AT T TCACAGTGCG T AR A CAGT T+ & e e e e e e e e e e e e e e e ee e e et aaee e eeaeeeeeeseaeeeeeseaaeaeeeaaaanenaaa22 0 2 5.00 10 3 1 2 4
.............................................................................................................. CAGTGCGTARACAGTT TCT TG . « & o ettt ettt ettt e e e et et ettt ettt e et i i 221 2 5.00 10 5 0 1 4
............................................................................................................... AGTGCGTARAACAG T T TC T TGR e« vt e e e e e e e et e e e e e et teeee e taeeaeeesanaeeeeeeeaaeeeeeennannnenana 2l 0 2 3.50 7 1 5 0 1
......................................................................................................... T T T CACAGTGCG T AR ACAG T T u e e v e ettt e e e e e et e e e e ettt e e e e e ettt ettt e ettt e et iieeeeeeeee. 210 2 3.00 6 3 1 0 2
........................................................................................................... TCACAGTGCGTARAACAG TTTC . o v v e e e et e e e e e et aeee e e et eaeee e eaeeeeseeeaaeeeeeseaaaeeeeennaannanaaaa 2l 0 2 3.00 6 0 2 3 1
....................................................................................................... TAT T TCACAGTGC G TARACAG . « v v e e v e e e e e e e aeee e s e ananeneeeeeeneeeeeeeeeeeeeeeeaeeeeeeeenneaeeennnnaaaaaa 2l 0 2 2.50 5 3 0 1 1
..................................................................... NN o el i 207V oF-X L 1 R~ A 0 20 1.65 33 7 9 2 15
.............................................................................................................. CAGTGCGTAAACAGT TTC T TGAC e+« v v e e e e e e et aee e et teeaessseeneeeeesenaaaaeeeeenaaeeeeennnaaaaa23 0 2 1.50 3 2 0 0 1
................................................................................................................. TGCGTARAACAGT TTC T TGACA . e e e e et e e e e e ettt e e e e e ettt e e ettt ettt e ettt ie e e e 210 2 1.50 3 2 1 0 0
.............................................................................................................. CAGTGCG T AAACAG T T T C T T « - e e e e e e e e e e e e et aee e e e e taeeesssseaeeeeeseaaeaeesseaaaaeeenannaaaa 20 0 2 1.50 3 3 0 0 0
...................................................................... AGARACTGT TTACACAC TG TG e« v v e e e e e e e e e e e e e e e e e eae e e e e e eaa e e aaaeeeeeeneeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeeeaeeeeeeeeaaaneeennnnaaaa2l 0 19 1.26 24 0 24 0 0
.................................................................... CAAGAAACT G T T TACACAC TG T e« v v e ettt e e e e ettt e e e e e et e e e e e ettt e e e ettt e e e e e ettt e e e e e e e e e e 22 0 20 1.20 24 3 7 5 9
....................................................................................................................................................................... TGATTTTTTTGGTCTGCTCTCT e e v vvuv... 22 0 1 1.00 1 0 1 0 0
............................................................................................................................................................................... TTGGTCTGCTCTCTAATAAGT... 21 0 1 1.00 1 1 0 0 0
.......................................................................................................................................................................... TTTTTTTGGTCTGCTCTCT......... 20 1 1 1.00 1 1 0 0 0
.............................................................................................................................................. ATTGTTGTCAGTGARACGCCG. . ottt i i i 221 1 1.00 1 0 0 0 1
i €7 Vot el el o] €7V 7Nl ) V.-V e 21 0 1 1.00 1 0 1 0 0
............... CAGC A AT GG T AT COTC ARG R . e v e e et et e e e e ettt e e e e e et e e e e e et e e e e e e ettt e e e e e e et e e e e e e e e e e e o200 1 1.00 1 0 0 0 1
.......................................................................................................... T T CACAGTGCG T AR A CAG T T TC T« « v e e e e e e e e e et e aee e e et eeaee s seeeeeeseseaaeeeeeeeaaaaeeeennaannnaaaa23 0 2 1.00 2 0 0 2 0
............................................................................................................. ACAGTGCGTARRACAG T TTC T e« v v e e e e e e e e e e ee e e e e aeeeesesenaeeeeeeeaaeeeeeenaeaeeeeenaeaeeeennaaa 20 0 2 1.00 2 1 0 1 0
........................................................................................................... TCACAGTGCG T AR A CAGT T T+ & e e e e e et e e e e e e e et e e e e e et te e e e et e e ettt e ettt e et 20 0 2 1.00 2 1 0 1 0
................................................................................................... TGAAT AT TTCACAGTGC G T AR . « v v v e e et e e e e e e e e e e e e e e eeaa e e eaaeeeeeeeseeeeeeeeaeeeeeeeaaaaeeeeenaannaaaaa 2l 0 2 1.00 2 1 0 0 1
................................................................................................................ GTGCGTARACAGT TTCT TG e « e e e e e e e e e e e e et e ee e e et eeee e eeeeeeeeeenaeaeeeeenaaaeeennnaaaa 19 0 2 1.00 2 0 2 0 0
.......................................................................................................... TP CACAG TG G T AR ACAG T T T« « e v e e e et e e e e e e e e e e e e e e e eeaee e seeeaeeeesaeeeeeeseaaaaeessnnaaneaaaa 2l 0 2 1.00 2 1 1 0 0
........................................................................................................... TCACAGTGCGTARACAG T T TC T TGA e+ v v v e e e e e e e e e ee e e et teeee e teaeeeseeeaaaeeeesaaaaaeeennaaanannaaa 25 0 2 1.00 2 0 2 0 0
........................................................................ A A C TG T T TACACAC TG TG T+« v v e e e e e e e e e e e e e e e e eeae e e e e aeeeeeeaaneeeeeeeaeeeeeeeenaeeeeeeeeeeeeeeeeneeeeeeeeeaeeeeeenaeaaeeennnnaaaaaa 20 0 7 0.71 5 1 1 0 3
................................................................... T CAAGAAAC TG T T TACACAC T G e o v e e e e et e e e e et e e e e e e e et e e e e e e e aeee e e et eee e et e eee e e et aee e ettt e et e e et e ettt 22 0 20 0.65 13 3 7 2 1
.................................................................... CARGAAACTGT T TACACACT G e v v v e e et e e e e e e et e e e e e e e e et e e e e ettt e e e ettt e e e ettt e e ettt ettt ettt e ettt e et e 20 20 0.55 11 4 6 0 1
.............................................................................................................. CAGTGCGTARACAGTTTCT TR . « o o vttt ettt et ettt e e et et et et ettt et et e e e eeeeeee. 2D 1 2 0.50 1 0 1 0 0
......................................................................................................... T T T CACAGTGCG T AR ACAG T T T« « v v e e et e e e e e e e ae e e e e et eeae e e aeeee st eaaeeeeeeaaaaeeesaaaaaaaennaa 22 0 2 0.50 1 1 0 0 0
............................................................................................................... AGTGCGTARACAGT T TCT TG . & o vttt ittt e ettt e e et et ettt e et e e e 21 2 0.50 1 0 0 0 1
............................................................................................................... AGTGCGTAAACAGTTTCTTGAC e « v e e e e e e et aee e e e e aneeeeseeennaeeeeeeanaeeeeeeenaneeeeeennnannennnaa22 0 2 0.50 1 0 0 1 0
.......................................................................................................... T T CACAGTGCGTARARACAG T TTC . o v v e e et e e e e e e e e e e e e e eeaee e teeeee s eaeeeeeeseaaaeeeesaaaaanaaa22 0 2 0.50 1 0 0 1 0
.............................................................................................................. CAGTGCGTARAACAG T TTC T« & e e v e e e e e e e e e et aee e s aeeeeeeeenaaeeeesenaaaeeeeeeaaaaeennnnnaaaaa 19 0 2 0.50 1 0 1 0 0
................................................................................................................ GTGCGTARACAG T TTCT TG A « « e e e e e ettt e e e e e ettt e e e ettt e e e ettt ettt e et e e e e i 20 0 2 0.50 1 0 1 0 0
......................................................................................................... T T T CACAGTGCG T AR ACAG T - « e v e e e et e e e e et ae e e e e et eae e s eeeaeeeeeeaeeeeeeeaaaaeeeeaaaaneeeeanaa 20 0 2 0.50 1 0 0 0 1
............................................................................................................. ACAGTGCGTAAACAGTTTCT TG . .« . o ettt ettt ittt et et ettt ettt e e e eeee e 231 2 0.50 1 0 1 0 0
.............................................................................................................. CAGTGCGTAAACAGT TTC T TGACA s + v v e e e e e e ettt e e e e ettt e e e ettt ettt ettt e e et 24 0 2 0.50 1 1 0 0 0
............................................................................................. ATAAGT TGAAT AT T TCACAG TG G TAR « + v v et e e e e e ettt e e e e e et e e e e ettt ee e e ettt e ettt e ettt e st 27 0 2 0.50 1 0 0 0 1
....................................................................... AR C T G T T T AC A CAC TG TG T« e v e e e e e e e e e e e e aee e e e e aaee e e e e aeeeeeeeeeeeeeeeeaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeenseeeeeeensneeeennnaa 2 0 7 0.43 3 0 3 0 0
.............................................................................................................. CAGTGCGTARACAGT TTCT TGA M . « o ottt ettt e e e ettt e e ettt et et ettt e it e e e 231 3 0.33 1 0 0 0 1
...................................................................... AGAAACTGT TTACACAC TG T GTA t « e e e e e ettt e e e e e e et e e e e e e et e e e e ettt e e e e ettt eee e et teeee e ettt ettt e et e et eesanaeeaaa 23 0 6 0.33 2 0 2 0 0
..................................................................... AAGAAAC T GT T T ACACAC TG TG T« « e e e e e ettt e e e e e et e e e e e ettt e e e e e et e e e e e ettt eee e et eeee e e teeeee e e teeeeeeeeeneeeeeeeeaaaeeeeinnaaneaaaa 23 0 6 0.33 2 0 1 1 0
..................................................................... AAGAAAC TG T T TACACAC TG T G . ¢ o et ettt ittt e e et e et e e e et e e e e e e e e e e e e et 241 6 0.17 1 0 0 1 0
...................................................................... AGAAACTGT TTACACAC TG TG T . . ¢ o ¢ttt it ittt ettt ettt e et et e e e e et et et e ettt e e e e e e e ettt 231 6 0.17 1 0 1 0 0
...................................................................... FN ) N O e 17N 007X o1 L 0 N O 20 0.15 3 0 2 0 1
..................................................................... AAGAAAC T GT TTACACACT G e+ v v e e e e e ettt e e e e e et e e e e e ettt e e e ettt e e e e ettt e e e e ettt e ettt e e e i 20 0 20 0.15 3 2 1 0 0
....................................................................... AR A C T GT T TACACAC TG TG TR .+ v v e e e e e e e e et e e e e e e e e e e e e e et e e e e ettt ee ettt eee e e ettt e et ettt ettt ettt e eienee. 22 0 7 0.14 1 0 1 0 0
........................................................................ A CTGT T TACACAC TG TG TR e« v v e e e e e e e e e e e e e e e ee e e e e e aeeee e eaaeeeeeeeeaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeenaeeeeeenaeaaeeeinnnnaaaaa 2l 0 7 0.14 1 0 0 1 0
....................................................................... GAAAC T GT T TACACACT G TG e & e e e e e et e e e e e e et e e e e e e et e e e e e et e e e e ettt e e e e ettt e e e ettt e ettt e et e e e e 200 20 0.10 2 0 2 0 0
..................................................................... AAGAAAC T G T T T ACACAC T « « « v e e e e e e et e e e e e e e e e e e e e e e et aeee e e e eaee e e teeaeeeseeeeeeeeeeaeeeeeeeeeeeeeeeeaaeeeeeeeaaaaeeeennaannnnaaaa 19 0 20 0.10 2 1 1 0 0
................................................................... T CAAGAAACT G T T TACACAC TG T .« v v e ettt e e e e ettt e e e e et et e e e e ettt e e e et ettt e e e e et et e e et e e e e e e e .23 000 19 0.05 1 0 1 0 0
.................................................................... CAAGARAACTGT T TACACAC TG T G+ v v 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 ae e e e e aee e et eeeee e eeeee e s e eeeeee s teeeaeeeseeaeeeeeeeaaaaaeeaaaaaaaa 23 0 19 0.05 1 0 1 0 0
..................................................................... AAGAAACTGTTTACACACTE . - -« . e ettt ettt ettt et e e e e e e e e e e e et et et e e e e e e e e e e e e e e e e e e e e 212 20 0.05 1 0 1 0 0
......................................................................... A C TG T T TACACAC TG T G+ v e v e e e e e e e e e aee e e e e e aeeea e e aaaeeeeeeneeeeeeeenneeeeeeeanaeeeeeeeneeeeeeeeneeeeeeeenaeeeeeeenneaeeeennnnaaaaa 18 0 20 0.05 1 0 0 1 0
.................................................................... (07:0:0e) V.V N e 1N 0N @7 o1 0 B o 20 0.05 1 0 1 0 0
................................................................... T CAAGAAAC TG T T TACACAC T &« e v v e ettt e e e e et e e e e e e e et ae e e e e e eaae e e e aeeeeeeeeeeeeeeeeeaeeeeeeeeeeeeeeeeeeeeeeeesaeeeeeeeneaneeennnnnaaaa2l 0 20 0.05 1 0 1 0 0
...................................................................... AGARAACT G T T TACACAC TG v v v et e e e e e e et e e e e e e e et e e e e ettt e e e e e ettt e e e e ettt e e e e e e e e 19 0 20 0.05 1 0 1 0 0
........................................................................ NN N e N0 N @\ o 11 R e I O 20 0.05 1 0 1 0 0
Anti-sense strand reads
MO054
V115 v113 v11l4
ATTAACTGCCTGCTAGTCGTTACCATAGCAGTTCTCCTTATATATAATAATTTAGTATATGTCATATAGTTCTTTGACAAATGTGTGACACATTATTCAACTTATAAAGTGTCACGCATTTGTCAAAGAACTGTATAACATATAACAACAGTCACTTTGCGGCTTTGACTAAAAAAACCAGACGAGAGATTATTCATGC female
Read # Hit ||Total body head male embryo
Kkkkkkdkkkkhhkkdkkkkkhkkdkkkkkhkdkkkkkhkdkkkkkhkkdkrkkrkxrrrx (((((CCCCCC CCCCCCCCCCCCCCCC (e e, 1)) )N IIIIIIIIIIIDDDD) L)) )))))))) ) L kR kkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k* gjize Mismatch Count Norm Total body
......................... TN o oo N 2 N R O 1 1.00 1 0 0 1 0
B o et ofi 1o Ve i of €L L 2N o2 22 0 1 1.00 1 1 0 0 0
........ of ok el odi e o e i -N o] 07 -V~ RN O 1 1.00 1 0 1 0 0
...................... 0107:N1 10N 00N o o] ol i 7 N1~ NN 0 1 1.00 1 1 0 0 0
.................................................................... GT T C T TTGACAR AT GTGTGAC . « v v e e et e e e e e e e et e e e e e ettt e e e e ettt e e e e ettt e e e e ettt e e ettt e ettt e e ettt e ettt e ettt e e e iiieeea 20 20 0.65 13 4 3 2 4
........................................................................................................... AGTGTCACGCAT T TGTCARRAGA . &« e e e e e e et e e e e e e e e aee e taaeeeeeeeneeeeeeeeaeeeeeeeaaaeeeennnnaaaaa22 0 2 0.50 1 1 0 0 0
............................................................................................................ GTGTCACGC AT T TG T CARAGA A s« v v e vt e e e e e ettt eee e e teee e et teeeeeeeeeeeaeeeeeaaeaeeeennaannenanaa 22 0 2 0.50 1 1 0 0 0
............................................................................................................. TGTCACGCAT TTGTCARRAGAAC « « v v e e e et e e e e e e taeee e e taeee s e e seaeeeeeeeaaeeeeeseaeaaeeenanaanaa22 0 2 0.50 1 0 0 1 0
................................................................... AGTTCT T TGACARAT G T GTGAC t « e e e e e e et e e e e e e e e e e e e e et e e e e e ettt e e e ettt ee e e ettt ee e ettt e sttt ettt e ettt et 22 0 20 0.45 9 1 3 1 4
.................................................................... Gl T T T T GAC A A AT G TG TGACA s « v v v vt e e e e e e et e e e e e e ettt e e e e e e te e e e e et eee e e eeee et eeeeeeeteeeeeeeeeeaeeeeeeesaeeeeeteneeeeeeinnanaa 22 0 20 0.30 6 0 2 1 3
........................................................................................................... G TG T CACGCATT TGTCARRGA . &« e e e et et et et e e e e e e e et et et e e ettt et ettt e e ettt et 22 1 8 0.25 2 0 1 0 1
................................................................... AGT T T T TGAC AR AT G T GTGA e « v e e e e e e e e e e e e e e e e e e e e e e e aee e e e e aeea e e eeeeeeeeeeeeeeeeeeeeeeeeeeseeeeeeeeaeeeeeeeeeeeeeeeanaaneenennaa 21 0 20 0.20 4 1 2 1 0
........................................................................ T T GACARAT G T G T GACACAT « « v e e ettt e e e e e e et e e e e e e e e e e et e e e e e e ettt e e e e e e et e e e e e e e 210 7 0.14 1 0 1 0 0
....................................................................... CT T T GAC AR AT G T G T GACAC AT « « « v e e e e e e e e e e e e e e e e e e e e e e e et e e e e e ettt ee e et et e et eeae e st ee e e s st s et e et 22 0 7 0.14 1 1 0 0 0
................................................................................... TG T GACACAT TAT TCARCT TA . 4 v 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 ee e ettt eeee ettt ettt et tteeeeeetiaaaaeeiinaaaaeeaaa 2 0 9 0.11 1 1 0 0 0
.................................................................... Gl T C T T T GAC A AT GT G TG A . « e e e e ettt e e e e e et e e e e e ettt e e e ettt e e e e e ettt e e e e ettt e e ettt e e e e et e e e e e 20 0 20 0.10 2 0 0 0 2
.................................................................... GT T CT TTGACA R AT GTGTGACAC « « + v vt e e e e e e et e e e e e e ettt e e e e ettt e e e ettt e e e ettt e ettt e ettt e ettt e sttt e e et e e e e 23 0 19 0.05 1 0 0 0 1
....................................................................... CTTTGACARATGTGTGACAC « & e v v e e et e e e e e e et e e e e e e e et e e e e ettt e e e ettt e e e ettt e ettt e e et e et e ettt ettt 20 0 20 0.05 1 1 0 0 0
..................................................................... T C T T T GAC AR AT GT G T GACA . « 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 tee e e et aeee e et eeeee e teeeeee ettt seeeeee et siiaeaeeananne 21 0 20 0.05 1 1 0 0 0
................................................................... el i T eF-X o8-V VN e e 7N PP S 20 0.05 1 0 1 0 0

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species|Coordinate ID Alignment
larosec2|scaffold 41:96056-96254 + |dse 1658 |[TaaTTGACG
|drosim2|[31:22557050-22557251 + ldsi_31800|raaTTGACG
L
dm3 chrUextra:21131470-21131574|dme 452 | NEYTNERCG
+
e —
droEre2||scaffold 4784:23865785- ATINICAIAAAATTTCATTT
23865906 +
: achan- o]
droYak3|v2_chr2l, random 028:374515- ACHaA--[¢-BEEITTTATTATGAGTTAGTTAATTCAGAC/HAAINITGCAM
374637 +
droBial|lscf7180000301621:26873—- L C T C— - — - e -]
26934 +
—
droTakl|scf7180000415075:82494- AT 2 - - — - — B -]
82640 +
droRhol|lscf7180000762140:1007-1081 AATT‘ ————————————————————————————— -]
droAna3|scaffold 13043:428089- BaarTcA@-—————————— - MeceacaceanTcdd
428142 +
droPer2|[scaffold 76:250044-250093 +| CINACHGCANe —— |
drovir3|scaffold 12952:233004- dvi 24652 TSN AR — -~ — -~ ——— o B — — — — = = = = =~ - - — - - - - — - — - AN TINNA A CINA N T ARA TAA A A TACATAAAAACAA TIINAINEAIGI - - —- - - - - - —- - -F8 - — - —— - - ———TGjiTTA-A-J\GliccAaCcCTTAREA TCTGGAAAATATGAAT T TTINEGE T Tile T CAINNNTI AL LG ILIENEN A CITEhyN - - - BT - B - - ———— - — - —@TlGCTCACGCAGEcTCARACGGAT
233162 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_41:96056-96254
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1659.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:10318584-10318604
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1658.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_41:96166-96186
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1679.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:8757836-8757857
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1659.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:10318544-10318565
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1696.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:3170897-3170918
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:241970-241991
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1757.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_7:176456-176477
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1658.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_41:96126-96147
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_41:96056-96254
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1658.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:22557050-22557251
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_31800.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21131470-21131574
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_452.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:23865785-23865906
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr2L_random_028:374515-374637
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301621:26873-26934
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415075:82494-82640
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000762140:1007-1081
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13043:428089-428142
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_76:250044-250093
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12952:233004-233162
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24652.html

ID: Coordinate: Confidence: || Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dse 108 [scaffold 0:12070610-12070669 + || confident | Canonical miRNA ||intergenic
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M054
V113 V115 V114
ATATTCTAAACATGCCAACCATTACAATAATCTGCATTATCTGGTCTGTTCCAGTCCTCTGTTGCTTCTCAAGAGCTTCCAAGATTTTTGAGGACAACTGAGGACCGCAACAGACTCAGCTGACAATGACGATAAGATTTTGAGCATATTGATAAGGACA female
Read # Hit |Total male head body |embryo
khkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhhhhhhhhhhhidk ((((((((((_._ ((((((_ ((((_ (((((((((((('_..)) _)))))))))))))).)))))).._))))))) '))) _____ khkkkkkkkkkkkkkhkkhkkkkkhkhkhkkhkkhkkkkhkkd** g]jze Mismatch Count Norm [Total body
....................................................................................... TTGAGGACAACTGAGGACCGCA . ¢ vttt et et e e et e et te et eeaeneeaeneeaes 22 0 1 38.00 38 20 12 3 3
...................................................................................... TTTGAGGACAACTGAGGACCGC + « e e o v e et et eeeeee e eeeneeeenenaeaeneeaeneaaenenneaenas22 0 1 13.00 13 2 5 1 5
........................................................................................ TGAGGACAACTGAGGACCGCA . « v v vt et et et et ee et e eneeneaeeneeneenneneena 2 0 1 12.00 12 5 6 0 1
....................................................................................... TTGAGGACAACTGAGGACCGC .+« e e e teea e e te et teen e aeneeaeneeaenenneaenneaes 2l 0 1 11.00 11 3 5 2 1
.................................................. CCAGTCCTCTGTTGCTTCTCARG « « ¢ v e v e e e e et e e et e e e e et e e et e ettt e e e e e e e et e ettt et te ettt ee e eeaeneneeae. 23 0 1 9.00 9 2 0 7 0
....................................................................................... TTGAGGACAACTGAGGACCGCAR . .+t vt e e ettt te et e en e ta et eeneeaeaenneaenneas 23 0 1 9.00 9 2 4 2 1
........................................................................................ TGAGGACAACTGAGGACCGCAR . « vt ettt te et te et e et te et eeeneneaeneaeneea 22 0 1 8.00 8 2 0 2 4
...................................................................................... TTTGAGGACAACTGAGGACCGl. - -« ottt i i i i i i i ie i e 221 1 7.00 7 1 6 0 0
....................................................................................... TTGAGGACAACTGAGGACCGE. « . ¢ttt ittt e ittt et et ee e 222 1 6.00 6 3 2 0 1
.................................................. CCAGTCCTCTGTTGCTTCTC « &+t v 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 et et te e te e teeaeeaeaneneeneen.a 20 0 1 6.00 6 0 4 2 0
....................................................................................... TTGAGGACAACTGAGGACCGH . « ¢ o vttt ettt et ettt e eeeeeeeen 211 1 5.00 5 1 0 3 1
....................................................................................... TTGAGGACAACTGAGGACCG. . - .ot i i i i i i 20 1 5.00 5 4 1 0 0
........................................................................................ TGAGGACAACTGAGGACCGC « « v v vttt ete et e et e et ee e eieeneeaaeneeaene. 20 0 1 4.00 4 0 2 2 0
...................................................................................... TTTGAGGACAACTGAGGACCGHM. . - .« oo ittt i i i i it ee i e 23 2 1 3.00 3 2 0 1 0
............................................................................................................................... GACGATAAGATTTTGAGC. .. .vvvvuen.... 18 0 1 3.00 3 0 0 1 2
.................................................. CCAGTCCTCTGTTGCTTCTCA . « ¢ v e e ettt et e e e e e e e e e e e e e e e et e e et et et ta e et ee e ta e eeneneeaneneeneen.a 2l 0 1 3.00 3 2 1 0 0
.................................................................................. GATTTTTGAGGACAACTGAGG . « « v v e et et ettt te e et e et ee et teeneieeaeeaeneeaenena 2l 0 1 3.00 3 1 0 0 2
...................................................................................... TTTGAGGACAACTGAGGACCG . + ¢ e e o et e ee e e e en e e eneaeenenaeaeneeaeneaaenenneaena.2l 0 1 3.00 3 1 2 0 0
...................................................................................... TTTGAGGACAACTGAGGACCGH. . ottt i i i i i i e e ee e 221 1 2.00 2 0 0 0 2
................................................................................... ATTTTTGAGGACAACTGAGG . « ¢ o e v vt et et e et e te et e eaeaetaeneeaeneaaeaenneaeneeaea 20 0 1 2.00 2 0 0 0 2
...................................................................................... TTTGAGGACAACTGAGGACCGCA . &« vt et ettt ee et e et e et ea s eieenennenenaeaen. 23 0 1 2.00 2 0 2 0 0
....................................................................................... TTGAGGACAACTGAGGACCGCH. « - oot it i i i i et ee i e 221 1 2.00 2 2 0 0 0
...................................................................................... TTTGAGGACAACTGAGGACCGC. -« ottt i i it e it e e e e e 231 1 2.00 2 1 1 0 0
....................................................................................... biie).Nele).NoF.V.Noki Je7.NeleyNol ol . NP~ B 1 1.00 1 0 0 1 0
................................................... CAGTCCTCTGTTGCTTCT ¢« e e e v e e e et e e e e e e e e et e e e e e e e e e e e e et e e e e et e e e e ettt e et ettt ee et eneieeneea.. 180 1 1.00 1 0 1 0 0
................................................... CAGTCCTCTGTTGCTTCTCA w &« v e e e e e e e e et et e e e e e e e e e et e e e e ea e e e e e e eneeeneaaeaeneaaeneaaeaenneaenneaas 20 0 1 1.00 1 0 0 1 0
............................................................................................................................... GACGATAAGATTTTGAGCA. .....c..c.... 19 0 1 1.00 1 1 0 0 0
...................................................................................................... GACCGCAACAGACTCAGCTGACAAT . . vt vt et eeeeeeieeneeenenaenen. 25 0 1 1.00 1 0 0 1 0
....................................................................................... TTGAGGACAACTGAGGACCGCR. - - - oo e it 221 1 1.00 1 1 0 0 0
.................................................................................. GATTTTTGAGGACAACTGAGGA « « ¢« e et et te e et ta e et et et te e eneeaeeneeneeneennenae 22 0 1 1.00 1 0 0 0 1
...................................................................................... TTTGAGGACAACTGAGGACCH. « - ot ittt ittt i it it et et it eece e e 201 1 1.00 1 0 1 0 0
...................................................................................... TTTGAGGACAACTGAGGACC .+« e vt et ee e et et et ta e et eneaeaeeneeneeneenneneea. 20 0 1 1.00 1 0 0 1 0
........................................................................................ TGAGGACAACTGAGGACCGCAM. . . ... ot i i e e e ei e 232 1 1.00 1 1 0 0 0
................................................................................................................................... ATAAGATTTTGAGCATATT.......... 19 0 1 1.00 1 1 0 0 0
......................................................................................... GAGGACAACTGAGGACCGCAR . « ¢ v vt e e et et ee e ta e te e enenetaeeneeneennenaenaea 2l 0 1 1.00 1 0 0 1 0
....................................................................................... TTGAGGACAACTGAGGACCGCAM. . oottt i et i e e e e 231 1 1.00 1 1 0 0 0
........................................................................................ TGAGGACAACTGAGGACCGCAACA . « et v te et een e e e eneeaeneeaenenaeaenneaenanae 24 0 1 1.00 1 0 1 0 0
....................................................................................... TTGAGGACAACTGAGGACC « « v e e et et tee et e e e e e e eae e eneeneeanenaenaenaenae 19 0 1 1.00 1 0 1 0 0
.................................................. CCAGTCCTCTGTTGCT T T ARG . « . ot ettt ettt ettt ettt et e e e ettt et e e e ettt et ettt e e 241 1 1.00 1 1 0 0 0
.................................................................................... TTTTTGAGGACAACTGAGG . « « « ¢« v e e e ee e et e e et et e eaeeaeeneeaeeaneneeneennenae 19 0 1 1.00 1 0 0 0 1
........................................................................................ TGAGGACAACTGAGGACCG « « e e v ettt ee e et et et et ta e eneaeeneeneenneneena 19 0 1 1.00 1 0 1 0 0
.................................................................................... TTTTTGAGGACAACTGAGGACCGCAAC . ¢ o v v vt et e e ee e e et taeneeenenaeaenaeaeneeaea 2] 0 1 1.00 1 0 0 0 1
......................................................................................................................... GACAATGACGATAAGATTTTGAG. - v vvevennen.. 23 0 1 1.00 1 1 0 0 0
....................................................................................................... ACCGCAACAGACTCAGCTGACAATGACG . ¢ vt v v e et eeeneieenennenen.. 28 0 1 1.00 1 0 0 1 0
...................................................................................... TTTGAGGACAACTGAGGACCH . « ¢ ot ittt it it i it et i et i e e e 201 1 1.00 1 1 0 0 0
....................................................... CCTCTGTTGCTTCTCARGAGC - « « ¢t e e e e e e e et et e et ee e et ea e e e et et e e e e e e te e en e e e eaeeneeneenaenaenaennennena 2 0 1 1.00 1 1 0 0 0
....................................................... CCTCTGTTGCTTCTCARGAG T « « v e et e e et et e ettt et et et et et e e e e et e et e e et e e ettt ettt eneiaeneneeee. 22 0 1 1.00 1 0 0 0 1
.................................................. CORAGTCCTCTGTTGCTTCT « « v v e e e et e e et e e e e et e e e et et e e e et e et e e e e e e et e e et e e et te ettt et eieeneneeae. 19 0 1 1.00 1 0 0 1 0
....................................................................................... TTGAGGACAACTGAGGACCEE . . - o vt i ittt ettt et et ettt et et 212 1 1.00 1 1 0 0 0
.................................................................................... TTTTTGAGGACAACTGAGGA : ¢« ¢ o e e et et e e et e aeeeaeeeaeneeaeneaneaenneaenneaes 20 0 1 1.00 1 1 0 0 0
................................................. TCCAGTCCTCTGTTGCTTCTCAR . & v v v e et et e e e e e e e e e e e e e e e e e e e e e e e e et et et ettt ee e i 230 1 1.00 1 0 0 1 0
..................................................... GTCCTCTGTTGCTTCTCAR . « & v e e et ee e et et e et e e e et et ettt e e et et et e et et e et ae e teeneeenenaeaenneaeneea 19 0 1 1.00 1 0 0 1 0
.................................................... AGTCCTCTGTTGCTTCTCARGAG  « - ¢« e e e e e e et e et e e et et et et e e e te e e e e et e e eneaeeneeeeaeneeaeneaaeaenneaenneaaa23 0 1 1.00 1 0 0 0 1
..................................................................................... TTTTGAGGACAACTGAGGACCG. .+« ottt i i i e e e ee e e 231 1 1.00 1 0 1 0 0
Anti-sense strand reads
M054
V113 V115 V114
TATAAGATTTGTACGGTTGGTAATGTTATTAGACGTAATAGACCAGACAAGGTCAGGAGACAACGAAGAGTTCTCGAAGGTTCTAARAACTCCTGTTGACTCCTGGCGT TGTCTGAGTCGACTGTTACTGCTATTCTAAAACTCGTATAACTATTCCTGT female
Read # Hit |Total body male head embryo
Khkhkhkkrkhkhkhhhkhhkkkkkkkhhhkkkkkkkkhkrrrd N R N e I I R D O R R I R R D N D D D D e D D D D D D 0 D ) hhkkkkkhkhkhkhkkkrkkkkkkkkkkkkkkkkkkk**x*x gize Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec2|scaffold 0:12070560-12070719 [dse 108 |[ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCTGGTCTGTTECACTCCTCTCTTCCTTCTCAAGAGCTTCC——————- AAGAT-—-——————————————————————— TTITGAGCGACAACTGAGGACCGCAACAGACTCAGCTGACAATGACGATAAG-ATTTTGAGCATA--TTGATAAGGACA
+
ldrosim2|3r:11240076-11240236 + ldsi 32446 ||ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCTGGTHTGT TECACECCTCTCTTCCTTICTCARGAGCTScC-—----- AACHTH---— - TT/§TGAGEACAACTGAGGHCCGCAACAGACTCAGCTGACAATGACGATAAG-ATTTTGAGCATA- - TTGATAAGGACA
am3 llchr3r:9945601-9945775 - ldme 446 |ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATEATCTGGTCTGTTECACTCCTICICSICCTTCTCARGAGC T/EC---- - -aaa TN Ne (TN - NI NE - - T T NEAC TCAGCACCCCAACAGACTCAGCTGACAATGACGATAAG-ATTTTGAGCATA--TTIIATAAGGACA
droEre2|lscaffold 4770:9494414-9494593 |[der 1532 |[ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCTGGTETGTTCCALNFCCTCECETCCTTCTCAAGAGCTECC-—-———- AAGATHINNEIE - NG INe - el Xe - -\ T8 TcAGCHCAACTGAGGACCEEAACAGACTCAGCTGACAATGACGATAA- AT TTTGAGCATA- -~ TTGATAAGGACA
ldrovak3|3R:16483053-16483233 + ldva 1812 |AaTARTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCTGGTCTGT TECACTCCTCSCTTCCTTCTCARGAGCTTCR-—---—- AAGATIRRT X INe - IS BT - - [elelelelNe- - T T/TcACcAACTElEGGACCEEAACAGACTCAGCTGACAATGACGATAAN- ATTTTGAGCATA- - TTGATAAGGACA |
droEugl|lscf7180000409584:571101— ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCTIAGTCTGT TINCACTCCTCECETECTTCTCAACA\cT/dcc---—--- G TREYI NN EI- RN VRIS - (I VNI - rrlri\accacaAcTGAGGACCGCAACAGECTIACHTGACAATGACGATAAI- AT TTTGAGCATA--TTGATAAGGACA
571281 +
droBialllscf7180000302402:2747989- ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCTGGTCTGT TCCACTCCTCECINFCCTTCTCARGAR /R cC—--——- Erldca Tipleler E e e - INeF X el - - LXeTelelelehie T TN T GAGGACAACTGAGGACCGCAACAGECTCAGHTGACAATGACGATAAS-ATTTTGAGCATA- ~TTGATAAGGACA
2748172 -
droTakl|lsc£7180000415380:857233- ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCTGGTCTGT TECAGCICCICECEICCTICTCARGARCHTCly-—--—-- AAGATI TN IYT VY- iTeT AT NI XTele T T[T GAGGACAACTGAGGACCGCAACAGEC TCAGCTGACAATGACGATAAM-ATTTTGAGCATA- -TTGATAAGGACA
857415 -
droElel|lscf7180000491047:1202069= ATATTCTEA--ACATGCCAACCATTACAATAATCTGCATTATCTGGECTGT TECACECCTCTCEIACTTCTCAAGA\cT]dcC---—--- AP TRl BT - [l IR Ne - - [Xelelels- - T T/TGAGGACAAITGAGGERICGCAACAGECTClEGHTGACAATGACGATAAR- ATTTTGAGCATA--TTGATAAGGACA
1202248 +
droRhol|lscf7180000778033:13708-13887 ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCTGGECTGT TCIECECCTCTCTCLNeCleclAGA I\ cdcc---—--- AAGAT. el Eile - [ [T Xe - - XTI Y- - T T T TGAGGACAACTGAGLACCENEA CAGECTClEGHTGACAATGACGAT AR ATTTTGAGCATA--TTGATAAGGACA
droFicl|lsc£7180000453912:452011~ ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCTGGTCTGTTCCACTCCTCTCETCHTTCTCHAGA\cecc---—--- AAGATIRIE ST - e RV XVe - - Xl - - T TRTClGGACAACTGAGGARNCGCAA CAGEC TCleGHTGACAATGACGATAAS- ATTTTGAGCATA--TTGATAAGGACA
452190 -
droKikl|lsc£7180000297719:32375-32492 ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCTGGRC TH{eTLYEA
e
droAna3|lscaffold 13340:20519499- dan 4045 [ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCEEAGTCTGTTHCEYECCTCTCTCHIiTCile N cETcc—-—--- e - INEGNN- - rreriNiceacaEcldcaceaccecancaGlEcTClEcCBGACAATGACGAT AR - AT TTTGAGCATA- - TTGATAAGGACA
20519662 +
droBipl|scf7180000396413:1886090- ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCNGEC TGT THCdECC T T CleT Chlslet i CAR G C T/ehie- - - —- - L - - — NI - [ETldTGAGGACAlClEGAGEACCECARCAGCTCEGCTGACAATGACGATAAS-ATTTTGAGCATA- - TTGATAAGGACA
1886251 -
EE |l2:13441333-13441519 + lgps_3842 |@raTTCTAAENACATGCCAACCATTACAATAATCTGCATTATCTGGTCTGT TECECTCHICC SECE MO S AR G aaaacTCGNgAcTTTACTAARARCTCTTTTTTCGATRRRRICIT T TEGAMNGIAINAGNEE cCEUNININe G T TN NEVNNSINITNFN C GIN LTINS NV T Tl N VNEIeTCT |
|droPer2|scaffold 0:7007853-7008037 - | [BrarTcTAARIACATGCCAACCATTACAATAATCTGCATTATCTGGTCTGT TOCSCT CHT OGS CE T MCCC AR~ G FNNN NI Teten G R SN NN [N [l Teh b - - pelelel N - - rr{drhdibicENafdcTialNcaccEldencacacTC T GACAATGACGATANEA TT TTGAGCATARNT TGATAAGGACA |

droWil2

scf2 1100000004902:10821088=

10821085 -

drovir3|scaffold 13047:17985316- T 1 - - B A A TG CAT T ——— -~ — e . .2 A CGATAA - E T TTEEEATA - - TTGATAAGGAA
17985383 -

Grotio)3|scatiold 6540:13726463- T B R T = D EoMACGATAAG- AQITIGEGCATA- - TTGATAAGGAGA
13726530 +

GroGriz|scaffold 14046:23933-24007 - | PR A R AN AR T cCA A e ppppppp = = ey Y o e Rl
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:12070560-12070719
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:12070560-12070719
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_108.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:11240076-11240236
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32446.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:9945601-9945775
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_446.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:9494414-9494593
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1532.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:16483053-16483233
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1812.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409584:571101-571281
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:2747989-2748172
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415380:857233-857415
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491047:1202069-1202248
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778033:13708-13887
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453912:452011-452190
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000297719:32375-32492
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:20519499-20519662
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4045.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396413:1886090-1886251
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:13441333-13441519
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3842.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:7007853-7008037
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:10821088-10821095
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:17985316-17985383
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:13726463-13726530
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14846:23933-24007
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[View on UCSC Genome Browser {Cornell Mirror}]

dse 63 |scaffold 1093:3643-3705 + |confident | Canonical miRNA || intergenic
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1. dse_63 scaffold 1093:3643-3664 + 1. dse 63 scaffold 1093:3684-3704 +
2. dse_65 scaffold 1344:5912-5933 + 2. dse 33 scaffold 1344:892-912 +
3. dse_64 scaffold 4023083-23104 +|| 3. dse 65 scaffold 1344:5953-5973 +
4. dse_64 scaffold 40:23124-23144 +
Sense Strand Reads
hide 3p reads “ show mid mismatch reads “
M054
V114 V113 V115
TATCCAACGCTTCTTCAGCAACGTTCCAAATGGCGAGCACAGAAGACAGAAGTTGAAATCGATGATGTCGTTTTTTCGTCTTTTACTACAACGACATCATCAATTTGAACGTCTGTCTTCTGTGCTGTCACCCTGCCACCCCTCAAATGGTCACTAGCTTAAT female
Read # Hit Total embryo male head body
A R e e N N O O N NI DIN)IIIN)IDININ)N)))))))) Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** gjze Mismatch Count Norm Total body
.................................................. AGT T GAAAT COAT AT G T G T T e v e v e e e e e et e e et e e e e e e e e e e e e e e et te et ee e e tte e s teee e st st st et etaeeaananaaa 22 0 3 43.67 131 77 40 14 0
................................................. AAGT TGAR AT COAT AT G TC G T+ « v v e e e e e e e e e e e e e e ea e aaee s aaeeeaaneeeaneeeenneeeenaeeeenaeeeenaeeeeneeeonaeeeeneeennneennnaennaaa22 0 3 25.67 77 65 10 2 0
................................................... ehii ) V-V N o] €)X e ol €L L N 0 3 23.33 70 58 7 4 1
........................................................................................... COACATCATCARAT T TGAACG T & e v v v e ee et tee e eeeeeeeeeesnseeesnsaeesnaeesnnneennaaaa2l 0 4 22.25 89 42 29 18 0
................................................. AAGT T GAR AT COAT AT G T C T T e« v v v e e e e e e e e e e e e e e e e e e e e e e e ee e e tee e tae e eeeeeeaeeeeaeeeeaeeeeaeeeeaeeeeaaneenanenaa 23 0 3 15.00 45 33 11 1 0
................................................. A GT TG R AT COAT AT G TC G « v v e e e e e e e e e e e e e e ee e e ee e e aae e eee s s aeeeeeaeeeeaeeeeaeeeeaeeeeaeeeeaeeeeaeeenaaeennannaa 2 0 4 11.00 44 19 19 6 0
.................................................. AGTTGAAAT CGATGAT G T G T T T e & e v e e e e e e e e e et e e e e e e e e e e e ee et ee e e tee e e tee e e et e et st st et etaeeaananeaaa. 23 0 3 8.00 24 3 19 2 0
.................................................. AGT T GAR AT C AT AT G T G T« « v v v e e e e e e e ae e e o aee s aaneeenneeeaneseaneseaneeeoaneeeeaeeeoaeeseneeeoneeeoneasannanannanannaa2l 0 3 4.00 12 7 5 0 0
................................................ GAAGT TGA A AT CGATGAT GTC G e+ v v v e e e e e e e e e e e e e e e e et e e et ee e tee et eee e teee s teee e teee s teee s seeeeetaeeeeaaeenaeeennanaaa 22 0 4 3.50 14 13 1 0 0
........................................................................................... CGACATCATCAAT TTGAACGTC . v v v et et tee e teee e eeeeeseeeesnsaeeenaaeeenaaeennaaaa22 0 4 2.50 10 9 1 0 0
................................................. AAGT TGARAT COAT GATGTC e v v v v e e e e e e e e e e e e e e e e et e et et e e et ee e eee et eeeeeeeeeeeaeeeeaeeeeaeeeeneeeeeeeeeaanennaneaaa 20 0 4 2.50 10 4 5 1 0
............................................... AGAAGT TG AR AT CG AT GAT G TC e+ v e e e e e e e e e e e e e e e e e e ee e e ae e et ae e e tae e eaeeeeaeeeeaeeeeeeeeeeeeeeaeeeeaaeeeaaeeenanenannaaa22 0 4 2.50 10 8 1 1 0
................................................... GT T GAAAT COAT GAT G T C G T T Tt o v v v e e e e e e e e e e e e e e e e e e e e e e e e e te e et ee et tee e st ettt e st e et siieeannananaa 22 0 3 2.00 6 4 2 0 0
.................................................. AGT T GAR AT CGOAT AT G T C G T T T T« o v v v e e e e e e e e e e e et e e e e e et e e e et ae e e ee e e teeeeeeeeeeeeeeeeeeeeaeeeeaeeeeneeeeaaneennneena 24 0 3 1.00 3 0 3 0 0
................................................. A GT TG R AT COAT AT G T « v v e e e e e e e e e e e e e e e e e e e ee e e aee e et ae e eeeseeeeeeeaeeeeaeeeeaeeeeaeeeeaeeeeaeeeeaaneenanaaa 19 0 4 1.00 4 3 0 1 0
.................................................. AGTTGAAATCGATGAT G T G T T TRl .« « v o v v et e e e et ae e e e ae e et ae e e tae e e aaeeeeaeeeeaeeeeaeeeenaeeeenaeeeeneeeeneeeenneeennaeennas 25 2 3 0.67 2 0 2 0 0
................................................. AAGT T GAR AT COAT AT G T G T T T T« o v v v e e e e e e e e e aea e e aee e e ee s aaeeeenaeeeneeeeeaeeeeeeeeeaeeeeaeeeeaeeeeeeeeeaaeennnaenaaaa25 0 3 0.67 2 0 2 0 0
................................................. AAGT TGAR AT COAT AT G T G T T T e o e v v e e e e e e e e e e e e e e e e e e e ae e e ae s e eae s eaeeeeaeeeeaeeeeaeeeeneeeeaeeeeaeeeeaanennanenaa 24 0 3 0.67 2 2 0 0 0
........................................................................................... CGACATCATCAAT TTGAACG + & v v e vt e e et tee et tee e et e tteeesaeeesaeeesnaaenaaaa 20 0 4 0.50 2 2 0 0 0
................................................ GAAGT TGARAATCGATGAT GTC e & e v e e e e e e e e e e ea e e aea e aaeeeaaneeeeneeeenneeeeaeeeeaeeeeneeeeneeeeeeeeeneeeenaaeennaeennanaaaa2l 0 4 0.50 2 2 0 0 0
.................................................. AGT T GARAAT CGOATGAT G TC G e + v v e e e e et e e e et e e e e e e e e e e e e e e et ee e st ee e e teee s tee e teee e teeeeteeeesaeeeeaeaeaaaaennannaa. 20 0 4 0.50 2 1 0 1 0
............................................................................................ GACATCAT CAAT TTGAACG T « « v e v vt v e e et ae e eeaeeeeaeeeeaaeeeneeeenneeennaenaa 20 0 4 0.50 2 0 2 0 0
......................................................................................... AACGACATCATCAAT TTGARCG T e v e v v et e e et ee e e eeee e eeeeeeeeeeeeaeeenaanennaneaaa 23 0 4 0.50 2 2 0 0 0
................................................. AAGT TGARAT CGAT AT G T C G T R . . o o ettt ettt e e e e e e e e e e e tee e eee e tae e teeeseaeeeeaeeeeeeeeeneeeeaeeeeaeeeeaaneenanenna 24 2 3 0.33 1 0 1 0 0
................................................. AAGT TGARAT COAT AT G T C G T . « o v vt et ettt e e e e e e e aee et aee e aeee e oeeeeeaeeeeaeeeeeeeeenaeeeeaeeeeaeeeeaeeeenneeennaenaaaa23 1 3 0.33 1 0 0 1 0
................................................... ehiie) V-V Ni o] €V )X e o] e L B 0 3 0.33 1 1 0 0 0
.................................................... T T GAR AT CGAT AT G T C G T T T T« « + v e e e e e e e e e e e e e e e e ea e e e ae e e ae e e aae s eeaeeseaeeeeaeeeeeeeeeaeeeeaeeeeaeeeeneneenannaaa22 0 3 0.33 1 1 0 0 0
......................................................................................... AACGACATCATCAATTTGARCG . « v v et e e e et eee e teee e ttee e teaeeeeneeeeaaneenaeeenaaa 22 0 4 0.25 1 1 0 0 0
............................................................................................ GACATCAT CAAT TTGAACGTC T« v v v vt e e et ee e e tee e eteeeeeaeeesaaaesnanennanenna 22 0 4 0.25 1 0 1 0 0
.................................................. AGTTGAAAT CGATGATGTC « o v e e e e e et e e e et e e e et e e e e e e e e e e et e e et te ettt e et et e et et s e st stieeaaaenea. 19 0 4 0.25 1 1 0 0 0
................................................. AAGT TGARAT CGAT AT G T A . « & o ittt ettt e e et ee e e aee e taee e eeeeeeaneeeeaeeeeaeeeeeeeeeaeeeeneeeenaeeeeneeeenneeennnennaas 22 2 4 0.25 1 1 0 0 0
............................................... A G ARG T TG AR AT CORA T GAT G T e+ v v e e e e e e e e e e e e e e e e e e e e e e e e et ee et ae e tee et teee e eeeeeteeeeeeeeeeeeeesaaeeaaeeaneneenaaa 2l 0 4 0.25 1 0 0 1 0
.......................................................................................... ACGACATCATCAAT TTGAACG e « vt e e et ee e tee e seeeeseaeeeeneeeeaaeeenaneananaana 2l 0 4 0.25 1 0 0 1 0
.......................................................................................... ACGACATCAT CAAT T TGARACG T « « v e e v e et et e tee e e teee e taeeeeaeeeenaeeenaneennneaaa 22 0 4 0.25 1 1 0 0 0
........................................................................................... COACATCATCARAT T TGAACG T . « « v e et e et ee e teee e eeeeeeeeesenaaasenaeeenaneennaaaa22 1 4 0.25 1 1 0 0 0
................................................. AAGT T GARAT COAT AT G T . « v v v et e e e e e e e e e e e e e e e e e e e ettt e e et ee ettt e ettt e e ettt ettt et 20 1 4 0.25 1 0 1 0 0
.............................................................................................. CATCATCAAT T TGARCGTC TG T v v v e e et eee s tneesoneeseneesenaeeennanennananaa22 0 4 0.25 1 1 0 0 0
............................................................................................ GACATCAT CAAT TTGAACGTC e e v e e v e e et ee e steeeeeeeseeaaeesaaaeeaanennanaaaa 2 0 4 0.25 1 1 0 0 0
............. el Nelo7:V-Nel ek sl o)X €] e o1 e 7-X - B O 7 0.14 1 1 0 0 0
................................................. AAGTTGARAT CGATGATGTC G T TTTAG . « « o v v v e e et e e e e e e e e e e e e e et e tee e e eee et tee e e teeeeeeeeeeeeeeeaeeeeaeeenneneenanenna 27 2 14 0.07 1 0 1 0 0
Anti-sense strand reads
M054
V113 V115 v114
ATAGGTTGCGAAGAAGTCGTTGCAAGGTTTACCGCTCGTGTCTTCTGTCTTCAACTTTAGCTACTACAGCAAAAAAGCAGAAAATGATGTTGCTGTAGTAGTTAAACTTGCAGACAGAAGACACGACAGTGGGACGGTGGGGAGTTTACCAGTGATCGAATTA female
Read # Hit |Total male body |head embryo
Fokdekdokkkkdkdkdokdkkkdkdkdkdrdkrkdkdkdkrdk (((C(CCCCCCCCCCC COC- COCC- COCECECECCC e e e e e IINIIINIIIYINII) D)) NNN))NN)))))))) KKk kkkkkkkkkkkkkkkkkkkkkkkkkkk*k****x gize Mismatch Count Norm Total body
......................................................................................... TTGCTGTAGTAGT TARACT TGC e o v v v v e e e eee e teeeesneeeeneeeesaeeennaeeeennanennaaa22 0 4 0.75 3 1 0
......................................................................................... TTGCTGTAGTAGT TARACT TG e v e v e e et e e e tee e e tee e s teeeseeeeeeeeeeaaaaesnanennaaaaa 2l 0 4 0.25 1 0 0
........................................................................................ P T TGCTGTAGTAGT TARACT TG e v v v v et et ee e et ee e e taeeetaeeeaeeeenaeeenaneennneenas 23 1 14 0.07 1 1 0

Show Alignment With Reads‘

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
ldrosec2|scaffold 1093:3593-3755 + |dse 63  ||TATCCAACGCTTCTTCAGCAACGTTCCAAATGGCGAGCACAGAAGACAGAR |
|drosim2|node 22996:867-991 - lasi 32475 |TaTclAACECTTCTTCAGCAACGTTCCAAATGGCGAGCACAGAAGACAGA |
lam3 lchr2n:22238718-22238842 +  |dme 449 |ITATCHAACGCTTCTTCAGCAACGTTCCAAATGGCGAGCACAGAAGACAGAR |
|droEre2|scaffold 4537:45024-45149 + | |r2EciscicTTcTTCAEAECccTEEC AAET G ClcEN NS hse A F A |
droYak3|[v2_chr3h random 002:598533- TATCHAARNGCT TCTTCAGCACGTTCCAAATGGCGAGCACAGAAGACAGAY

598657 +
droBialllscf7180000302127:99043-99173 TARREIA A CIBITE C TcAGCAldccfdTceanfeT cocoleciicRa AlNelchicles

+
droTakl|scf7180000415971:26617-26742 NSl T NG C N TGN NNSE Glilel~ [V INelelele A T c TCCINNACR T T T

+
droElel|lscf7180000490276:19660-19784 W T TEVNS Clelil Gl NEleEV-Nele e TiNG Alelelle c AT c T TCI¥ A CRTE G

+
|droRho1|sc£7180000764625:1999-2123 +| |rarcifiaccrTcrEcallcaacciccanarceccchicdeaiXE N |
|droFic1|sc£7180000449599:4878-4999 -| |r28chalcccTRcTRcadEaaceT@deraaTceccrlic At lancEcAlng |
droKikl|lscf7180000299790:10533-10657 TATCHEACGCTTCTTHARCAccTccangTcecccacacaacAccAll

+
droAna3|lscaffold 13417:6479614- i T TINAG C NS LSRN e CilII NV Nelelele T e c G TccGGecrEccTTTGGC TTACGATIHACGINNITAINCEINE C Gl Cli- - - - - - - - - -BcTcANAGIEE

6479751 +
|droBip1|sc£7180000391576:3917-4041 +| |TiiScl2AdecTTcTEcAGCAl§ccBrccanaTcecccc/gda B CHcRE |
dp5 Unknown_group 85:15843-15967 Tagci¥eachicTlecTTcalcaaccTlgccaraT oo AN NS A INel ek Telel

+
|droper2|scaffold 118:87516-87640 + | |raridiaacEXeTCTTCANEAARCENNCER Al T e ccCclEc A rifsclic Al PN~ chiTEc clic ciic TErrg@rccfdeac TaccE- XN T - |
droVir3|lscaffold 13050:619261-619381(dvi 24656 |TATEEAACGCTTCTTCARYAlCCETccarAaTGcCoEACH e~ ceclEcea ARccTicclcclecTlgraErcoTcafiTAGe T- [N -

+
laroMoj3|lscaffold 2221:178-302 + | |T2BcHEAciEr T TECARC ABC GiNEIA AA TG G C CERAC e GEC R |
ldroGri2|lscaffold 14948:3629-3758 + | |TaTciSacRcTRrEc ARc ABc G TR caAAT G IR C el A S eIey |
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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
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1093:3593-3755
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_63.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1093:3643-3664
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_65.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1344:5912-5933
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_64.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_40:23083-23104
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_63.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1093:3684-3704
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_33.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1344:892-912
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_65.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1344:5953-5973
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_64.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_40:23124-23144
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1093:3593-3755
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_63.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=node_22996:867-991
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32475.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:22238718-22238842
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_449.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4537:45024-45149
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3h_random_002:598533-598657
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302127:99043-99173
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415971:26617-26742
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490276:19660-19784
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000764625:1999-2123
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000449599:4878-4999
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000299790:10533-10657
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13417:6479614-6479751
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000391576:3917-4041
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_85:15843-15967
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_118:87516-87640
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13050:619261-619381
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24656.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_2221:178-302
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14948:3629-3758

ID: Coordinate: Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}

dse 132 |scaffold 24:514872-514924 - || confident | Canonical miRNA || intergenic

Legend: mature star [TTTYI NURNTTNIST, mismatoh in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 19 20 21 22 23 24 25 26 2@ I | I
Size Condition 514950 514900 514850
Genomic Position
Hairpin partition - Sense - Antisense Mature —#- Star
Hairpin partition Mature = Star
Show Alternate Folds H
Flybase annnotation
intergenic
Repeatable elements
|Narne HClass HFarnily ”Strand‘
|AT_n'chHLow_complexityHIDw_complexity||+ ‘
Sense Strand Reads
hide 3p reads H show mid mismatch reads‘
M054
V115 V113
ACCATTTTCATCAACTTTTTTTTGAATATGCTATTTATGATATTATTTTAAATGAAAATCTTAAGAAAACAATGTTTAATGT TTTCTTAAGCTTTTCATTTAAAATAATATCATAACTAACTAATATTTATTATATACATTTTAATCGTACTA female
Read # Hit Total body |head male
kkhkkhkhkkkkhkhkhkkhkkkhkhkkhkkkhkhkhkkkhkhkhkkkkhkhkkkx ( ( ( ( ( ( ( ( ( ( ( ( ( ( ( ( ( ( ( ( ( ((_ (((((((((((( ________ )))))))))))) '))))))))))))))))))))))) D okkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkkkkkkkkkkkkk|g]jze Mismatch Count Norm Total bOdy
................................................................................. TTTTCTTAAGCTTTTCATTTA . et e e ee e et e te e e e ee e eeeeiaeneeaeeaenaenaen. 2 0 1 35.00 35 10 14 11
............................................................................... TGTTTTCT TAAGCT TTTCATTT . « e v et et et e e eaeneeeacaenenaeacaenenneneaenenne22 O 1 19.00 19 17 2 0
............................................................................... TGTTTTCTTAAGCTTTTCATT ¢ e ettt e e ettt et e e e e et e e et eeaenenenaeaenen. 2l 0 1 17.00 17 9 5 3
................................................................................. TTTTCTTAAGCTTTTCATTT . ¢ o vt e e ve et ee e et e eae e e e eteeaaenaeneenennenaen. 20 0 1 7.00 7 4 3 0
.................................................. AATGAAAATCTTARAGARRACA . ¢t vttt ettt et e e e ettt et e e ettt et e e et e et et et ee e eneeaeeaeaeneen. 20 1 4.00 4 1 2 1
............................................................................... TGTTTTCTTAAGCTTTTCAT « « e e vt e ee e e e e et et e eaeen e e eaenaenneaeeaenaea 20 0 1 3.00 3 1 2 0
............................................. TTTTARATGARRATCTTARGA . ¢t e ettt et e e ettt e et e e e e e et e e et e e et e e e ettt e e et e e et e ie e i 20 1 3.00 3 2 1 0
................................................................................ GTTTTCTTAAGCTTTTCATTT . o et v et te e e e e et et ie e e iaeneenaeneeaennenaen. 2l 0 1 3.00 3 3 0 0
.................................................................................. TTTCTTAAGCTTTTCATTTA . ¢ o et v et et e et e ee e et ie e eneneeeaenenenaeaen. 20 0 1 3.00 3 1 2 0
.................................................................................. TTTCTTAAGCTTTTCATTTAR .« v e ettt ee e e e e e et ieeneeneaneaenaenaenaen. 21 0 1 3.00 3 3 0 0
.................................................................................. TTTCTTAAGCTTTTCATTTARR . « . et et ettt e te e et te e e eieeaeneneeneaens 22 0 1 2.00 2 2 0 0
.................................................................................. TTTCTTAAGCTTTTCATTT .+« et v e ettt e et te e e et et ieeieeneaeenenaenaenaen. 190 1 2.00 2 0 2 0
................................................................................. TTTTCTTAAGCTTTTCATTTAR . ¢t et et ettt teteeeeeeeeaeneneeaeaenenenaeaenenas 22 0 1 2.00 2 1 1 0
.............................................. TTTAAATGARRATCTTARGA . « ¢« e e v et ettt e et e e et et e e e et e e e e et e e e e e et et ee e taeaenaenneneeaenaennea. 20 0 1 2.00 2 1 0 1
................................................... ATGAAAATCTTAAGAAAACAATGTTT . ¢« e et et e et e et e e e e e e e e e e e e e e e e e e et e et e et e et e et ee e iaeaeneen. 26 0 1 1.00 1 1 0 0
................................................... ATGAAAATCTTAAGARARCAATGT . « o ettt et et e e e ettt e et e e e et e et e e e e ettt et e e ettt ee e i 24 0 1 1.00 1 0 1 0
........................... ATGCTATTTATGATATTATT . o« vt ottt ettt e ettt e et e et ettt e et e et ettt et e et et e ettt e e ettt ettt e ittt et e i iie e 200 1 1.00 1 0 1 0
................................................................................. TTTTCTTAAGCTTTTCATTT. - . ot et i i i i i i e i e e 2 1 1 1.00 1 1 0 0
............................................ ATTTTAAATGARRATCTTARGA . « « « e e e et ue et e e et et e e et et e e e e e e e e e e e e e e e et e et e et ettt et et ee e 220 1 1.00 1 1 0 0
...................................................................................... TTAAGCTTTTCATTTARRATAR . « « vt ettt e e e eeeee e enenenaeaenenenneaens 22 0 1 1.00 1 1 0 0
.............................................. TTTAAATGARRATCTTARGRR . . ot ettt et ettt et ettt e et e et e e e ettt et e ettt et et ettt e e e i 200 1 1.00 1 1 0 0
...................................................................................... TTAAGCTTTTCATTTARRATA . &« v vt et e et e e e eeeenenenaeaenenneaeaea. 2l 0 1 1.00 1 1 0 0
................................. TTTATGATATTATTTTARATGH . « & o ot ettt ettt ettt et e et e et et e e e e e e e e e e e et e et e e e et e e et e et ettt e e e 22 1 1 1.00 1 0 1 0
............................................. TTTTAAATGARAATCTTARGAR . « . e e e et e e te e ettt et e e e et et et e e e et e et ettt et et et ettt ea e e 22 0 1 1.00 1 1 0 0
...................................................................................... TTAAGCTTTTCATTTARRAT . ¢« et et et e et e e e eeeenenenaeaeneneeaeaeas 20 0 1 1.00 1 0 1 0
................................................................................ GTTTTCTTAAGCTTTTCATT . & o vttt ettt e et et et ee e ie e iaeeneaeeneneneen. 20 0 1 1.00 1 1 0 0
.............................................................................. ATGTTTTCTTAAGCTTTTCATT « & e e e e e et e e e ea e et e e eneaeaaenaeneeneeaeenennens 22 0 1 1.00 1 1 0 0
..................................................................................... CTTAAGCTTTTCATTTARRR . ¢ o et e et et et e e e e e e e ieeieneeneeaenneneen. 20 0 1 1.00 1 0 1 0
................................................................................. T T TCTTAAGCT TT TCAT T . - - ¢ ottt e ettt ettt ettt ettt et e e iaeaeeaenenas 22 2 3 0.33 1 1 0 0
Anti-sense strand reads
TGGTAAAAGTAGTTGAAAAAAAACTTATACGATAAATACTATAATAAAAT TTACTTTTAGAATTCTTTTGTTACAAATTACAAAAGAATTCGAAAAGTAAATTTTATTATAGTATTGATTGATTATAAATAATATATGTAAAATTAGCATGAT
Read # Hit Total
de ke de ke ek e ok e ok e ok ke ok ek ek ke ke ke ke ke ke ke ok (((((CCCCCCCCCCCCCCCCCC. e ... 1)) IIIIIIIIIIIDDD)))))))) ) . hkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** 5jze Mismatch Count Norm Total

No data available in table

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species|/Coordinate ID Alignment

droSec?2|lscaffold 24:514822-514974|dse 132|IACCATT---—-—-—————-—————————————— TTCATCAAC--TTTTTT

ldrosim2|ix:6885299-6885409 - | S e ————— TTCATCHAC--TTTTTT

|am3 lchrx:7305344-7305478 -  |dme 441|ARR NSNS ETNEFN VNS STV VNNV T A TCARRE RN T T T T[H- - - ————----—- L —mm_—ii I - i i itib Th- - A\ TGCTATTTATG—-——-— ATATTATTTlEA--ATGAAAAT - ————————— - TTAAGAAAA A e — Dttt — — —————————————————-= B —-AA-— i it _ 2. Ty A C T A - — -~ ATATTTATT - - A TACHT TTRAATCGTA- - -[ET(E

droEre2|[scaffold 4690:16217524- ACHATT--—————————————————————— TTATCARSNSTTTTTT
16217637 -

ldrovak3|[x:14041194-14041289 + | [T TCAAAAACTATACTTCTTTAAATACT T TRRNT TITENT TA THEREE-|
droEugl|{scf7180000409223:61562- egcAgT--— -

61639 -

droBialllscf7180000301715:424647—
424785 +

droTakl|scf7180000415381:482786—
482866 -

droElel|lscf7180000491044:1250893-|| @ ||ACCAERNT--—---—-—-——-———————————— ———
1251054 +

droRholfscf7180000779588:748347—
748524 -

droFicl|scf7180000454045:754829—

GTARA-TANTCATANN TR R e IR e - T 0E
754933 -
droKik1|[sc£7180000302414:418988— A2 R AR TE TATACATGTA TTATATH- -INSIATAJ - -JiT[IATATATTATAAATAAAATTTAAAAINNATAATAREEEEEE ey Nl N — — e R ST A - - — - ARARTTATT- - A A TARA T/ TReA TRENTH - - -ET2

419148 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_24:514822-514974
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_24:514822-514974
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_132.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:6885299-6885409
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:7305344-7305478
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_441.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:16217524-16217637
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:14041194-14041289
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409223:61562-61639
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301715:424647-424785
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415381:482786-482866
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491044:1250893-1251054
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779588:748347-748524
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454045:754829-754933
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302414:418988-419148

ID: Coordinate:

dse 288 [scaffold 12:643353-643410 + || confident |3p_tailed_mirtron |intron

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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643,300 643,350 643,400 643,450 S I I I I I I I & he & & -
. - > Q
Genomic Position 19 20 21 22 23 24 25 & | | | |
Size Condition 643,300 643,350 643,400 643,450
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intron [Dsec\GM15347-in]; CDS [Dsec\GM15347-cds]; CDS [Dsec\GM15347-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V115 V114 V113
CAAAGACTCACAGCCCTATCCAGGCTACAATGCTAGGCCTCAAATTTATGGTAAGTCCATCCTTGGCAGCATTGCGAGTATAGCAAATGACCAATAATGGACTTTTTATTTTTAATCAGGTGCTTGGCAAAGCGGTACCCAGCAGTACCGGCCACAAT female
Read # Hit |Total body head embryo male
AR R e L N A (N O N 1))).)) D)) ) i) ))))))) L. Sk kkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkk**k* gjize Mismatch Count Norm Total body
.................................................. GTAAGTCCATCCTTGGCAGCATTG . + ¢ v v e e e e et e et e et e e et e e e e e e e e e e e e et et et te e ee et eneeneeneeneen. 24 0 1 39.00 39 19 10 7 3
.................................................. GTARAGTCCATCCTTGGCAGCAT « « -« e e e e e e e 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 aeeneeneeaeeneeneeneeneenaenaaaa22 0 1 21.00 21 15 3 0 3
.................................................. GTAAGTCCATCCTTGGCAGCATTGC . ¢« + e e v e e e e e e et e et e e e et e e e e e e e e e e e et e e e e et ettt ettt ee e 250 1 19.00 19 16 1 2 0
.................................................. GTAAGTCCATCCTTGGCAGCATT « &« 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 e e et e e e e aeeneeneeaeeneeneeneennenaenaeaa23 0 1 13.00 13 9 1 2 1
..................................................................................... AATGACCAATAATGGACTTTTT . et e et et te e te e et te e et e e te e ea e 22 0 1 5.00 5 5 0 0 0
................................................... TAAGTCCATCCTTGGCAGCATTG ¢ &+« e e e e et et e e et e e e e e e e e e e e e et et et et et te ettt eiaeanaeneeaaaa 23 0 1 5.00 5 4 0 0 1
.................................................. GTAAGTCCATCCTTGGCAGCA . « ¢ vt e e et e e e e e e e et e e e e e e e e e e e e e et e e e et ettt et ee e e 200 1 4.00 4 3 0 1 0
.................................................................................... ARATGACCAATAATGGACTTTT . « ¢ e e et e e ee e te e e e e e ea e e eeneenecaecnaeneennennenaa22 O 1 4.00 4 4 0 0 0
................................................... - V-el ooy N ol ol i cleTo-NeT oy PP N ¢ 1 4.00 4 3 1 0 0
.................................................................................... AAATGACCAATAATGGACTTTTT . ¢ v e e v e e ee e ee e e e e e aeenecnecnecneeneeneenaenaenae23 0 1 4.00 4 4 0 0 0
.................................................................................... ARATGACCAATAATGGACTTT ¢ & v e v e ettt ee e et ee e et et e e te et ea e 20 0 1 2.00 2 2 0 0 0
...................................................................................... ATGACCAATAATGGACTTTTT « « e e v e e v et et e e e e e eaeeaeeneeneeneeneenaenaenaaa2l 0 1 2.00 2 2 0 0 0
.................................................. GTAAGTCCATCCTTGGCAGCATTG. - - o oot ittt it it ittt it e et e et ettt ee e 25 1 1 1.00 1 0 0 1 0
................................................... TAAGTCCATCCTTGGCAGCATTGCG + ¢ -+ e e e e e 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 et ettt et eea e 250 1 1.00 1 1 0 0 0
.................................................................................... AAATGACCAATAATGGACTTTTT. . .« ottt i i i i it ee e 241 1 1.00 1 1 0 0 0
................................................... TAAGTCCATCCTTGGCAGCATT « ¢« e e e e et et e e e e et e e e e e e e e e e e e et e e e e a e e e enetaeaneeneeaeenaeneennenaea22 0 1 1.00 1 1 0 0 0
...................................................................................... ATGACCAATAATGGACTTTTTA . ¢« e ettt ee e e et et et et et et te e te e enaenaenaan 22 0 1 1.00 1 1 0 0 0
................................................... TAAGTCCATCCTTGGCAGC « ¢« 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 et et e e et eneeaeeaeeneeneeaeennenaennenaaa 19 0 1 1.00 1 1 0 0 0
..................................................................................... AATGACCAATAATGGACTTTT « & o e e e et et te e e e e e e e e e eneaeeneeneenaenaenaenaea2l 0 1 1.00 1 1 0 0 0
..................................................................................... AATGACCAATAATGGACTTTTTARRE . . . ... ... . i ittt iia i 26 3 1 1.00 1 1 0 0 0
....................................................................................... TGACCAATAATGGACTTTTT ¢ e e e et et ettt ee e et eeeae e eneeneeneenaenae. 20 0 1 1.00 1 1 0 0 0
.................................................. GTAAGTCCATCCTTGGCAGCATTGCH. . - . - o ottt i ittt ettt e e e et et et e e e e e e 2T 2 1 1.00 1 1 0 0 0
.................................................. GTAAGTCCATCCTTGGCAGCAT TG . « . o ittt et ettt e et e et e e ettt ettt et et ettt e i 25 1 1.00 1 1 0 0 0
Anti-sense strand reads
M054
V115
GTTTCTGAGTGTCGGGATAGGTCCGATGTTACGATCCGGAGTTTAAATACCATTCAGGTAGGAACCGTCGTAACGCTCATATCGT TTACTGGTTATTACCTGAAAAATAAAAATTAGTCCACGAACCGTTTCGCCATGGGTCGTCATGGCCGGTGTTA female
Read # Hit |Total body head
ek ok e ok e ok ek ok ok ok e ok ok ke ok e ok sk e ke ke ok sk ek ke ok ek ek ke ke sk ke ke k(O (OO e (e e e e 1)))2)) D)) ) )))))))) L. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk** 5jze Mismatch Count Norm Total
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species|Coordinate ID Alignment
droSec2|scaffold 12:643303-643460 ||dse 288 [[CAAAGACTC---ACAGCCCTATCCAGGCTACAATGCTAGGCCTCAAATTTATGGTAAGTC-CATC—C-———————————-——————=— TTG--—-GCAGCATTGC————————-————=———————————~— GAGTATAGCARA===TGACCAATAATGGAC ~~T-—— - TTTTA----TTTTT-AATCAGGTGCTTGGCAAAGCGGTACCCAGCAGTACCGGCCACAAT
+
|drosim2|3r:7748803-7748956 + ldsi_8904|[cAAAGACTC---ACAGCCCTATCCAGGCTACAATGCTAGGCCTCAAATTTATGEGTAAGTC-ClyFC—g-——=————————————_-——- B~ BCAGCATTGC--—--———————————————————— GAGTATAGCARA==-TGACAATAATIGAC~ (o~~~ TTTTA——-—TTTTT-AATCAGGTGCTTGGCAAAGCGGTACCCAGCAGTACCGGCCACAAT |
am3 llchr3R:13519139-13519295 - | |cAAAGACTC---ACAGCCCTATCCAGGCTACAATGCTAGGCCTCAAATTTATGETAAGTC-CRyTi-fg-—====—===—————-c--= B —[SB{GCAGCATTGC -~~~ ———————————————————— GAGEATAGCARA==~TGACCAATAATIGAC~~T-———~ TTTNA----TTTTT-§ATCAGGTGCTTGGCAAAGCGGTACCCAGCAGTACCGGCCACAAT |
droEre2|lscaffold 4770:8111786- CAAAGACTC---ACAGCCCTATCCAGGCTACAATGCTAGGCCTCAAATTTATGGTAAGTCICRIN -1V~ - —--mcadilarTely-—---—--—--—-—-— - ———- WAGTARAGCARA===TCACCAATAATIS -~ —¢-———- Tl - - ST TTT-AACAGGTGCTTGGCANEGHGGACCCAGCAGTACCGGCCACAAT
8111938 +
ldrovak3|3R:2092034-2092182 - | |cAAAGACTC---ACAGCCCTATCCAGGCTACAATGCTAGGCCTCAAATTTATGETAAGTC-CREN N -——————————————_—_—= - —--Hcacealdrely-—-------—--—--—-—-———————- GAGTTAGCAA===TCACCAATAATLCLR-—-T-———~- TR - —-ETETT-AAECAGGTGCTTGGCAAGHGGTACCCAGCAGTACCGGCCACAAT |
droEugl|lscf7180000409562:39540- FAAAGACTC———ACAGCCCTATCCEGGCTAEAATGCTGGccCAEATTTATGGTAAGTC—M—H ———————————————————— — — - Nl o N C e 7 cdcTalAGC A RAE T ACH A A TAATCI - - - -BA 8T - A A BCAGGTGCTTGGCAAGCGGTACCCAGCAGTARCGGCCACAAT
39685 -
droBial|scf7180000302113:3899982- CAAAGACTC---[§CAGCCCTATCCAGGCTACAATGCTAGGCCTCAAATMTATGETAAGTH-CRINC-T-——————————————————_ - - - AR - - e A Tl T/ y---—--—--- BETelT A Tl CldeA= == A CI AR T AT = (ofslei= == =T Al - - - TT - AATCAGGTGCETGGCAAEGCGGEACHCAGCAGTARCGGCCACAAT
3900136 +
droTakl|lscf7180000413103:24997- CAAAGACTC---[§CAGCCCTATCCAGGCTACAATGCTAGGCCTCAAYTTTATGCT/EACTH- LT/ eIV V- I - - ———ERAEcAT IO - —-—-—-—-— - - EcEi il T TG ST AEe T TV Nic- - - - - -EE5 B----- B k- - - TTTTi- AABCAGGTGCTTGGCAAGCGGTACCCAGCARTACGGCCACAAT
25146 +
droElell|lscf7180000491080:2759908- CAAAGACTC---ACAGCCCTATCCAGGLTACAATGCTAGGCCTCAAATT TATGGTAAGTH-CllEC-C-——————————————————~- - - BT T AG A S T C T TR cler ARALC Al e A A T A AT N T B S T TR e - T T T/efe- AACAGGTGCTTGGCAAGCGGTACCCAGCAGTANCGGCCHCAAT
2760071 +
droRhol|lscf7180000778039:42905- CAAEGACTC---ACAGCCCTATCCAGGHTACAATGCTAGGCCTCAAATTTATGGTAAGTC-CRiNc-lg--—-———~——-——-— - —————- = - B T T AT A A C I T e e cecTapAcAlg-——TcECCAATAATIE S~ [e-———- TR - - X Tfe- AAcAGGTGCTTGGCAREGCGGTCCCAGCAGTANCGGCCACAAT
43058 +
droFicl|lscf7180000453912:1957498- caAAGACTC---ACARcclgrarccaceeTacaaTecilaciiccTcaarTTATGCTAANN-ci¥Ncf- -1V — -~ CClE A A G T C i T -IXliT AR A TG TR S CE T VNI T TC TC TR B T T~ - -8- B - AACcAGGTGCTTGGCAREGCGGTACCAGCAGTANCGGCCACAAT
1957655 +
droKikl|lscf7180000302247:514912- CAAAGACTC[E8ACAGCCETATCCAGGCTACAATINCTAGGCCTCAGATT TATGCTAAGIC- it -B- IS NV IV VeI Yele- - - G- Rt - — ———— - NI —-———————- --—-—-—-—-— -8 -T-T@N\accliTE T -EERIEEEEE Emeie- —--TeYrlg-garcaceTecTreccanEcceeTAlccaGcAGTAcGGCCcAAT
515062 +
droAna3|lscaffold 12911:2127051- AAAGACTC———ECAGCCCTATCCAGGCTACAATGCAGECCTCAEATETATGGTAAGTE—c—E ———————————————————— —--BECT-—- AT Al A TGCTGTC A R FACIY- TAANGTEEEGEC TN A - Thica - TR T - — -G T- 22l caceTclgrTeccaldcceeTal@icaccacTiddNcccclgcalgT
2127205 +
droBipl|lscf7180000396714:952284- AAAGACTC———ACAGCCCTATCCEGGTACAATGcTAGECCTCAEATETATGGTAAGTE—c—E ———————————————————— ---BEcT---aARTAllcTACTCACCEEEEEE GATTATATGTTACTANATIT e GGT- - - - - - - - - -F08 - EEEE - - -RXArT-AnlcaceTcgrTecceaEccocTAlMcAGCAGTIEENGGCClEcAlET
952438 -
dp5 |2:25888554-25888714 - | (SN o NI Nelelel G NI NI SNV els 2 1Xela ool I e ey N T e T C GG A CAGAGACAAATGGTCCCTCCHGEGARE - - - - - - - - - - GTGTCCR e i A T ARG = e Xei= = == T{eEt L ol - T/elele T - [MleleC AGGTGCATGGCAAgccaeTEcEcAaceacTAlC Gl cccalgT
droPer2|lscaffold 6:1222908-1223068 FNAGIEFN T C /SRR XoT Nelolel c i Nilole) Nelelel #:XeF-V-Nlele n e » Sfel n A GINEdNA C el P T/l TR c GGRACAGAGACAAATGGTCCCTCCIGEGARE - - - - - - - - - - EEEEE GTGTCCRE e — i Al T ARG/ = ~e} Yoi== == {et & Jol - T/elele T - [MleleC AGGTGCIATGGCAAEccaeTECEcAGcacTAlC A ccEcAlgT
droWil2|lscf2 1100000013775:471-632 CAAAGACTC[SSJeBICAGCCCTATCCAGCETANAATGCIAAGGCCTCAAATT TABGGTAAGT/E-[ehiele - - -[ge- — —[leleler)- - - Lot - - CA---[8--—- - TR GTCCAA T T TC T --—-—-————-— -8 - — - —TTcNNiTT--EcliaaTARIC - - - TTTTCAA NS CINETININ T /o2 i¥eleII VA elelelehic e T\~ Il r[ofe T efelc [N\
+
drovVir3|lscaffold 12855:10040886- BanacacTc---facaceclTAcCcAGGCTARGYT GSGGCCTCAAATTTATGGTAAGT O PRI T ——————————————————— = — B C T - — [T T T T T T T T TTANTH- - - - - EE T ST T T TN TT - - B Al TTATE - - C- R ErrTT-pEERAGGTGETTGeCAAEcCINNSAC cAC AT Allc clicclEc AlgT
10041037 -
droMoj3|lscaffold 6540:3996038- AAAGACTC———CAGCCETACCGGCTATECGGCCTCAAATTATGGTAAG@—ET———— AGCAATCCATTCAATTARE - - - - - - - - - - REEEE CACTCCRR R --—-—-————— -8 - — - —aATTWN\cTA- -EETAARSERUI - - - TATREGNA ACATTC AN G CiNlI NG e~ A C[Ya T[é C Nl T /dfe T ofsl T[N\
3996196 -
droGri2|lscaffold 14830:1228748- B nfdeaifedc---acacgciraTccceTAde T GClddcGCCTCAAAT TTAT GG TAAGSR—feC - — - - ————————————___ — - -t - T A T T TR G T C C R AINEGIRT T TV CEEA TIAT TGN NAACA - TEEUIEEE Tieie---—-rrrrr-paTtiaceTClgrTeGCcAAEGCaEEpR ccaGeacTACGlicclcAAT
1228904 - ‘

Generated: 09/08/2015 at 1145 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

OrRPO0OO0OORFrRORRFRPFPFRPROOOR



http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_12:643303-643460
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_12:643303-643460
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_288.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:7748803-7748956
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_8904.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:13519139-13519295
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:8111786-8111938
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:2092034-2092182
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409562:39540-39685
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302113:3899982-3900136
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413103:24997-25146
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491080:2759908-2760071
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778039:42905-43058
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453912:1957498-1957655
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302247:514912-515062
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:2127051-2127205
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396714:952284-952438
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:25888554-25888714
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:1222908-1223068
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000013775:471-632
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:10040886-10041037
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:3996038-3996196
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14830:1228748-1228904

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dse 112 |scaffold 1:2140434-2140496 + |confident | Canonical miRNA |3pUTR
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Predicted structure
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Flybase annnotation
utr3 [utr3_plus 1921]
No Repeatable elements found
Sense Strand Reads
hide 3p reads showrnujnﬂsnmtchreadsH
M054
v1ili4 V115 V113
GTAAGTAATGTATTTATATGCTGTTTAAGAATGTCTGATAAATGGCTACAAGTGTTGCCTCTCGAGTTCTGCAAGTCTTATCGTCGTAATCAGAAACGATTAGCAATGCTTGTAACTGGT TTATAAT TCGAATCCCAAAGTCATCGAAAGTGAAACCAAAAAT female
Read # Hit Total embryo head body |male
khkkkkhkhkhkkkhkhkhkkhkhkhkhkhhkhkhkkhhkhkhkkhhkhkhkhhk ((((((. .. ((((((((((((. .. (((__ ((((( ................... ))))) ‘))) _..)))))))))))) . _)))))) L. kkkkkkkkhkkkhkhkhkkkhkhkhkkkkkhkkkkkkkkhkhkkkk | g ze Mismatch Count Norm Total body
.......................................................................................... CAGAAACGATTAGCAATGCTTG . ¢ v e v e e ettt te et te et e et e e eeaenennenenaenenae 22 0 1 47.00 47 22 16 2 7
........................................................................................... AGAAACGATTAGCAATGCTTGT « &« e o vt e et e e eoe e eaeeeenaenaeeneeaeeanennenae 22 O 1 23.00 23 14 4 2 3
.......................................................................................... CAGARACGATTAGCAATGCTT .+ e e et et ettt te et e et e et te e eaenenaeaeneeaen 2l 0 1 19.00 19 5 9 3 2
.................................................. AGTGTTGCCTCTCGAGTTCTGC ¢ « ¢ v e e e e e e et e e et e e et e e e e e e e e e et e ea e e e e e eeen e e e eaeeneaaenenaeaenneaenneaenneaaaa22 0 1 7.00 7 2 4 1 0
................................................. AAGTGTTGCCTCTCGAGTTCTGC . « v e v e et e et e e e e e et e e e e e e et e et e et e e et et et et et et et ie ettt eiaeneeaeea. 23 0 1 6.00 6 3 2 0 1
........................................................................................... AGAAACGATTAGCAATGCTTG . ¢ o e v vt e et teee e e e eee et aeneeaeneaeenenaeaena 2l 0 1 4.00 4 2 0 1 1
.................................................. AGTGTTGCCTCTCGAGTTCTG A . « v v e e e et et e et et e e et e e et e e et et et e e et e e ettt ettt e et te et ittt eaeneeaea. 23 0 1 3.00 3 2 0 1 0
.................................................... TGTTGCCTCTCGAGTTC TG ARG . « ¢ v e e e et ettt e e e et e e e e e e e e et et et et e e et e e eaetae e eneenaeaaeaaeeaneneeae23 0 1 2.00 2 2 0 0 0
............................................................................................ GAAACGATTAGCAATGCTTG e « « v e et tete e e et et te et ie e eeiaeneeaenenaenenaes 20 0 1 1.00 1 1 0 0 0
.................................................. AGTGTTGCCTCTCGAGTTCTG ¢ e e v e e e e et e e e et et e e et e e et e e et e e et e e e e e e et e ettt e et te ettt ettt 20 1 1.00 1 1 0 0 0
............................................................................................. ARACGATTAGCAATGCTTG ¢ « ¢ v e et et ee e et ae e eneeae e eeenaenaenaeeaeenae. 19 0 1 1.00 1 0 0 1 0
.................................................................... CTGCAAGTCTTATCGTCGTARTC . & e v vt e et e te ettt e e et et et et e ettt e e et e ettt te ettt 23 0 1 1.00 1 1 0 0 0
.................................................. AGTGT TGCCTCTCGAGTT . « « + e e e e e e e e e e et e et et et e e e et e e a e e e a e e et e e e ae e ea e e eneaaeneaeeneaneaenneaenneaenneaan. 18 0 1 1.00 1 0 0 1 0
.............................................................................................. AACGATTAGCAATGCTTGT « « v e e e v et ettt te et e et ee e eee e eaeneeaeneeaea. 19 0 1 1.00 1 1 0 0 0
.......................................................................................... CAGAAACGATTAGCAATGCT ¢« v e vt et et e e et e e et ee e aeeaeeneeneeneeneeaae 20 0 1 1.00 1 0 1 0 0
................................................................................... TCGTAATCAGARACGATTAGC .« ¢ o e e e et ete e e e ea e e en e e eneaaenenaeaenneaeneeaeneeaea. 2l 0 1 1.00 1 1 0 0 0
.................................................. AGTGTTGCCTCTCGAGTTCT « « « e e v e et et e ettt e e e e e e e e e e e e e e et et et et et e e e e eaeeaeeae e eneeeeeaeeneeanenen 20 0 1 1.00 1 0 1 0 0
..................................................................................................... AGCAATGCTTGTAACTGGTTT « ¢ o v e o e e et eeee e eneenaenaenaeeneeneea. 20 0 1 1.00 1 1 0 0 0
.......................................................................................... CAGAAACGATTAGCAATGCTTGT « &« v e e e et te et e e eee e enntaeneeaenenaenenneaenaae23 0 1 1.00 1 0 0 1 0
............................................................................................. AAACGATTAGCAATGCT TR . « « ¢ o ettt et te et ie e ee e ee e eiaeneaenenaes 20 2 1 1.00 1 0 0 1 0
............................................................................................. AAACGATTAGCAATGCTTGT . « v e et et ee e et e e s eneeneeeenaenaenaeeaeeaeeanea 20 0 1 1.00 1 0 1 0 0
................................................... GTGTTGCCTCTCGAGTTCTGC « + v e e v et e e e ee e e et et e e et e ettt e e e et e e e e et e et e e et e e ettt e ettt ettt e 20 1 1.00 1 0 0 1 0
.......................................................................................... CAGAAACGATTAGCAATGC .+« vt ettt te et te et e et e et ta e eiaenennenenaenen. 19 0 1 1.00 1 1 0 0 0
.................................................. AGTGTTGCCTCTCGAGTTC TG - - ¢ v o et et e e e ettt e e ettt e e e e e et et e e et et et e e et e e e eee e eae e eeaeneeneenaen 22 1 1 1.00 1 0 1 0 0
Anti-sense strand reads
MO054
CATTCATTACATAAATATACGACAAATTCTTACAGACTATTTACCGATGTTICACAACGGAGAGCTCAAGACGT TCAGAATAGCAGCATTAGTCTTTGCTAATCGT TACGAACATTGACCAAATATTAAGCTTAGGGT TTCAGTAGCTTTCACTTTGGTTTTTA female
Read # Hit |Total body
khkkkkkkkkkkkhkkhkhkhkhkhkhkhkhkhkhkhkhkkhkhkkhkhhkhdk ((((((... ((((((((((((.._ (((._ ((((( ................... ))))) .))) .. .)))))))))))) .. ..)))))) L. kR kkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkkhkkkkkkkkkkkk gize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
ldrosec2|scaffold 1:2140384-2140546 +|dse 112 |[GTAAGTAATGTATTTATATGCTGTTTAAGAATGTCTGATAAATGGCTA---—- CARGT==CTT=CCCTCTCCACT==TCTECANGT - -——-— CTTATCGTCGTAATCAGAAACGATTAGC-———-——-—--—=- AATGCTTGTAACTGGTTTATAATTCG--AATCCCAAAGTCATCGAAAGTGAAACCAAAAAT
ldrosim2|2r:5309673-5309835 + ldsi 32 |GTAAGTAATGTATTTATATGCTEITTAAGAATGTCTGATAAATGGCTA---—- CARGT==GTT-GCCTCTCCAGT==TCTCNAAGT—--—--- CTTATCGTCGTAATCAGAAACGATTAGC-———-——-—--—- AATGCTTGTAACTGGTTTATAATTCG--AATCCCAAAGTCATCGAAAGTGAAACCAAAAAT
am3 llchror:4498534-4498709 + ldme 413 |GTAAGTAATGTATTTATATGCTINTTTAAGAATGTCTGATAAATGGCTA---—- cARGT==CTT=CCCTTcdeT==TCTernGT - -—--- CTTATCGTCGTAATCAGAEACGATTAGCH YIS I eldAATGCTTGTAACTGGT TTATAATTCG-~AATCCCAAAGTCATCGAAAGTGAAACCARAAAT
droEre2|lscaffold 4929:18141568- der 1528 |QTHAGTAATGTATTTATARGCTINTTTAAGANTGTCTGATAAATINGCTA-——-- CAAGT--GTT-CCCTCTIINEET--TCTCAAGT-——-—-—- cTTAaTCGTCRATAETIARRANCCATTACCIE NI d il ieleA AlGC T TG TAAC TGGT TTATAAT TG -~ AATCCCAAAGT CATCGAAAGT GAAACCAAAAAT
18141740 -
ldrovak3|2n:17155125-17155293 + I [BrAAGTAATGTATTTATATGCTIN TTAANAATGTCTGATAAATGGCTA- -~ == cARGT==CTIT=CCCTICTCACT==TCTelAnGT - -—— - CTTATCGTCGTAATCARMAACGATTAGC-— - [N I AATGCTTGTAACTGGT TTATAATTCG-~AATCCCAAAGT CATIGAAAGT GAAACCAAAAAT
droEugl|lscf7180000409183:156737- FTAAGTAAEETATTTATETﬂCTETTTAAGAATGTCTGATAAATGGCTE ————— CARGT--CIT-cciiNcrdNacTeddrcreiirncl------- CTTATCGTIGTAATCARREACGATTAGC OSSN BTl I NAATGCT TG TAACTGGT TTAT/EATTCG- - AAT[ECCAAAGT CATHGAAAT GAAACCAAAAAT
156911 +
droBial|sc£7180000302291:2404238- FTAAGTAATﬁTATTTATET@CTETTTAAGAETGTCTGATAAETGGCTA ————— CAgET==CTT-CClTCTINIET==TCTCI~ AN leT TATCGTCGTAATCAREACCET TAGCHa S b el I XA A TGCINT G TAACTGG T T TAT/EA8C G- - [§ATCCCAAAGT CATIGAAAGTGAAACCAAAAAT
2404417 +
droTakl|lscf7180000415401:1229823~- ’iTAAGTAATGTATTTATETGCTETTTAAGAATGTCTGATAAATGGCEA ————— -----B5- - -B- - - - GlEa NG B IS IE TINNE CEEEEEE ETTATCGTCGTAGTCARMAACGATTAGCHEaS S Il ENeAATCCldTGTAACTGGTT TAE 8 CG--[gATCC R AAGTCATIGAAAGTGAAACCAAAAAT
1229983 -
droElell|lscf7180000491240:1347757- ARG T AN T A TT TATHTGC TG T TAAGAYGTCTGATARATGGC[@A--—- - CARGT[RICTT-CClTITCINAGT -~ TCTClAAGE--—-—-- BT TAT R M EACCGAT TAGCS - — -~ ——————— BAEGCTTGTAACTGGTTTAEAET CONEARNCCCAAAGTCATIGAAAGTGAAACCAAAAAT
1347912 +
droRhol|lscf7180000779971:31249-31421 BTEAGTAATGTATT TATITGC TR T TTAAGAATGTCTGATAAATGGCTA-———— caNNT-—crT-L\chThTINAGT-—[gcTeliA ALY - - - —- - BT TATCGTCHTAATCARRENCCATIHAGCII XTI INIT N aATCCTTGTAACIIGGTTTATARETCEY- - A2\ CCCAAAGTCATIGAAAGTGAAACCAAAAAT
+
droFicll|lscf7180000453851:1827091- BTAAGTAATGTATTTATHTGC TR TTAAGAATGTCTGATAAATGGCTA-———- CARGT==CTT-CCRTCTIACT==TCTCArACE---—--- BT TATCGTCGTAATCIORMANCGATTAGC - - — (el il gNeA ATINC TTG TAACTGGTTTAT[EAETCG- - AARCCCAAAGT CATIGAAAGTGAAACCAAAAAT
1827258 -
droKikl|lsc£7180000302277:360641- R A BTAATGTATTTATHTECECES A AcieTGTCTGATAAETINGC Tlg-[8- - - cARGT == G T T=CCTCTCLNACT == TCTCA A Cle- - —- - —- BTTATCGECGTAATCORREACGAT TA IS N I X SNeAATGCTTGTAACTGGTT TAE A8 CEY- -[8rl\cCCARAGTCATIGAAAGTGAAACCAAAAAT
360813 +
Gronna|caffold 13266:1507605- BranGTAR TETATTTA T RN T AR GRENEICTGA TAEA RO e I e T T T B T 0. X[ RIGAR AGIGARACCARARAT
1507699 -
GroBLp1|sc£7180000396730:2502000- AR GTARTETATTTA T NS AR SR TGA TABA TGO —— D e I - e P
2502060 -
|ap5 |3:5373284-5373458 - | |BraacraarcraTrratrRc AT TTAAGHATGTCTCHTARA TG OOSeCAC: - G TSI RO TRCAGT - - TOCR A G- ————-- BT TCCEgTA A TCORAECCAT TACEE RIS I NNIleA ATCET TG TAA C TG T/ T[ehdeletiG - - I T Cle\a AfiG TCATIGAAAGTGAAACCAA RRET |
ldroPer2|scaffold 2:5578608-5578782 - | [BraacraarcrarTTATHIRC TR TTAAGHATGTCTCHTARAT GG OO CLAC - CTT[SCC e THCACT =~ TCINGH A fCE - —————— HTRATCCEgITAATCERAECCAT TACEE RIS IS NNIle ATCET TG TAA C TG T/ T[ehdeletiG - - I T Cle\a AflG TCATIGAAAGTGAAACCAA ST |
arowi12[[sar2_1100000004512:2562412- Bt @A At s - - - e S - - e
2562439 +
Gro6riz|caffold 15126:4241352- B B Y AN 1A O AR AT
4241382 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:2140384-2140546
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:2140384-2140546
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_112.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:5309673-5309835
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:4498534-4498709
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_413.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:18141568-18141740
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1528.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:17155125-17155293
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409183:156737-156911
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302291:2404238-2404417
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415401:1229823-1229983
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491240:1347757-1347912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779971:31249-31421
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:1827091-1827258
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302277:360641-360813
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:1507605-1507699
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396730:2502009-2502060
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:5373284-5373458
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:5578608-5578782
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004512:2562412-2562439
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15126:4241352-4241382
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Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

confident || Mirtron |intron

dse 1279 |scaffold 4:1434140-1434235 -

Legend: mature star [iiIC3 (E1(9 i 91N 01111 mismatch in read

Predicted structure
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Genomic Position
Hairpin partition -#= Sense -#= Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intron [Dsec\GM 124 12-in]; utr5 [utrS_plus_14039]; CDS [Dsec\GM124 12-cds]; CDS [Dsec\GM124 12-cds]; utrS [utrS_plus_14038]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M054
V115 V113 V114
CCGCAAGCTGCTCGACCAGCATGGTTTCGAACGCAGTCTGCTCTCGAATTGTGAGTGGGGGAAACCTAAGTACT TATATTGAAATGATCTATACCT TAGGATTAGTAGACTAAATGGGT TGTGACTTTCGATTTCGCCCATTCAAGGGATTTGT TTGCTAGAGCACGAGAGCGATCTGGATACCGGCAGGATTACC female
Read # Hit |Total head body male embryo
R e N N I N N CCCCCCe e e IN))) e 1))))) e e ))) ) et i) ) ) L)) ) ) ) ) ) ) L kR kk ke k ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k* 5jze Mismatch Count Norm Total body
............................................................................................................................. TTTCGATTTCGCCCATTCAAGH . « vttt e e e e e i i i e e 221 1 92.00 92 41 27 20 4
............................................................................................................................. TTTCGATTTCGCCCATTCARG + « + v e v et et et e e e e e e e e e eeeeeeeeeaeaeasaenenenenan 2l 0 1 62.00 62 29 27 6 0
.................................................. el el ele]ele] el V.- Xof oliiy- V-Vl P~ B ¢ 1 11.00 11 3 5 3 0
............................................................................................................................. TTTCGAT TTCGCCCATTCAAGH . « o vttt ittt ittt ittt et et et et it eeiieieeanaeaaa 22 1 1 9.00 9 4 3 1 1
............................................................................................................................. TTTCGATTTCGCCCATTCAR . « v et et et et e teteeeeaeeeeaeeaenenenesasesnsneneaeaas 20 0 1 6.00 6 2 4 0 0
.................................................. Gl GAGTGGGGGARACCTTARG . + « « t e e e e et et e e e e e e et et e e e e e et et e e e e e e e e e e e e et et e et et et et e e e e e e et ettt ettt 20 0 1 4.00 4 0 3 1 0
............................................................................................................................. TTTCGATTTCGCCCATTCA + « v v et et et et et e te e et e e e e e e eeeeeieeaeneneaeaa 19 0 1 3.00 3 2 0 1 0
............................................................................................................................. TTTCGAT TTCGCCCATTCAAGH . « v o vttt ettt ettt et et ettt e i iieeeeeeaa 22 1 1 3.00 3 1 2 0 0
................................................................................................................ AATGGGTTGTGACTTTCGATT « v e v e e e e et et e et et et et et et e e e e e e e eeteteieaeaeaenenana. 210 1 2.00 2 1 0 1 0
.................................................. elieyNeieleteleles-V-V-Nol ol 0NN i -\ PP~ S 0 1 2.00 2 0 1 1 0
........................................... ol N i el el Yok eleTeleT el V. VYol o i LN AP~ S 1 1.00 1 1 0 0 0
............................................................................................................................................................. CTAGAGCACGAGAGCGATCTG. « v v v v veuenen.n. 210 1 1.00 1 1 0 0 0
.............................................................................................................................................. CAAGGGATTTGTTTGCTAGAG . « « e v e v v e v e e e eaaenanenenenanaa 2l 0 1 1.00 1 1 0 0 0
......................................................................................................................... TGACTTTCGATTTCGCCCATT + & v v et ettt e e e e e e e e et e et ettt teiaeaeaeaenenananeenea 2l 0 1 1.00 1 0 0 1 0
............................................................................................................................................ TTCAAGGGATTTGTTTGCTAG . « v v et e e eeee e enenenenanananananas 210 1 1.00 1 0 0 1 0
.......................................................................................................... AGACTAARTGGGTTGTGACTT ¢ + ¢+ e e e e e e et e e e e e e e e et e eeteteeeeaeneneneneneeeeeeneneaeaenanana2l 0 1 1.00 1 0 1 0 0
.................................................................................................................................................... ATTTGTTTGCTAGAGCACGAG. « ¢ vt v e e eeeeeeeaeneneaaa 210 1 1.00 1 0 1 0 0
........................................................................................................................................................... TGCTAGAGCACGAGAGCGATC . « v v v e v evveeuenneaa. 210 1 1.00 1 0 1 0 0
......................................................................................................... TAGACTAARTGGGTTGTGACT « « v v e v et e e e e e e e e e e e e e et et et e e e taeeeaeaeaeaeaeaeaeeeeaeaeaeanaeaaa 2l 0 1 1.00 1 1 0 0 0
..................... e el il ol el Nofelo7-Ned ok el 1 RN S 1 1.00 1 0 1 0 0
............................................................................................................................. TTTCGATTTCGCCCATTCAAGH. . . . ottt i i i e i e 232 1 1.00 1 0 1 0 0
................................................................................ GAAATGATCTATACCTTAGGA . « + v v v ettt et et et et et e e e e e ettt et e e et et et et et e e e e e e e et e ettt ettt ettt et e e e 210 1 1.00 1 1 0 0 0
...................................................................................................................................................... TTGTTTGCTAGAGCACGAGAG . « v v vt e v e eeeeenenenenan. 21 0 1 1.00 1 1 0 0 0
................................................................................................................................. GATTTCGCCCATTCAAGGG + « + v v v et e et tete e e e e e et eeeeeiaaeneneaeaaa 19 0 1 1.00 1 0 0 0 1
.................................................. eheleleleleleles- V.Y Xo oliiy-V-\c! [~ N 1 1.00 1 1 0 0 0
............................................................................................................................... TCGATTTCGCCCATTCAAGH . . . ot i i it e e e e 201 1 1.00 1 1 0 0 0
................................................................................................................................................................... CACGAGAGCGATCTGGATACH............ 21 1 1 1.00 1 0 1 0 0
.................................................................................................... ATTAGTAGACTAAATGGGTTG ¢ + « + v et et et et e e e e e e e et e e e e ettt et e et et ettt ettt it eeeaenenenen.. 20 1 1.00 1 1 0 0 0
................................................................................................................................. GATTTCGCCCATTCAAGGGAT « « v v vt e te e e eeeeee e eeeneeeeananasaenanenenaaa 2l 0 1 1.00 1 0 1 0 0
...................................................................................................................................................................... GAGAGCGATCTGGATACCGGC......... 21 0 1 1.00 1 0 0 1 0
........................ o] eT- VYol et o) Ye il okl e o o o203 N 1 1.00 1 0 1 0 0
......................................................................................................................................................... TTTGCTAGAGCACGAGAGCGA . v vt v vevevennannnnan. 210 1 1.00 1 1 0 0 0
............................................................................................................................................................................. ATCTGGATACCGGCAGGATTA.. 21 0 1 1.00 1 1 0 0 0
................................................................................................ TAGGATTAGTAGACTARATGG « « + ¢ e ¢ e e e e e e e e e e e e e e e et et et et et et e e e e e e e e e et e e teteteeaeaeaaaanenenenaaa 2l 0 1 1.00 1 0 1 0 0
.................................................. ehel-Neleleleleles-V.V-Xo ok [ PPN . B 6 0.17 1 0 0 1 0
Anti-sense strand reads
M054
V115 V113
GGCGTTCGACGAGCTGGTCGTACCAAAGCTTGCGTCAGACGAGAGCTTAACACTCACCCCCTTTGGATTCATGAATATAACTTTACTAGATATGGAATCCTAATCATCTGAT TTACCCAACACTGAAAGCTAAAGCGGGTAAGTTCCCTAAACAAACGATCTCGTGCTCTCGCTAGACCTATGGCCGTCCTAATGG female
Read # Hit |Total head body |male
khkkkhkkhkhkhkhkkkkkhhkhkhkhkhkhkhkhkhkkhhhhkhkhkhkhkhkhkkhhhhhhkhkhkhkkkkhdhk ((((((((. ((((. .. (((((((((( _______ (((((( ________ )))))) _________ )))))) . _..)))) .. '.)))) .)))))))) Dok kkkkkkkkkkhkhkhkhkhkhkhkhkkkkkhkhkhkhkhkhkkkkkkkkhkhkhkkkkkkkkkdd* gize Mismatch Count Norm |Total body
...... ofe) Nolel-Neloki el el o chiy-NoT o) V.-V NP~ B ¢ 1 1.00 1 1 0 0
.................................. 00 Ne)-Yoled-NeTNetoliih J--No7-Noki o202 B O 1 1.00 1 0 0 1
.................... N l0). V-V Yok il e o el o0 V)Yl c - NN 3 S 1 1.00 1 0 0 1
................................................................................................................................................................ CTCGTGCTCTCGCTAGACCTAT . . vvvveenen.. 22 0 1 1.00 1 1 0 0
elelofek i ole) Noles-Net ok cle L 20N AP 19 0 1 1.00 1 1 0 0
.............. deTelTolel N ol0). V-V YT o il cT o el PR~ N 1 1.00 1 0 1 0
............................................................................................................................................................... TCTCGTGCTCTCGCTAGACCT . v v v v e eeeen.n. 210 1 1.00 1 0 1 0
................................................................................. TTTACTAGATATGGAATCCTA + « + v vt et et et et e e e e e e e e e e et et e et et et et et e e e e e e e e e e et et e et te e e taeasasaeaeaeaeaeneaeenaaa 2 0 1 1.00 1 0 0 1
.................................................................................................................................................................... TGCTCTCGCTAGACCTATGGC. . v vvvn.n.. 21 O 1 1.00 1 0 0 1
............................................................................... ACTTTACTAGATATGGAATC . « « « vt et et et et e e e e et et et et et et et et et et e e e e e e e e et ettt e e e e e e e e e e e e eeeeeeaeaeaeaenaa 20 0 1 1.00 1 1 0 0
................................................................................................................................................................... GTGCTCTCGCTAGACCTATGGC. o v vvven... 22 0 1 1.00 1 0 1 0
............................. i elo] el JoF-NeT o el YTV o fiuy- V- NP PP RN 0 1 1.00 1 0 1 0
................... eli-XoloF-V.¥-Netokiif Jetol e o7-Ne7-Xo TP R O 1 1.00 1 0 1 0
................................................................................................................................................................. TCGTGCTCTCGCTAGACCTATG. « v v v evevnan. 22 0 1 1.00 1 1 0 0
.......................................................................................................................... CTGARAGCTARAGCGGGTAR . + v vt et e tete e et e eeee e et eteaetaeasasaeaeaenennnaa. 20 0 1 1.00 1 0 1 0
............................................................................................................................................................. GATCTCGTGCTCTCGCTAGA. + v v v veveeneenenan. 20 0 1 1.00 1 0 0 1
.................... TACCAARGCTTGCGTCAGACG + « + v v e e et e e e e e e e e e ettt e et et et et et et e e e e et e e e et e e e et et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e . 210 1 1.00 1 1 0 0
........................................................................................................................................................................ CTCGCTAGACCTATGGCCGTC....... 21 0 1 1.00 1 1 0 0
.................................................................................................................................................................. CGTGCTCTCGCTAGACCTATG. . v vvvuenen.. 21 O 1 1.00 1 1 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec2|scaffold 4:1434090-1434285 |[dse 1279 [[CCGCAAGCTGCTCGACCAGC---ATGGTTTCGAACGCAGTCTGCTCTCGAATTEECAGTC  ~ - —===== GGGGAAACC-T-=AAGTACTTATATTGA-AATGATCTATACCT—~———————————————————m o T—m—mmmmm - AGGATTAGTAGACT-—--- B AT GG G — = = = = = = = = = TTGTGACTTTCGAT-———————---- TT----CG-CCCATTCAAGGGATTTGTTTGCTAGAGCACGAGAGCGATCTGGATACCGGCAGGATTACC
ldrosim2|x:4966690-4966892 + ldsi_22201|lccGCAAGCTGCTCGACCAGC---ATGGETTCGAACGCAGTCTGCTCTCGAATTEECAGTG S suuaas GGGGAAACC-lo--ANGTACINTATATTGA-AATGTCTATACCT— -~~~ - — === — - TE\----- NN el GCATTAGTAGACT—-—- - A AT GG G-~ — = — = — = —m o m oo TTGTGACTTTCGAT--—-—-————-- TT-=--CG-CCCATTCAAGGGATTTGTTTGCTAGAGCACGAGAGCGATCTGGATACCGGCAGGATACC]
|dm3 lchrx:5321674-5321888 + | |ccecancliTceTCGACAGC---ATGGTTTCGAACGCAGTCTGCTCTCGAAT TEICAGTG S oo oaumas coINemAcc-TXealicTAcTATATTE A A ATGTCTATACHE- - - - - - - A TGCTCTATCT T A Ne N A T T A T Y N e e e e e e e e e TTGTGACTTTGAT———————————~- TT----HGECCCATTHAAGGGATTTGTTTGCTAGAGCACGARAGCGATCTGGATACCGGCAGGATTACKH
droEre2|scaffold 4690:2675379- B\ CGCAAGCTGCTCGACCAGC---ATGGTTTCGAACGCAGTCTGCTCTCEAATTEECAGTG-=—=—~—~——~ elean - - INSEIE TSR - - - - [N Yelc AN T/léGCACACATAGATGATGATGCTCGCAGATGT TCG TR @GXcatErdracacT----- Gl e T CAGT ARG T TG T CA R T e e e e e AATCTTCIRETINIEIA TN TT----CG-CCCATTHAAGGGATTTGTTTGCT@GAGCACGAGAGCGATCTGGATACEGGCAGGAT/ACC
2675621 +
ldroYak3|x:3148469-3148657 - | [BcGCARGCTGCTCGACCAGC---ATGGETTCGAACGCAGTCTGCTCTCEAAT TENCAGTG s s
droEugl|lscf7180000409095:341556- CCGCAAGCTGCTCERABCAGC---ATGGTTTCGAACGAGTCTGCTCTCGAAMTETCACTE- =~~~ ~—~~~=
341751 +
droBiallscf7180000302069:498445- CCGCAAGCTGCTCGACAGC---ATGGETTCGAACCIAGTCTGCTITCEAATTETCACTE-—=—=~————~
498682 -
droTakl|scf7180000415077:69060- cceeanilercercaccace---arcalgrrecaaccacTeTc T ClA A TTETEAGTE= === === ===
69120 +
droElel|lscf7180000491240:546428- AA T THENEGINGIENT Al A TREENC A A CIENSINC A A GT CRITINC AfReiNe CEVACYEhia /e cleEmEm e
546585 +
droRhol|lsc£7180000779506:1445006- EccilanilcTeeTealcAGC---AGGTTTCGAACGIRGTCTGCTCTCMAATTETCACEG= == ========
1445280 +
droFicl|scf7180000454072:2782210- ccocaricTlcTCGACAGC---ATGGETTCGAACGEAGTCTGCTCTCMAATTETCACTC-=—~———~=-=
2782463 -
droKik1|lsc£7180000302469:874115- ci¥¥errccreeTeoriicoc iGN rTcoaliccifldec TecTCTCA A TTETCACTIET TN Ei= === =
874277 -
droAna3|scaffold 13117:983888- ccGHAAGCTGCTCGACAC- - -AlScGlgrTeealdceeacTirGe T Clda AT TEECACTIEI NIl ===s -----IN el - -----—-----—----H%
984041 -
droBipl|scf7180000396425:1134310- ccofaaceTGCTCGARCARC---ATGGTTTCGACcGlARTlTGC Tt CleA A T TETCACT/ Y Xl == === A e
1134461 +
dp5 XL _groupla:8692829-8693015 CCGCAAGCTGCTCGACClEGC---AScclrThcAcccacEcThc TETclla A BTG TN~ === ===~ N e - e — Eetg] - — — = = = = == = = = = = == == == == === ==~ ———— B B — — — = = - - [ AGTGAT TG T C R T C TAGAGCCAATGGAAT T T TGAA T A T R e T C T T e e G GC T T T TAA A A CACA R e e — = == == ===~ ffelelel- - — - ci}-ccleldeledeaccoaT@roTEriic TEcAGcAcGAGAGC G C TG oAlgA ClgNeCleciIa A ch
droPer2|scaffold 15:1088431-1088617 CCGIAAGCTGCTCGACCEGC---AccET ThcAcccacc Thic Tlgrclea AT ETAGT - =========x L N R o e — e — — — = = = = = = = = = = = == == = == — = — =~~~ —— B----—-——-- B — — — — — - - e GTGA T TGGC R T C TAGAGCCAATGGAATGG T GG AT AT R e T C T T e G C T T T T AR A A C A C 2 e ] — — = == == === TcccEREEteaReecGCCACE GGGATTGTTECTGAGCACGAGAGCGAECTGGAEACCGGA
droWil2|scf2 1100000004521:6474714~- CCCHAAGCTGCTEAAMCAGC---ATGGETTHGAACGCAGTHTGC T Clr A T T E T e T T T N Y - — — P e o i — T - — — = = == == === == == == === === == —————— B B — — — = = == e e e GG T T T T AR AGA T C A R - - -jialArC- - - - - -TTAGTGAATEERIEICAACEARTA A TlIA CINCIITNEENehiCINeleL NS~ I T\~ NS T\~ Tde A I CINe Tfe c AlNA A GlUGINET]
6474874 +
drovir3|scaffold 12970:10652235- dvi_13922(cclgaaccrecTlgcallcace---adecrtiicaEcccadec rocTiiTcEAET TETCACH === =saas e o e — ettt — — — = = = = = = = = = == == == == === — =~ B B — — — - —-[deleGGAGAGT TGCGAZEEEEEEEE - — N e e - — — — - — - — = — -~ - —— TTAACEEAGEEEEE - - -jfeicGC- - - - - -TCEETTAREEEE - - B - - B - TATACAC! elelel:Nin e C Cidelehiic el XelorAT(e)-Xe)-Xelole)-Ndedidelel\C-Xefoleic of\n echycINeA
10652401 -
droMoj3|lscaffold 6473:10759063- ci\céancereergcrlgcace-- -2 crrccaldcccacc T TClXeA A TTETEACTE -~ === ===~ ACA NN GAE G GACH G AGH GG A - - — - - - - — - — - — - T B B — — — = = i CEET - — — = — GAGAGAGAGAREEIGAGGGGGAA NS - - Al\CEEEEEEE T TT-—-—cld-feciNerTieacccaTiIrcTrecTlgcaccailcacace oA TG AA CI\GEc ARGl Tle A C Y
10759240 +

droGri2|lscaffold 3057:3403-3625 + ||
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TAGAGAGAGAGAGAGAGAGAGAGAGAGATAGGGGGTCTT



http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:1434090-1434285
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:1434090-1434285
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1279.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:4966690-4966892
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_22201.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:5321674-5321888
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:2675379-2675621
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:3148469-3148657
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409095:341556-341751
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302069:498445-498682
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415077:69060-69120
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491240:546428-546585
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779506:1445006-1445280
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454072:2782210-2782463
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302469:874115-874277
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13117:983888-984041
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396425:1134310-1134461
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:8692829-8693015
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_15:1088431-1088617
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:6474714-6474874
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:10652235-10652401
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_13922.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:10759063-10759240
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_3057:3403-3625

ID: Coordinate: Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}

dse 1844 |scaffold 0:17217415-17217504 + || confident | Canonical miRNA || 3pUTR
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Show Alternate Folds ‘
Flybase annnotation
utr3 [utr3_minus_7095]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V115 v114 V113
TTGAGAAAAAAGAAAGAAAACCCCACAAACCAAACAACAACAACAAAACAATAGAAAAAAAACAAATAAACAATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAAATTCTGAAATTTGTGT TTTTAT TTGCGT TATCACGTACAGTTTTTCATTGGCAATTTTAA female
Read # Hit Total head embryo body |male
Khkkkkhkhkhkkhhkkhhhkkhhkhkkkkkhhkkkkkkkhkkkkkkkhkkrrkkkkk N D D D I D D D D D 0 D D D D D D D I Ihkkkhkhkhkhkhkhkkhhkhkkhkkkkkkkkhkkkkkkkkkkkkkkkkkkk**x***|gize Mismatch Count Norm Total body
..................................................................................................... TTAAAGCTTTGTATGATTARCC . & e v v e ettt et et e e e e et et e e et et et et te et et eiaeiaenaennenee 22 0 1 20.00 20 6 4 6 4
...................................................................................................... TARAGCTTTGTATGATTARCCA . & o et ettt ettt et ettt et et et et et ie e ie e eieiaeiaennenen.. 22 0 1 9.00 9 0 8 1 0
.................................................................................................... ATTAAAGCTTTGTATGATTARC . « ¢ e v et e ettt e e et e et e e e et e e e e e e et e ee et iaeieeieenaennen.. 22 0 1 7.00 7 1 4 0 2
...................................................................................................... TARAGCTTTGTATGATTAACC . « « vttt ettt ettt ettt e e et et et ie e ie e eie a2l 0 1 6.00 6 2 1 0 3
..................................................................................................... TTAAAGCTTTGTATGATTARAC . « & v e e ettt et e et et e et e e e et et et et ie et e e eiaeiaeaenaena. 20 1 6.00 6 2 0 2 2
..................................................................... ACAATTGTACATGGCTTTCGT « &« v o vttt ettt e e et et e et et et et et et et et ettt et et e ie e te e ie e a e eiaenenaennenaen.. 2l 0 1 3.00 3 1 0 1 1
..................................................................................................... TTAAAGCTTTGTATGATTARCCA . + ¢t ettt ettt et e et e e et et et et et et ie et e it eiaenaenaena. 23 0 1 3.00 3 0 3 0 0
................................................................................................... TATTARAGCTTTGTATGATT .+« v ettt et ta et et et et et et et ie et iaeaeaaeanennennennennennana. 20 0 1 3.00 3 0 0 2 1
.................................................................................................... ATTARAGCTTTGTATGATT . « ¢ et e ettt et et e e et e et e et e et e e e e e e et e e i et eieeieenaenaen.. 190 1 3.00 3 0 1 1 1
............................................................................ TACATGGCTTTCGTARRGARAT « « o ¢« e e e et ue e e e e e e e e e et et e e e et e e e e et et et et et et te et ee e e eaaenaenaenaenaen22 0 1 2.00 2 2 0 0 0
............................................................................ TACATGGCTTTCGTARAGARRTTTAT . et vttt et et e ettt et et e e e e et et e e e et e e et e e e e e e et et e ettt et et e eiaeneenen. 260 1 2.00 2 1 0 1 0
..................................................................................................... TTAAAGCTTTGTATGATTAACH . . . . oot i it i it it e e it et ee e 22 1 1 2.00 2 1 0 1 0
..................................................................................................... TTARAGCTTTGTATGATTAME . . . . .o i i i i e e e e e e e 222 1 2.00 2 2 0 0 0
.................................................................... AACAATTGTACATGGCTTTCGT . « ¢ e e e e et e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e et et e e et et et et te e te e eneenaenaenaennena 22 0 1 2.00 2 1 0 0 1
..................................................................................................... TTAAAGCTTTGTATGATTAA . . . oo i i i i i i i e e 2L 1 2.00 2 1 1 0 0
.................................................................................................... ATTAAAGCTTTGTATGAT « - « ¢ o ettt et e et et et et e e e et e e et et e e e eie e eeenaenaenaenaennen.. 18 0 1 2.00 2 0o 2 0 0
................................................................................................... TATTARAGCTTTGTATGATTAR . &+« vttt ettt ettt e et e et e e e e et et e et e e ie e ie i eieenaeeen.. 22 0 1 2.00 2 0 0 1 1
.................................................................................................... ATTAAAGCTTTGTATGATTA . « et ettt e et et e e et e et e e et e e et e e e e e ie e enaeaenaenaenaennena 20 0 1 1.00 1 0 0 0 1
.................................................................................................... ATTARAGCTTTGTATGATTAACCA . .« e ottt et et e et e et e et e et et et e e e e e e 24 0 1 1.00 1 0 0 1 0
..................................................................................................... TTAAAGCTTTGTATGAT AR . . . . .o i it it it e e et e e 22 2 1 1.00 1 1 0 0 0
......................................................................... TTGTACATGGCTTTCGTARAGARR . « . o ettt ettt ettt et ettt ettt et et e e et e e e e e e e e e e e ettt ettt e et e i 240 1 1.00 1 1 0 0 0
................................................................... ARACAATTGTACATGGCTT . + ¢ v et e et e e ettt e et e et e et e et et e et et e et e e et e e e e et e e et e e e 190 1 1.00 1 0 0 1 0
..................................................................................................... TTAAAGC T TTGTATGAT ARG . - . oottt ettt ettt ettt ettt e e et et et 21 1 1.00 1 0 0 1 0
...................................................................................................... TARAGCTTTGTATGATTAAC . « ¢« e e v e e e e et e e e e e et e e e et e e et et ie e ie e ie e eieenaenaenaena. 20 0 1 1.00 1 1 0 0 0
................................................................................................... TATTAAAGCT TTGTATGAT TAB . - - . o ¢ ottt ettt et et et et et e ettt e et ettt 232 1 1.00 1 0 0 0 1
.................................................................................................. TTATTAAAGCTTTGTATGATT . « . e e v e e e e e et e e e e e e e e e e et e et e e et te e et ea e ieaenaenaenaenaena 2l 0 1 1.00 1 0 0 1 0
................................................. AATAGARAARAAACARATARACAATT . & o et ettt e te et e et e et e e e e e e et e e e e et e ettt e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 260 1 1.00 1 1 0 0 0
............................................................................ TACATGGCTTTCGTARAGARRTT . ottt v ettt et e e et e et ettt e e e e et et e e e e e e e e e e e e e et et e ettt e e 230 1 1.00 1 1 0 0 0
.................................................................................................... ATTAAAGCT TTGTATGAT TR . - & ot ettt ittt et et et et e e te e e et eneeneeneen. 22 1 1 1.00 1 1 0 0 0
........................................................................ ATTGTACATGGCTTTCGTARAGAR . &+« e ettt ettt et et e e e e e e e e et et et e e e e et e e e et et e e e e et ettt ettt e e 240 1 1.00 1 0 0 0 1
.............................................................................................. AAATTTATTAAAGCTTTGTATGA . « o« « e e e ettt e e et et e et e et e e e e et et e e e e e eeenaenaenaenaenaenaennenaae 23 0 1 1.00 1 0 1 0 0
........................................................................................... ARGARATTTATTARAGCTTTG . & e v e vt e et et e et e et e e et e et e et e et e et e e e e et e e et e et e e 200 1 1.00 1 0 0 0 1
................................................................................................... TATTAAAGCT T TG T ATGAT TR . -« ¢ o ettt ittt ettt ittt et et ettt et ettt 22 1 1 1.00 1 0 0 1 0
................................................................................................... TATTARAGCTTTGTATGATTA . « . ettt ettt et e e et e et e et et et et et et e ie ettt 210 1 1.00 1 0 0 1 0
........................................................................... GTACATGGCTTTCGTARRGR . « ¢« v e e e et e e e et e e e e et e et e e et et et et et et et et et et e e et enaneenaenaena 20 0 1 1.00 1 0 0 1 0
....... ARAAGARAGARARCCCCACA . « o ettt et ittt et ettt et et ettt et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 2000 1 1.00 1 0 0 1 0
...................................................................... CAATTGTACATGGCTTTCGT . + ¢ e e e ettt e et e e e e et e e e e e e e e e e e e et e et e et e e e e e e e e et e e et et et e et e te e ieneeneenaenaena 20 O 1 1.00 1 0 0 0 1
............................................................................................... AATTTATTAAAGCTTTGTATGATTARCC . « « o vt ettt ettt et e et e et et et et e e et e et eieeiaenaennene.. 28 0 1 1.00 1 1 0 0 0
....................................................................... AATTGTACATGGCTTTCGT . ¢« v e v et ettt e et e et et e e et et e et e e et et e et e e et et et et et et et te e te e eieeneeneenaenaenaea 19 0 1 1.00 1 0 0 0 1
...................................................................................................... TARAGCT T TGTATGAT TAACH . « . o o i it e i e et et 201 1 1.00 1 0 0 0 1
........................................................................ ey X 00 e eTod i o] L R - N 1 1.00 1 0 1 0 0
................................................................ AATAAACAATTGTACATGGCTTTCGT « « e e v e et e e ee e te e e e e e e e e e e e e et e e e e et et e e e e e e e et e e e e et e e e e e et et ie et et eiaenaennenne 26 0 1 1.00 1 0 0 0 1
..................................................................................................... TTAAAGCTTTGTATGATT . « & e e e et ettt e e et e et e et e et et et et et e e e te e eieeiaeaenen... 18 0 1 1.00 1 1 0 0 0
....................................................................................................... AAAGCTTTGTATGAT TAACH . - .« ottt i i i i i e e e e e e e 20 1 1 1.00 1 1 0 0 0
................................................................... ARACAATTGTACATGGCTTTCGT . « v e e v ettt e e et e et e et e et et e et e e et et e et e et et e et e et et et et e et te ettt eieeieenanaenee. 23 0 1 1.00 1 0 1 0 0
.................................................................... AACAATTGTACATGGCTTTCGTA « « e v e et e te e te e e et e e e e e e e e e e e et e et e e e e et e et e et e e e et e e et e et et e ettt e 230 1 1.00 1 0 0 0 1
................................................................................................... TATTAAAGCTTTGTATGATTIE. . . - o oottt ettt et et et et et ittt e ettt ettt 222 1 1.00 1 0 0 0 1
........................................................................ ATTGTACATGGCTTTCGTARAGARAT « « ottt ettt te et e et e et et e e e et e e e et e et e e e e ettt et et e e et e e et e et ettt eiaennennen. 26 0 1 1.00 1 0 0 0 1
................................................................................................... TATTARAGCTTTGTATGAT T . . . o o oottt ittt it ettt it it e it ettt et 211 1 1.00 1 1 0 0 0
........................................................................................... AAGAAATTTATTAAAGCTTTGTATGAT « -« ¢ o et e et ettt e e et et et e et e e et et et ie e eiaeaenaenaenaenaennenaa 2] 0 1 1.00 1 0 0 1 0
............................................................................ TACATGGCTTTCGTARAG . « « « e v e e ue e e et e e et e ettt et e et et e e et et et e e et et et et e ettt et .. 180 1 1.00 1 1 0 0 0
...................................................................................................... TARAGCTTTGTATGATTAACCARRARR . « . ottt ettt e et e e et et et et et e ie e te e ie e e 2] 0 1 1.00 1 0 1 0 0
TTGAGARARAAGARRAGARAACCCC . « vt ottt ittt ettt ettt et et et et e et et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 24 0 1 1.00 1 0 0 1 0
............................................................................ TACATGGCTTTCGTARAGARRTTT . « « e e v et ue e e e e e e e e e e e e e e e e e et e e e et e et et et et et et et te e ee e eieneenaennenaen. 24 0 1 1.00 1 1 0 0 0
...................................................................................................... TARAGCTTTGTATGATTAAMGE . . . . . o oottt ittt ittt it ittt e i 223 2 0.50 1 1 0 0 0
................................................................................................... TATTAAAGCTTTGTATGARE . . . . . oottt ittt ettt et ettt e et et e et e e ee e 20 2 4 0.25 1 0 0 0 1
...................................................................................................... TARAGCTTTGTATGATTARRGE . . . . . .ottt ittt ettt it ittt e et 223 6 0.17 1 1 0 0 0
Anti-sense strand reads
AACTCTTTTTTCTTTCTTTTGGGGTGTTTGGTTTGTTGTTGTTGTTTTGTTATCTTTTTTTTGT TTATTIGT TAACATGTACCGAAAGCAT TTCTTTARATAATTTCGAAACATACTAATTGGTTTTTTTTAAGACTTTAAACACAAAAATAAACGCAATAGTGCATGTCAAAAAGTAACCGTTAAAATT
Read # Hit Total
khkkkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhhkhkhkhkk ... . (((((((((. ((((((. (((((. .. .))))) .)))))) .))))))))) ................... khkkkkkkkkkkkkkhkhkhkhkhkhkhkhkhkkhkhkkkhkkhkkhkkhkkkkkkkkkkkkkkkkkk*x*x gjze Mismatch/Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec2|scaffold 0:17217365- dse 1844 |TTGAGAAAAAA---G-—--——-—=---— AAAGAA-----—-—- N e CCCC-A------ CAAA-CCAA--——-——-——-— ACAA---CAAC-AACAAAACAATAGAAAA-——-——-———— AAAACAAATAARSCAATTCTACATECCTTTCCTALAGAAAT TTATTAAAGCTTTGTATGATTAACCAAAAAAAA-——TTCT-GAAA-TTTGTGTTTTTATTTGCGTTAT -—-~CACGTACAGT-TTTTCATT—--—- GGCAATTTTAA
17217554 +
|drosim2|3r:16351717-16351910 + ldsi_75 |[TTeAcAAAAAA---G---------—- AAAGAA-—-——-—- ARA-————mm—mm—m o CCCC-A--—--- CAAA-CCAA--——-——-———— ACAAINACAAC-AACAAAACAATAGAAAA-————————- AaaaACAAATAARSCARTTCTACATCECTTICCHAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAAA—— - T§CT-GAAA-TTTGTGTTTTTATTTGCGT TAT-—-CACGTACAGT-TTTTCETT--—-- GGCAATTTTAA
am3 lchr3r:46402023-4640411 - ldme 421 |[TTcAGAAAAAA---G---------—- AAAGAA--—-—-—- AA————— CCCC-A-—-—-- CAAA-CCAA--—————————- ACAA---CAAC-AACAAAACAATAGAAAA--————————— BRrnEAAATARAA=CAATTCTACATCECTITCCTAAAGAAATTTATIEAAGCT TTGTATGATTAACCAAAAAAAA - - AT8C @A AA - TTTGTGT TTTTATT TGCGTTAT--~CACGTACAGT-TTTTCETT--—-- GGCATTTTAA
droEre2|scaffold 4770:16945887—- der 1521 |[TTGAGAAAAAA—--G-—-————-——-— AQAGAA--—-—--- ApO-— CCCC-A---—-- CAAA-CCg--—-—------- BAAN--CAAC-AACAAAACAATAGAAAA--————————- BAAACAAATAARSCAATTCTACATCCCTITCCTAAAGWAATT TATTAAAGCTTTGTATATTAACCAAAAA AN ---Tl8CT-8AAA-TTTGTGT TTTTATTTGCGTTAT---CACGTACAGT-TTTTClETT--—-— GGCAATTT[EAA
16946072 +
ldrovak3|[3R:8702157-8702347 - ldva_1796 |TTGAGAAAAAA---G-------———- AAAGAA-—————-— AR cccg-f----—-- CAAA-CC-——----——--- BR~2N--CcAAC-AACAAAACAATAGAREAR-——-————- AAAAACAAATAAASCAATTCTACATCCCTITCCTAAAGHAATTTATTAAAGCTTTGTATIATTAACCAAAAAAAA- I T-BAAA-TTTGTGTTTT@ATTTGCGTTAT---CACGTACAGT-TTTTCEIT-——-- GGCAATTTTAA
droEugl|lscf7180000409490:80932- JENEFNA TGEV - - BEEen A CREEEEEE - TN n A A A CGA A T e CCCC-A------ caanflccan--—-—-—-—-—- cAn@--CAAC-AACAAAACAATAGAAAA-—-———-—-— MaanficAAATAARSCAATTCTACATCCCTTTICCTAAAGHAATTTATTAAAGCTTTGTATEATTAACI A A A A A A A Y- - - IX8CT-8AAA-TT TG TG T T TT@ATT TGCGTTAT--~CACGTACAGT-TTTTC/ETT----- GGCAATTTTAR
81131 +
droBial|sc£7180000302402:7353486- TTGARRAAAAANE-G-—-—-—--——- AAAGAA---—-—--- N e CCCC-A---—-- carafccpl------------ Banfg--caac-anfgaaaficEaTAGAAAA- - - - - ———- Br 2 oA ATA2RSCAATTCTACAECECTITCCTAAAGHAATT TATTAAAGCTTTGTATIATTAACI A AAAAAAA - -GN Cld- A AA - TTTGTGT TTTTATT TGCGTTAT---CACGTACEGT-TTTTCETT----- GGCAATTTTA|
7353673 -
droTakl|lscf7180000414009:179061- TTGAGAAAAAAINNSG--—-——————- AAAGAA--—-—-—- AA——————— cCcciy-a------ manARCCAA-——————————- Bcan--caAC-AAEAAAACAATAGARAA-—————————— BAACAAATAARSCAATTCTACAECCCTTTCCTAAACHAATTTATTAAAGCTTTCTATINATTAAN A 2 A n B Bl - - IR NelC T-[@AAA - T TTGTGT TT TTATTTGCGTTAT-—-CACGTACARNT-TTTTCRTT----- GGCATTTTAE‘
179251 +
droElel|lscf7180000491212:1154156- TTGAGAAAAAAN-G--—-—-—-—-- AAAGAA---—-—-—- N e Ncce-a--—--- carniYecall- - - - e - B~ 28 - Co-EademancAATA A AR - - - —-——- BaAACAAATAARSCAATTCTACAECECTTTCCTAAAGHAAT TTATTAAAGCTTTGTATIATTAACE A A A AALEA - - - [\eCfd-AAA-TTTGTGTTTTTAT TTGCGTTAT---CACGTARART-TTTTCETT----- GGCATTTTAR
1154344 +
droRhol|lscf7180000778307:14041- TTGAGAAAAAAN-G--—-—-—---- AAAGAARN--—-—-—- N e Ncce-a--—--- caanflccan-—-—-—-—-—-—- can®--CcAAC-ANCAAAACAATAGAAAA-—————————— BrAACAAATAARSCAATTCTACAECECTTICCTAAAGEAATTTATTEAAGCTTTGTATIATTAACE A A AR AL AR - -[XCT-[@AAA- T TTGTGT TTTTAT TTGCGT[®AT-—-CACGTACART-TT T TIYETT-- - - - GGCATTTTAR
14232 +
droFicl|sc£7180000454106:2527556- TTGAGAAAALE-§-G---—-—--—-- ARNGAA--—-—--- N e CCCC-A---—-- carngccan--[o)- - -/ e -BRn Al8- -CAAC-ACAAAACAATAGARAA-—— - ——————- B~ CAAATAARSCAATTCTACAECECTITCCTAAAGHAATTTATTAAAGCTTTGTATIATTAACI A A AR AR AR - - -IX8CT-[d8AA - T TGTGT TTTTATT TGC®TTAT---CACGTACIAT-TTTTCETT----- EGEAATTTTAE‘
2527747 +
droKikl|lscf7180000302247:250329- TTGAGAAAAAIN-[§--———————- WAAAGARQ-------- AA————— CCCC-A-—-—-- caraflccan-—-—-—-—-—-—- ecan@--capjc-aacAaaAACAATAGARGARN-IN- - — - — -INAA A A/ FNA A A T A ARSCARTTCTACATCCCTTTCCTAAAGIAATT TATTAAAGCTTTCTATIATTAALN A A A A EA Al - -IXNC8- IR AA- T T TGTGTTTTTATT TGCYTTAT---CACGTACART-TTTTClETT----- GGCATTTTA
250526 +
droAna3|lscaffold 13340:11049275- dan 90 TTGA A AR - -GN - ——— A2l - - A TATTTGAAAAAG----[§ --INaTcaacccTcEE- - INACEEIGINGE CININVACH VTNV R AT AL RSCAATTCTACAECECTTTCCT AL AGIEAT TTATTAAAGCET TCTATINATTAA T A 2 A 2 R - -GN (67 A 2 — T T TGTGT T T T TAT T T - — ~ e - L &CA T TN cC A T TN
11049452 -
droBipl|scf7180000396374:34241— TTGAREAAAA - - - LYY NNNNNNNI N\ A nGA---—-—-- - e e B--—---- X e [olel - - sl - PR Al -CcAAC-[@ACAAAJCAATAGARAA - - — - - —————- i 2. T A A RS CARTTCTACAHCCCTTTCCTAAAGIEA T TTATTAAAGCRT TGTATINATTAACEA A A A [SA A - — - SRR A-TT TGTGT T TTTAT T T i — ~ e T C 8T - - - —-IXXeanTldTlEAn
34401 +
dp5 |2:27294837-27295046 - ldps_3827 |[rTcacarrnn@--------——--——- AAAGAA--—-—--- AR cccpin—--—-- CAAA-CCAALQE-—---- E--E~ii- -caaciXealaaaacanaTacArGA)- VYNNIV 0 nf T A T2 A RS NAATTCTACAECECTITIENIEA A A AT T TET TAAAGCTTTGTATGATTAANCAAAAAAARY- - [NV -[dran-TTTGTGTTTTTATTTGCRT TR TEE¥ACldc G i AT T T T TIXET T- - - - - GGCleaT TTINE
droPer2|lscaffold 6:2585036-2585247 |ldpe 2481 |[TTGAGAAAAAR---f}--—-—-—————- AAAGAA--—-———- AR ccCppya------ CAAA-CCAALRYEl-—-—-- - -Eaily- - cAACiYEARAAAACAATAGAAAIN-INNNNN- 182 1 2 [T\ A 1 72 A R NARTRETACAECCCTT TR NTEA A CIAA T TTET TAAAGCTTTGTATGATTAAINCAAAA AL A NRNNNECle-Bran -TTTGTGTTTTTAT TTGCAT T TR NN Co ThfAS T T T T TIXE T T - - - - - GGClgAT CATT
droWil2|lscf2 1100000004902:4649892-||dwi 5415 |[TTGAGAAAAAAMNNSN--—-——————- arrAA-—-—-—-—- IN\accanaacBAAAAGAAAAGAAREIAAG- TTTINAAAAA T[NV N R - -Emare--canc@anrcaaracarTacranfg----------- 2T RECAATTCTACAECECT T TN A A AGIAAT TTATTAAAGCTTTGTATINATTABICCAAAAA A A A NN CI - A A 2 - T T T TG T T T T TAT T T G- — ~ I e~~~ - -]
4650075 +
drovir3|scaffold 13047:1834998- dvi_24634‘AEA@AAA———= ——————————— D - — - == === -]
1835158 +
droMoj3|lscaffold 6540:3761879- dmo 3126 |V R A - - - —— - ARARAA - ——————- An- -V NN N N N N N e e B~ Y - 2 LTV Yels - - G NXec A ¥ CAnY- A2 a A CAATAGAA A ALY XU NNNN- TV n A 2R A A TA A RECARTTCTACAGCCTTTCET AR AGAAATT TATTGAAGCTTTGTAT, AT TAAIN A A A A A A AR - - I CT-GARTTTGTGTTTTTATT TG T TATH- —HA CIT A C A -
3762078 +
droGri2|lscaffold 14906:8668117- dgr 462 |[TTGAGAAAAEAEEN--—-—-—-—-- AAAGAALNNINITN A 1
8668297 +

Generated: 09/08/2015 at 07:39 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

POOOOFRORRPFRPFRPOOOR


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:17217365-17217554
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:17217365-17217554
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1844.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:16351717-16351910
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_75.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:4640223-4640411
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_421.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:16945887-16946072
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1521.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:8702157-8702347
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1796.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409490:80932-81131
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:7353486-7353673
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414009:179061-179251
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491212:1154156-1154344
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778307:14041-14232
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:2527556-2527747
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302247:250329-250526
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:11049275-11049452
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_90.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396374:34241-34401
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:27294837-27295046
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3827.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:2585036-2585247
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2481.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:4649892-4650075
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5415.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:1834998-1835158
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24634.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:3761879-3762078
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3126.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:8668117-8668297
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_462.html
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confident | Mirtron || intron

dse 121 |scaffold 4:5233989-5234046 +

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

Predicted structure

Small RNA-seq Read Density Read size distribution

Condition-specificity Conservation
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Size Condition 5,233,950 5,234,000 5,234,050 5,234,100
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dsec\GM 12894 -in]; CDS [Dsec\GM12894-cds]; CDS [Dsec\GM12894-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V113 V114 V115
GATCTTCCAGGTTCAGTACCAGGTCGTAACGCCCATGTGGCGCAGCAAACGTGAGTTGAGACTTCCTTAGTTAGTATTTATATTCCTAAGTAACCCTCAACGT TGCAGGT TCCGATCTAGTGCCCGGCATCCTGGCCTTCATCACCTGTTTGGTACTG female
Read # Hit Total male embryo head body
Khkkkkkhkhkkkhhkkhhhkkhhkkkhkkkkhhkkkrrdkkhrrdkkrrrkkrx ((CCCCCCCC - CCCCCCC - COCCa o)) I))) L)) o)D) ) ) ) ) ))) . kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk***k*** 5ize Mismatch Count Norm Total body
.................................................. GTGAGT TGAGACT TCCTTAGT .+« + e e et et et e et et e e et et e e et e e et et e e e e et e et e e ettt e ettt ettt et eea e 200 1 66.00 66 29 19 13 5
...................................................................................... TAAGTAACCCTCAACGTTGCAGH. -« ottt i i e i e et ee e 231 1 21.00 21 6 8 5 2
...................................................................................... TAAGTAACCCTCAACGTTGCAG ¢« v vt ettt te e e e e et e et ie e eiaenenenena 22 0 1 6.00 6 0 1 2 3
.................................................. GTGAGTTGAGACTTCCTTAG . & ¢« v e e e e ee e e et te et et e et et a e e te e et e et e te et aeeneneeeeneaeeneneeaeneaneaenneaes 20 0 1 3.00 3 0 0 0 3
....................................................................................... AAGTAACCCTCAACGTTGCAGH . « « vt vttt ettt et ettt it e ee e 22 1 1 2.00 2 0 0 0 2
.................................................. GTGAGTTGAGACTTCCTTAGR . « « « « e ettt ettt ettt ettt ettt e ettt e et e e et e et te et et eneieeneaeaeneee 2l 1 1 2.00 2 2 0 0 0
.................................................. GTGAGTTGAGACTTCCTTAGTT « « + t e e et et et et e e et et e e e e et e e et e et e et e et e e e et te et e te et eeeenenneaeneeaen 22 0 1 2.00 2 1 1 0 0
...................................................................................... TAAGTAACCCTCAACGTTGC . « + e e e e te et e e e e e n e e aeneeaeaenaeaenneaenanaa 20 0 1 2.00 2 0 0 2 0
Anti-sense strand reads
M054
V113
CTAGAAGGTCCAAGTCATGGTCCAGCATTGCGGGTACACCGCGTCGTTTGCACTCAACTCTGAAGGAATCAATCATAAATATAAGGATTCATTGGGAGTTGCAACGTCCAAGGCTAGATCACGGGCCGTAGGACCGGAAGTAGTGGACAAACCATGAC female
Read # Hit |Total male body
Khkkkkkhkkkhhhkhhhhkhkhhhkhhkkkhhhkdkkrrdkdkhrrdkkrrrkdrx ((CCCCCCCC - CCCCCCC - COCCao22)))) I ) L)) o)D) ) ) i) ))) . *kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k***k*** 5sjze Mismatch Count Norm Total body
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec2|scaffold 4:5233939-5234098 |ldse 121 |GATCTTCCAGGTTCAGTACCAGGTCGTAACGCCCATGTGGCGCAGCAAACGTGAGTTGAGACTTCCTTAGT -~~~ ————————————————————————— TAGT-——-—=———————————————————- ATTTAT---ATTCCTAAGTAA-—-CC-————————————————————— CF=CAR==CETTCCAGGT TCCGATCTAGTGCCCGGCATCCTGGCCTTCATCACCTGTTTGGTACTGCC
+
|drosim2|3r:25726995-25727154 + | [GATCTTCCAGGTTCAGTACCAGGTCGTAACGCCCATGTGGCGCAGCAAACETCACTIAGACTTCCTTAGT - —————————————————————————— - ————————_ TAGT--——————————————————————— ATTTAT---ATTCCTARGTAA--—CCo———————————————————— CT=CAR==CETTECACG T TCCGATCTAGTGCCCGGCATCCTGGCCTTC@TCACCTGT TTGGTACTGCC]
am3 lchr3r:26407102-26407261 + || [GATCTTCCAGGTTCAGTACCAGGTCGTAACGCCCATGTGGCGCAGCAAACGTCACTTCACACTTCCT I - — — —— -~~~ - ————— -~ — TAGT————————————————————————— ATTTAT---ATTCCTAAGTRA-—-CC-————————————————————— [ F=CAR==CETTECAGGT TCCGATCTAGTGCCHGGCATCCTGGCCTTCTCACCTGTTTGGTACTGCC|
droEre2|lscaffold 4820:1597773- GATCTTCCAGGTTCAGTACCAGGTCGTAACGCCCATGTGGCGCAGCAAACGTGAGT TCEGACTTCCTTAGME - ————————— -~~~ TfegT-—-————————— - EriATfele-- - ATTCCEAAGTAA-——CC—————————————————————- CR B T TECAGC T TCCGATCTAGTGCCCGGRATCCTGGCCT TC/§TCACCTGTTTGGTACTGCC
1597929 -
ldroyak3||3R:27326844-27327003 + ldva_1168|GATCTTCCAGGT/CAGTACCAGGTCGTAACGCCCATGTGGCGCAGCAAACGTGAGTTGAGACTTCCTTAGM- - - - - -~ - ————————————————————————————————— L — N, Errald---ErrccTAAGTAA---CC- - m CT=CAR==CETECAGG T TCCGATCTAGTGCCCGGRATCCTGGCCTTCETCACCTGTTTGGTECTGCC]
droEugl|scf7180000409555:913014- GATCTTCCAGGTECAGTACCAGGTCGTAACGCCCATGTGGCGRAGCAAACGTGAGT TINEGACT/dECTAGT - - — - —-——-———— - -~ & - - HATAT- - -ATTCCH{EACTARSSSicosasnassananssonns B C = A== T T iCACG T TCCGATCTAGTGCClEGGRATHC TGGCCT TIHETHACC TG TTGGTgc TGCC
913175 +
droBialllscf7180000302113:954539- GATCTTCCAGGTECAGTACCAGGT/EGTEACGCCCATGTGGCGCAGCAAACGTCACHIcAIE TN T TAGT - - - - - — -~ -~ -~~~ — oo - B e ErirEr---ATTCCAAGTAR==—jjC======—-=-———-—=—-—-—-—-—= Lo AR = =T T/CAGGE T CCGATCTAGTGCCCGGCATCCTGGCCTTCTCACCTCETTGGTlgCTGCC
954695 -
droTakl|lscf7180000415367:388018— caTcTTCiceTcacTACCE T AN cccaTeTeacacar Al eTeACT TR RN NS \rldele T - - - - - - - - —-—-——- CATGAAAAAGCGAAGT TGGT TACHE - - AT A TG T R i — — — i A G Tl A By — — — —— == === ———————————— icTTTEEGCCCAD e AR A NMehiC A A SSslele T THlG GG T/lSeiN T Tile c/olehNehi Chleleli T Shlelel
388198 +
droElel|lscf7180000491280:2733647- GATCTTCCAGGTEcaRTAccaGeTEATAACIcCccATGTGGCGCAGHAAACCTAACT LR A ClsicldTACe - - - - - - - — -~ -~~~ Cl = - 2 e == — = — - B R el T C Gl e T CHENS - ChlIINAGc TTCCcGATCTAGTIC ClGGATCCTGGCC T TRETCACCTGTTTGGTlgCTGCC
2733798 +
droRhol|lscf7180000778339:27031- GATCTTCCAGGTEcaraccAGGTEGTAACKCCCATGTGGCGCAGCARAACGTCAC AL T N T TAC Tle - egde- - - - - —-————— -~ T A e - — — —— —————————————— == B - ] GG e T RTINS NNAGc T TCccoaTiTAGTEc cliceATCcTGGCC TTIETIA CCTG T TTGG TiET GCC
27191 -
droFicl|lscf7180000454106:65016- ATCTTCCAGGTECAGTCCAEGTCGTAcGcCCATGTGGCGCAGCAAACGTGAGTTEATCCT= —————— T TCCAAC R e - - AT C T GO e - B — - — - — GG e T LI NAl == LTI NCAGCE T CCGATITAGTGCCCGGCATCCTGGCCTTCTCACCTCETTGGTlgCTGCC
65172 -
droKikl|lscf7180000302390:371877~ GATCTTCCAGGTTCARTACCARNGTCGTEACIACCCATGTGGCGCAGCARACGTCAGTCAGAL N C T TART - - - - - — - — -~~~ — o TART-——————————— - i\a 2 2RNA A A T T8l A i N e G IS NN T TNCAC T clicATlTAGTlECc CliGGCATClTGGCCTTIATCACCTGTTGG TlgcTGCC
372041 +
droAna3|lscaffold 12911:4575916- [aTCTTCCAGGT@CAGTACCAGGTCGTEACGCCCATGTGGCGCAGCAAACGINAGTSEAGEET CONSC N e IR RN TN — ———————————————————————~— - — BT G e - — - — B — - — - N G ¢ T e e e NG A= =ClTTiEVACG T TCCGATHTAGTEC CliGGHATCCTGGCC T TINETCACCTGT/®T GG TRC TE\C C
4576078 -
droBipl|lscf7180000396640:1418465- ATCTTCCAGGTTCAGTACCAGGTCGTAcGcCCATGTGGcGCAGCAAACGTEAGT@AGACETCCETG —————————————————————————— - - - —-— - ——- =B — - — — N G ¢ T NN A== ST T VAG G T T CCGATITAGT GCCRGGIA TCCTGGCC TTINETCACMT GTT GG TRC TR\ C C
1418627 -
dp5 l2:1123741-1123900 - | e THT TCCAGGTECAGTACCAGGTCGT/@ACGCCCATGTGGCGCAGCAAECETCACT THRNC It  — — — — ——— - — — ———— GAGT CCR TGCTRCEEE L T cccCTGTCRERRINN- - - - BN - - - - - - - Al T T C C o pCTECARSSEFTECAG S rccoaTcTAGTGCClGGEATCCTGGCcTTCErCcAcCcTaETGGTlgc TaCC|
droPer2|lscaffold 7:3610179-3610351 ercrTci¥ceTlEcacTalcENc T NcccldaTeTeccicaccarn}eTeAC T TGN TlE LN LN - - — - —- - T GG A A A C C T - — - B TAAAATGTTTATTCAREEE - —— - — - — - — - T[T/ T CClo i C C o ST =Cleh= = IR SIACINN\ccoaTc T i ceoocldTiddascce T T TIECC TG TTTGGTlec TG
+
droWil2|lscf2 1100000004943:9913601- CINETIENISINA el eI N T/oh:Nel~ iNetehiCrNeIeleIeor-NiNeliNetelete T/NE TLY N -Xel el el il c ClET A Cllsle A A e A A A TG A T T T TG AG T G R e e = — — R T T T - B - — - - — G o T T T G cCcTTTEATIA T/ Clen RIS TiNelelole T/elele Nia Tii T /Ele ThliNe N T clelideliCii T /v~ i¥elele
9913763 +
drovir3|lscaffold 12963:6507676- SATCTTHCAGGTEcAaGTACCAGRTCcGTAANNCCCATGTGGCRCAGCAAACETCACT NI NN NeleACH - - F¥ ¥ ) - - - CR N A CCTTTAGCTGACHAGHGCEERGCIT - - - - - - - - - - - -E - -cErciiicd clecildeeNieicieitelse T/ele T il TilelelsA Il T ciNerNe e C Cl¥elehic ehNelele
6507839 +
droMo7j3|scaffold 6500:25660586- eariirrccalletlEcaldraccaciircoraaiflcccareTeecoeaclAAACCTNACE NS NECLY Rl - —— - - — - - el ——— = === —=————————————— - TGANT B — - - - - - - —[iCCEEE TS TTCTCTCCCTACTCCAGCACTE T eCTEolehiiC T, cleCide TeNdeiiG Tidelo[olelele T Ny T ThC elleh B T -\o) Nelehde'C CiNelelvGiehdele]e
25660749 +
droGri2|scaffold 14830:4057713- IXeriiT ThicAXST TCAGTARCAGET Co TG CCCITGTGGCGCAGCANECGTCAGT TGAI N B C T e - — - - — - — - — - - -~ - N CTGCAGTTCT T/NEIN - B - - — - - - - — - /N T CTpeA=SI N ITRCACGYTCcceaTC TG TGCClGGClgTgc TeeeeT T Tcldcc e Tl¥rGeTAC THCC
4057874 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:5233939-5234096
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:5233939-5234098
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_121.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:25726995-25727154
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:26407102-26407261
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:1597773-1597929
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:27326844-27327003
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1168.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409555:913014-913175
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302113:954539-954695
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415367:388018-388198
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491280:2733647-2733798
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778339:27031-27191
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:65016-65172
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302390:371877-372041
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:4575916-4576078
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396640:1418465-1418627
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:1123741-1123900
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7:3610179-3610351
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:9913601-9913763
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:6507676-6507839
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:25660586-25660749
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14830:4057713-4057874
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[View on UCSC Genome Browser {Cornell Mirror}]

dse 116 [scaffold 8:1718473-1718532 + |confident | Testes-restricted |antisense_to_intron

Legend: mature star (&) iz1(d 811 Ifg =1 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
[ —
© = ©
o = =
0
[{#]
5 gy S
— e @ —— e s e s s s s s s s s s m— — e e e—
3 S o
w 7]
T : G
L1} = C o [ o - 1]
o % © ¥ %
© o
E [ = 7]
o = c
- L — 8 L —
o = < !
° 4
— I o
o =)
o = | | | | =
| | | S o > S S .
o = \QO wgd é’b‘ \QO g
1,718,450 1,718,500 1,718,550 = I I & 23 X &
P P
Genomic Position 21 25 & I | |
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Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
Antisense to intron [Dsec\GM22737-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
MO054
V113 V114 V115
TACAAATGGAATGGATGAGATTGGAAAAGATTGTGTAGAGGTGTTACATAAATTTCTTCAAGCCGAAGGTCTTTGT TAATTTGATTAGAATTCTGTGCGAAGAAATTTTTATAGCATCTTAAGAGCCTGAATCTTTCGAGCCAATCAGTTGAGAGTCGAA female
Read # Hit Total male embryo body | head
*kkkkkkkkkkkkkkkhkkkkhkkkrrkkkrrkdk (OO COCCCCCCCCe e e e CCCe e CCCCe )Y D)) eI ) e ))))))))) ... kkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*kk**** gjze Mismatch Count Norm Total body
........................................................................................ AATTCTGTGCGAAGARATTTT . ¢ e v et et et et et e e e e e eeeeeeaeeeneaeaeaeneneae. 2l 0 1 59.00 59 48 7 1 3
.................................................. AATTTCTTCARGCCGARGGTCT « « « e v et et et et et et et et et et et et et et et et et et et et e e e e e ettt ittt e e 220 1 31.00 31 26 4 1 0
....................................................................................... GAATTCTGTGCGAAGARATTTT . « o v vt e e et et et et et et e e eeeeeeeaeaeaeaeaenenenes 22 0 1 7.00 7 5 1 0 1
.................................................. AATTTCTTCAAGCCGARGGTC . ¢+« e e e e e e et et et et et e e e e e e et et e e e eeeeeeeeeeeeeeaeeeeeeeeeeeeeeeeeeeeneneneneaeneneneaeaea2l 0 1 1.00 1 1 0 0 0
................................................... ATTTCTTCAAGCCGAAGGTCT .« « vt vt vttt et et e e e e e e e e e e e e e et ettt et et ettt ettt et et e e it 2l 0 1 1.00 1 0 0 1 0
Anti-sense strand reads
M054
ATGTTTACCTTACCTACTCTAACCTTTTCTAACACATCTCCACAATGTATTTAAAGAAGTTCGGCTTCCAGAAACAATTAAACTAATCTTAAGACACGCTTCTTTAAAAATATCGTAGAATTCTCGGACTTAGAAAGCTCGGTTAGTCAACTCTCAGCTT female
Read # Hit |Total body
Fkokdokdkdkokdkokdokdkhdkokdkdkddkkdkkdkrdkrdkrrk (OO - CCCCCCCCCCe e CC e e CCCe e CCCCe ) o)) o)) eI ) e )))))) ) ) ) o S hkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**x* gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
droSec2|scaffold 8:1718423~ dse 116 |TACAAA---TGGAATGGATGAGATTGGAAAAGATTGTG- -~~~ TAGAGGTGTTACATABRATTTCTTCAAGCCCAAGGTCT TTGTTAATTTGATTAGAATTCTGTGCGAAGAAATTTTTATAGCATCTTA--~AGAGCCTGAATCTTTCGAGCCAATCAGT T~ - ~GAGAGTCGAA
1718582 +
droSim2 |[x:18325710-18325871 + |ldsi 203 [rlcEAR-ETGGAATGGATGAGATTGGAARAGATTGTG--~-~~ TAGAGGTGTTACATARATITCTTCAANCCCARCETCT T TGTTAATTTGATTAGAATTCTGTGCGAAGAAATTTTTATAGCATCTTA---AGAGCCTGAATCTTTCGAGCCAATCAGTT---allaGTCGAn
dm3 chrx:19436177-19436344 TACARA---TGGAATGGATAGATTGGANAAGATTGT GIINNGAT AGEGHTGT TANA T ARATTFCTTCAANCCCARINETCT T TG T TA T TTGAT TAGAATTCTINT GCCANGAAAT T T TATAGCATCHTH- - -HGAGHCTGAATCTTTCGAGHCAATCAGIITG GAAGTCGAR
o
droEre2 |scaffold 4690:9673148- |der 57 |TACAEA---EB\HATGGATGAGETTGCAREAGATTRT----- EacEcrcTTACAT A RAHSTCTECARGCCCARCETCTTC TN e T T TClET TlecAATTCTCTCINGAAGAGAT T T/ TATAGCATCTEN AR clicldcAATC T T/ECAGCAATCAGT T- - - GAIRIG T C
9673307 +
drovak3|[[X:11900761-11900926 - |dyva 55 |RaEA»AEXENNXEATGGATGAGETTGGAEAGATTGT----- BAGEGGTGTTACATARATTECTTCARCCCCANNCTCT YT G TR A AT T TClgT TEGAATTClECTEINCAAGAEATT TS TATAGC AN TN A GAGCCTGAATC TTCIAGCAATCAGTT- - -GARAGTCGAA
) PASS/FAIL
Generated: og(ﬁgtgo 15 at08:01 %M
crit.mor 0
crit.half 0
crit.total 1
crit.pairing 1
crit.top3 1
crit.tptop3 1
crit.uri 0
crit.back 1
rescue.total 0
rescue.dominant 0
rescue.known 0
rescue.confident 3
rescue.candidate 1


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1718423-1718582
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1718423-1718582
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_116.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18325710-18325871
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_203.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:19436177-19436344
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:9673148-9673307
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_57.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:11900761-11900926
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_55.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dse 127 ||scaffold 8:3725845-3725910 - | confident | Canonical miRNA ||intergenic

Legend: mature star [T &3 B g BRI TS T _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V113 v1il4 V115
GCTAAGTAATAATTGAGTTGGAGCTCGACTTTTTGTAGTGAAGTATTCCCTCAAGGTCTAGAAAGTAGAGCTCAGTAATTTTACAAATTTGGCAATGCATTCAAGACCTGTGCGGAGTTATTTACACGTCGTCCATCAAAGTGTTTTGTTTTGCTGGTTTGAAAGC female
Read # Hit Total male body embryo head
AR e N N T N O N O O O O 1IN )Y ) II)))) e ))))) ) )))) L. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk** 5jze Mismatch Count Norm Total body
.................................................. TCAAGGTCTAGARAGTAGAGCT « « ¢ v e et e e te e te et e et e et e e e et e et e e e et e e e e e e e e e e et et et et e ettt 220 1 66.00 66 36 23 6 1
.................................................. TCAAGGTCTAGARRGTAGAGC . + ¢ e e e e e et e et ee e et et e e et et et et e et e e e et e e e et e et ee e en e ee e e taeneeaeaenaeaeneeaenenae2l 0 1 20.00 20 13 3 1 3
.................................................. TCAAGGTCTAGARRGTAGAG .« « « « e e et et et et ettt et e et et e e e e et e et e e e e et e ettt ettt e ettt et e e 2000 1 4.00 4 2 0 2 0
............................................................................................ CAATGCATTCAAGACCTGTGCG. « v ot ittt ettt et ettt et ettt e e e e e eeeeeea. 23 1 1 2.00 2 1 0 0 1
............................................................................................ CAATGCATTCAAGACCTGTGCG e « « v e e e eete e e eeeaeeeeeneaenenaenenaeaenennenenae22 0 1 1.00 1 0 1 0 0
................................................... CARGGTCTAGARAGTAGAGCT . ¢« v et e e te e te e e et et et e et e e et e e et et et et et et et et te ettt et 210 1 1.00 1 0 1 0 0
................................................... CAAGGTCTAGARAGTAGAGC . & ¢« vt et e et eea e et e e et e e et et e e et e et e e e et e e et e e et e e et et eneneeaeneeaenenaeaea 20 0 1 1.00 1 0 1 0 0
Anti-sense strand reads
M054
V113
CGATTCATTATTAACTCAACCTCGAGCTGAAAAACATCACTTCATAAGGGAGTTCCAGATCTTTCATCTCGAGTCATTAAAATGTTTAAACCGTTACGTAAGTTCTGGACACGCCTCAATAAATGTGCAGCAGGTAGT TTCACAAAACAAAACGACCARACTTTCG female
Read # Hit |Total male body
khkkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkkhkhkhkkhhhhkhk (((((‘. (((((_.'. ((((((. (((. (((‘. ((_ ((( ............. ))))) ._))) .))) .)))))) ..._))))) ._))))) L. Kk kkkkkkkkkkkkkhkkhkkhkkhkkhkkhkkkkkkkkhkik gjze Mismatch Count Norm |[Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec2|lscaffold 8:3725795-3725960||dse 127 |GCTAAGTAA-—TAA-——————————————————————— - TTGAGTTGGAGCTCGACTTTTTGTAGTGAAGTATTCCCTCAAGCTCTAGAAAGTAGAGCTCAGTAATTTTACAAAT T TGGEAATCCATTCAACACCTET=GCCCAGT TATTTACACGTCGTCCATCAAAGT-—-GTTTT-GTTTTG-CTGGTTT-GAAAGC-——-——~-
ldrosim2|x:20141506-20141671 - ldsi 6 |leCTAAGTAA--TAA-—---————— o TTGAGTTGGAGCTCGACTTTTTGTAGTGAAGTATTCCCTCAAGGTCTAGAAAGTAGAGCTCAGTAATTTTACAAAT TTGGCAATGCATTCAAGACCTGT=GCEGAGT TATTTACACGTCGTCCATCAAAGT-—-GTTTT-GTTTTG-CTGGTTT-MAAAGC-—--—-- |
lam3 llchrx:21443073-21443242 - |dme 444)[GCTAAGTEA--TAA-----—- B N e N N N T N N e N el N N N N N e N ettty \ T N AL Y YT C T[EGAAACTAGAGCTCAGTAAT TTTACAAAT TT GG EARTGO ST ECARCACCTGI GG GAGT THT TTACACGT CIT CCATIAAAGT—--GTTTT-GgT TTG-HTHC T T T/ A ACH - - —- - - |
droEre2|lscaffold 4690:17924522- der 47 |[GCT[EAGRAA—-THA-————-——— - T TR A cTCoA S T TG TG T GAA AT TCCCTIAAGCTCINEGAAAGTAAGCTCAGTEAT T TiRECEAAT TTICCAATACATRCIACACCTRIT=CCECACTTHT TR EG T CliTCCETEA ARG T- - - G T TE|T - G — C TRG T T T - ek G- — - — - —-
17924676 -
ldroyak3|[x:20580765-20580915 - [ I S N N 2 i C - e ———— I - XelC A C R TSR TR G T GAARTAT TCCCTAAGGTCININA ARG T ARNAGC THA G TR T TTACAAAT TT GG EARTNCATTIAAGACC TR GCEGAGT TRETEACARGECHTCCATRAAAGT - - -G TRITA- TR TR -IXEMAT TT-PanaAlC- - - — - - - |
droEugl|scf7180000408193:45617— cClraGTAA-- [N -—-— - - = ———— - — - — T CA T R TTET TiXeA g Tie AT T NN THG TG ARG TA T TR C THAAGGTC T \AMA GTAAGC TCAG TAA T TEX R EA A A T Tl G O A A T N A T T C A A G A T i e — — — i~ T — T i — — — = — = —
45726 +
droTakl|scf7180000415769:353338~- e GG N Y e e e e T T N T ey X~ i TR T T/ TG T GA AT T THC CTAAGGTC T{ecldAACTANAGC T A G TEA TT T TALNANA T T/ CARTCCATTCARCACCTINTICCLY: GRele T Tl cAcG T/ T CH TR A RN GEYR NG T T TR GEYNE T Gl TG T T T - GAAAGR- —- - - - -
353498 -
droElel|lscf7180000491087:1001998- Ner AT - T ——-—--—--—--——————————- T2 A T TTGHGT T i v\~ CLN R T T TG TGAART AT TIpC TIAAGGTC TIGAANT ARAIC TiA GTAAT T TTARA A AET(SG G ART AT T C ARG A C T ek iGN G Tle T T T L e T C L — — i~ e e — EE 1CHp U-oy Jelelet iy
1002140 +
droRholl|lsc£7180000774347:132-274 +|| (S TG TG TGN C A A A T T A A e ———— T IR T TGl THEN C TR T TH TG TGAARTA T TiRiC THAAGGTCT{ECAAACTARANCEN NG T AR T TE\A A A 2 T T o CR A T AR G A C T TG CLY G Tl T T T A G T T e - i D i e — - -~ - —
L et
droFicl|lscf7180000453926:397642— AGIGT TIGTGGGGEEERGGAATTCCTCCGARAGTGACTAAGEEEEEEEE e R erC ALY T/eh Tebic T G AT A T TR C TRAAGGTCTIECAAAG T ANAGCIN NSl T T T T AR A AR T/ c AT NCATTCAACAC C TR SN AT Thle T A CllC G TG THC 2 D — — i - e e~~~ — - — -
397789 -

Generated: 09/08/2015 as5k4QPM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:3725795-3725960
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:3725795-3725960
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_127.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:20141506-20141671
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_6.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:21443073-21443242
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_444.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:17924522-17924676
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_47.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:20580765-20580915
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_40.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408193:45617-45726
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415769:353338-353498
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491087:1001998-1002140
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000774347:132-274
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453926:397642-397789

ID: Coordinate:

dse 117 |scaffold 0:15413158-15413224 - |candidate |Mirtron |intron

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cormell Mirror}

IS a2 Tigmis match in alignmend] _

Predicted structure

15413100

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 19 20 21 20 o3 o4 ] | | |
Size Condition 15413250 15413200 15413150
Genomic Position
Hairpin partition - Sense -e Antisense Mature Star
Hairpin partition Mature Star
dse_117_annot [-18.0]
Show Alternate Folds
Flybase annnotation
intron [Dsec\GM23891-in]; CDS [Dsec\GM23891-cds]; CDS [Dsec\GM23891-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M054
v1ild V115 V113
TGGTGCTCTCGCCGGCGGCTGAGGAAAAGGTCAAGCGCCTGACGGATGCGGTAAGTCGAGCACATTTTTTT TCGACAAACTGAAAATATTTATAAAAATGCATTGTTCGATTTGCAGGGCTTCGGCAATCTTCCTATCTGCATGTCCAAGGTCTCCGGCTCTTTTAC female
Read # Hit |Total embryo head body male
Jek ek okdekd ok ok kok ok ko k ok k ko k ok ko dkk ko ((C((((CCCCCCCCCCCCCCCC( ... I)))) e 1)))))) o )))))))))))) ckkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*** gjze Mismatch Count Norm Total body
............................................................................................. ARAAATGCATTGTTCGATTTGCA . « v e e e v et ettt e e et e et ta e eeeeaeneaenenaeaea. 23 0 1 43.00 43 12 18 5 8
............................................................................................. AAAAATGCATTGTTCGATTTGC . « ¢ e e e e e e ee e eaeaeeaeuaenaenaenaenaenaennennenaeas?22 0 1 35.00 35 7 8 16 4
............................................................................................. AAAAATGCATTGTTCGATTTGCAGH . « o o vttt ettt ettt ittt e e et e eieen e 25 1 1 33.00 33 13 7 3 10
............................................................................................. AAAAATGCATTGTTCGATTTGCAG  « ¢ e e e e e eeeee e e eenennennaenaennenaenaennennenaen.24 0 1 7.00 7 4 1 2 0
............................................................................................. AAAAATGCATTGTTCGATTTG ¢ &+t e e e et et e e ee e e e e e ee e eeeieeeaeiaeiaenaenaenaen. 20 0 1 3.00 3 0 1 1 1
............................................................................................. AAAAATGCATTGTTCGATTTH. . .. oot i i i i i i i e i e e 21 1 1.00 1 0 0 1 0
............................................................................................. ARAAATGCATTGTTCGATT ¢ & e v e e et et e ta e et e e eee e eneneeaenenaeaeneeaenenaeaan. 19 0 1 1.00 1 0 0 1 0
............................................................................................. AAAAATGCATTGTTCGAT TTGR . « ¢ ottt ettt e et e ie e e eie e eieeeeeneenee. 22 1 1 1.00 1 0 1 0 0
............................................................................................. AAAAATGCATTGTTCOAT TTGCAGHE . « ¢ ot ittt et ittt ittt ittt ieeeaeenn. 26 2 1 1.00 1 0 0 0 1
.......................................................................................................................................... TGCATGTCCAAGGTCTCCGGCT. . ..... 22 O 1 1.00 1 0 1 0 0
..... ool elele]oleletofelelolie).NeleT V-V V-NeT el NN PP~ R0 1 1.00 1 1 0 0 0
.................................................................................................. TGCATTGTTCGATTTGCAGH. -« ot ot ittt e it i ettt it ittt 20 1 1 1.00 1 0 1 0 0
.................................................. GTAAGTCGAGCACAT TTTTTT . « « e e e e e e et e e e e et e e e e et e e e e e e e e et e e et e e e e e e e et e e e et e et ee et ieenennaenenaa 2l 0 1 1.00 1 0 1 0 0
.............................................................................................. AAAATGCATTGTTCGATTTG . « v e v v e e et te e ettt e et e te e eeta e eiaeneneeaenenae. 20 0 1 1.00 1 0 0 1 0
.................................................................................................................................... CCTATCTGCATGTCCAAGGTCTCC........... 24 O 1 1.00 1 0 0 0 1
Anti-sense strand reads
M054
ACCACGAGAGCGGCCGCCGACTCCTTTTCCAGTTCGCGGACTGCCTACGCCATTCAGCTCGTGTAAAAAAAAGCTGTTTGACTTTTATAAATATTTTTACGTAACAAGCTAAACGTCCCGAAGCCGTTAGAAGGATAGACGTACAGGTTCCAGAGGCCGAGAAAATG female
Read # Hit |Total body
Jed ok ok ek ok ek ke ke ke ke ke ke ek ek ek ko (((((CCCCCCCCCCCCCCCCCCCe ... IN))) e 1)))))) oo u)))))))))) ) ) ckkkkkkkkkkkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkk***x 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec2|scaffold 0:15413108-15413274fdse 117 |TGGTGCTCTCGCCGGCGGCTGAGGAAAAGGTCAAGCGCCTGACGGATGCGETARCTCEAGC-AC === =======—==—t ATTRTTITT--CG--——-- ACAAACTGAAAATATTTAT-——=————————————————____ AAAAATGC----A----T-—-—- T-————mmmm—m - GT----TCGA----TTTGCAGGGCTTCGGCAATCTTCCTATCTGCATGTCCAAGGTCTCCGGCTCTTTTAC
|drosim2|3r:14546743-14546908 - I |TGGTGCTCTCGCCGGCGGCTGAGGABAAGGTCAAGCGCCTGACGGATGCGETAACTCCACCTAC- S =aaaanansss ATTT/JRTT--CG-—--—- ACAAACTGAAAATATTTAT—————————-————————————_ AAAAATGC--—-A--—-T-——-- T———m——mmm BT-———TCGA----TTTGCAGGGCTTCGGCAATCTTCCTATCTGCATGTCCAAGGTCTCCGGCTCTTTAC |
|am3 lchr3R:6528512-6528677 + | |TGGTGCTCTCGCCGGCGGCTGAGGABAAGGTCAMNCGCCTGACGGAT GCGETARGTCCACLAC  Suussuasussasss ATTTTSRTT--CG-—--—- AEAAACTGAAAJTATT TAT - m——————mm oo AgArATGC----A--—-T-—--- Tomm———mmm - GT--—-Tca-—--TTf8cCAGGGHT THGGCAATCTICCTATCTGCATGTCCARINGTCTCCGGCTCHT Tf8AC |
droEre2|scaffold 4770:15078089- TGGTGCTCTCGCCGGCGGCTGAGGABAAGGTCAAGCGCCTGACGGATGCGEIARGIIAGCTACT SEEEEEEEEEaES <t T - - - —--—- B T NG Tl N i Tl A e e aparATC----A--—-T-—--- I GT----TCGA--- -l TGCAGGGCTTHGGCAATCTTCCTATCTGCATGTCCAAGGTCTCCGGCTCTTTI8AC
15078254 -
[drovak3|[3R:10566188-10566350 + | |TeeTecTeTCGCCGGCGGCTGAGGABARGRITCARGCGCCTGACGGATGCCETARCTEGAGE-AC-—========———=—= PLTC -[i- AT -[c—— ARAAACTGAA AT TRAT === === ——- o ARAAETGC-—--A----T---—- L GT----THGA-—- -\ TGCAGGGCTTHGGCAATCTTCC@ATCTGCATGTCCAAGGTCTCCGGCTCETTEAC |
droEugl|lscf7180000409797:130392— TGGTGCTCTCGCCHGCRGCcaceagralleTcanceclgcToacoorNcCliCTARC TS AT fi{========—======= GIEEEl-[{-AT-TATAREE- TINVNIN- - - - - - - - -A--FEEEE TTTTATAACEEEEE it — — — =A== ==T===—— T——f-———-—-———-—-- T -—-—-[decld--—-gri¥iacceC T THGGCAAC T TCCTATCTGCATGTCCAAGGTTCCGGCTC T T/eAC
130550 +
droBial|scf7180000302402:8652898- TGGTGCTCTCGCCRGcGeCEeAGaaAgarNcTcanGeafgcToaccadcccETARGINCAGC TN -—— === —————————— Tl - C- AT - AR T - - - - — [ - - - — - T T T T A i T AT T G Tl A T T R e - --Tcle--—-fErrdNaccccTTiccAaAcTTeCETCTGCATGTClEAAGGTCTCCGGRTCTTT/EAC
8653059 +
droTakl|l[scf7180000415653:487466— WT--—-Thcld----L\r1fdcaceeeTTiicecaacTliccTaTcTeeaTeTclaaceTeTCgeceTCIr TlAC
487622 -
droElell|lscf7180000486474:775942— WT--—-Tfecl----T¥ecaccceTTiicecarlc TR e claTiTGecaTeTCCcAAGG TRTClgsce T TldAC
776116 +
droRhol|lscf7180000780140:64452-64621 TGGTGCTCTCGCCGGCGGCEGAGGAGAAGGTCAAGCGECTRACEGAEccCETAR NS IAINNSfib{=======s=asaes GICIiiA - C - B - - EEEE HeanAECRES B T AT T TAT -~ === === ———————————————— wAAAA - - —-A-——-T--——- T———mm oo —— IR il INN T TiNelcAGGecTThiGGcAABc TR ccTATCTGCATGTCCAAGGTCTClgeGC TCiT TleAC
+
droFicl|lscf7180000454104:175484— ofe- - —- Tl -—-Tri¥AGGeeTTHGGCcAARcTTCCaTCTGCATGTCCAAGG T TCCGGlTC T TT/EAC
175646 +
droKikl|scf7180000302475:1766267— TGGTECTCACCCGGCGGCTGAGGAAAGGTCAAGCGHC TGACKGAEGCGEIARCTCCACC fgys = s=ssasnaaaans INilicc-[i- B - - R - GGAAACATTCTGREEEGTGACIAAT TS - EEEEUIGTAT TINCCT TCTGAREEEEE T B —Siee--—-rlgrfEcaceeeTTHGGCAATCTIECCATC TGCATGTCRAGG T T CleG G T CT TleAC
1766434 +
droAna3|lscaffold 13340:1176523- TeiNGeTETCoficcliccacBcaceaannGGTCARCGECTGACGGAEGCCETARCTICEEC g = ==—=—=—===—=== A - |- AT- TRTTGAAGT CCINEI - - - - - - - — - — - - AMNAATGHY--—-f§----T----- T—————mmmm - TCEERECAT TREEELLIA A/ Nelele AlNetele AFYAC Tiic /e CEXNeie TEU¥el¥e c Vel e c/ele A Ilehbi CNe
1176681 +
droBipl|lscf7180000396395:640296— TeN\ccTErcilcccliceccflcaceaanaceTCAAGCCNTGACGGAGCCETARGTIEChEIC—ENE
640454 -
ldps |2:29429691-29429859 - I |recrecTcTccEcNNNccErcagaaceTcanceiliTcACRcAlcccETARETISAINC=AR |
|droper2|scaffold 6:4800249-4800417 -| |recrecTcTecEcNNNccRErcalgaaceTcanceoiliTcaccaldcccETARCT AN AR |
droWil2|scf2 1100000004902:4434297- TIXSAGC TCRCCINYN G cTldiccaldraceTCarRChg T G A CiA TG GETARTLN Y VY \AC
4434463 +
drovir3|lscaffold 13047:7189860- ilelen n/eliden S clelelelen alele c A T ClINC CININT N SelelelichNe clef:Nelel Ly N \EhiT e G G
7190018 -
droMoj3|lscaffold 6540:3104780- dmo_1788 || TcGEEAC TN CiG GG cl\a corffeacldTcaraGeGeCc TGACG ARG CINGTARGTCL SIC =A== == =====—======= N CAll-G-BTcC TG - — - — - -GG - - - — - — - = - — - TiNE G CT T A N A G T e T ———-T/eeky- -~ - TTTGCAGGGCT ThGChEIsEC T TCCRATCTGCATGTClEAAGINSc TCCGGCTCETTAC
3104937 =
droGri2|lscaffold 14830:3052500- AAN] VY-l -—-rrTecaceeeTTHcGCAAMTcc TETETceaTaTClgaaci¥leTcceeeTeT/dTiEAC
3052585 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:15413108-15413274
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:15413108-15413274
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_117.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:14546743-14546908
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:6528512-6528677
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:15078089-15078254
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:10566188-10566350
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409797:130392-130550
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:8652898-8653059
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415653:487466-487622
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000486474:775942-776116
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780140:64452-64621
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454104:175484-175646
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302475:1766267-1766434
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:1176523-1176681
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396395:640296-640454
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:29429691-29429859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:4800249-4800417
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:4434297-4434463
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:7189860-7190018
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:3104780-3104937
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_1788.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14830:3052500-3052585

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dse 1299 |scaffold 4:4587315-4587372 - |confident | Mirtron |intron
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition - Sense -8 Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds “
Flybase annnotation
intron [Dsec\GM12206-in]; CDS [Dsec\GM12206-cds]; CDS [Dsec\GM12206-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V115 V113
AAGAATTTCATATTGTCCTGCGAGCGGGGTGACTTGCCAGGTGTCAAGAAGTGAGGCCTCCTCATAATAGCT TCGAGTAACTCGGCTAATATGATTTCGTCCTTGAAGGATCCTCGAGGAGTACCAGAGCACGGACAAATTCAACATTAACTGCACGG female
Read # Hit |Total head body male
Tk kdeok ok k ok dok ko k ok kk ko dk ko kkdkkdkekkkkkkk  ((((..... COCCC CCCC - CCCC DM I e )))) ... kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*x*** gjze Mismatch Count Norm Total body
..................................................................................... CTAATATGATTTCGTCCTTGARG « « ¢« e e e e e ee e te e ee e e e et et eeeeaeaeeneenaeneenaen 23 0 1 19.00 19 19 0 0
..................................................................................... CTAATATGATTTCGTCCTTGAR ¢ o e et et et e te e e e e e eaeneeaenenaeaeneeaeneeaes 22 O 1 9.00 9 9 0 0
..................................................................................... CTAATATGATTTCGTCCTTGA . ¢« e et e et e e te e te e et et et te e eaeaeeneeneennenaen 2l 0 1 7.00 7 7 0 0
.................................................. GTGAGGCCTCCTCATARTAGCT « ¢« « e e e 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 eaeeaeenaeaaaneenaenaea.22 0 1 5.00 5 4 1 0
...................................................................................... TAATATGATTTCGTCCTTGARG . ¢« e v e e et e te e e et et e e ta e eeeaeneeaenaenen. 22 0 1 3.00 3 3 0 0
..................................................................................... CTAATATGATTTCGTCCTTG e - ¢ e e ettt e eeae e e neeaeeneenecneeneeneeneeanenaes20 0 1 2.00 2 2 0 0
...................................................................................... TAATATGATTTCGTCCTTGA « « + e e vttt et e et et et e e et e te e ta e eeaeeneenee.. 20 0 1 2.00 2 2 0 0
...................................................................................... TAATATGATTTCGTCCTTGAAGH. - -« ottt i i i it i i eie e 23 1 1 1.00 1 1 0 0
....................................... elehelie).¥-Ne).¥-Xek el -Nelelol oL o] o LFN N APPSR B ¢ 1 1.00 1 1 0 0
Anti-sense strand reads
M054
V115
TTCTTAAAGTATAACAGGACGCTCGCCCCACTGAACGGTCCACAGTTCTTCACTCCGGAGGAGTATTATCGAAGCTCATTGAGCCGATTATACTAAAGCAGGAACTTCCTAGGAGCTCCTCATGGTCTCGTGCCTGTTTAAGT TGTAATTGACGTGCC female
Read # Hit |Total head body
Tkkkokdkdkkkokdkkdkhkkokhkhkhkkkkhkhkhdkkhkhkhdkkhkhkrdkrd  ((((..... COCCC COCC - CCCCeo M) M) e )))) ... kkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*** gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
ldrosec2|lscaffold 4:4587265-4587422 -|dse 1299|AAGAATTTCATATTGTCCTGCGAGCGGGGTGACTTGCCAGGTGTCAAGAAGTCACCCCTCCT-CATAAT-~======= A--—-—- GC--————————————- TTCGAGTAACTCG-—-—-——-—-———- GCTAATA--—-—--—-—- TGATTTCCTCCTTGAAGGATCCTCGAGGAGTACCAGAGCA CGGACAAATTCAACATTAACTGCACGG |
ldrosim2|[3r:25091648-25091805 - | |AAGRAATTTCATATTGTCCTGCGAGCGGGGTGACTTGCCAGGTGTCAAGAAGTCACECCTCCT-CSART-—======"[-=—=—- e ———— TTCGAGTAACTCG---—----—————~— GCTAATA----——-———- TGATTTCGTCCTTGAAGGATCCTCGAGGAGTACCAGEGCA CGGACAAEGTTCAACATTAACTGCACGG |
|dm3 lchr3r:25745529-25745686 - | |A2GRAATTTCATATTGTCCTGCGAGCGGGGTGACTTGCCAGGTGTCAAGARGTCACCCHTCCT-CRISIAT-======== B------ e ——— TTCGAGTAACTCG-------—-————~- GCTAATA---——--———- TGATTTCGTCCTTGAAGGATCCTCGAGGAGTACCAGEGCA CGGACARBTTCAACATTAACTGCACGG |
droEre2|lscaffold 4820:2263154- AAGAATTTCATATTGTCCTGCGAGCGGGGTGACHTGCCAGGTGTCAAGAAGTCACELNCECI N Clelch == GCCCGTTGREREt GR-—-— - TrcepcTaacilG----—--—--—-—-—- GCTAATA----———=-—-~— TETTTCETCCTTGAAGGATCCTCGAGGAGTACCAGEGRA CGGACAAETTCAACATTAACTGCACGG
2263315 +
ldroyak3|[3R:20727498-20727655 + | |22GRATTTCATATTGTCCTGCGAGCGGGGTGACTGCCAGGTGTCAAGARETCACCIACACCR-Ieee-~======= E------ 7, — S — PFACGAGTAACTHG-———-———--———~ GCTAATA----—=---—~~- TE@TTTCGTCCTTGAAGGATCCTCGAGGAGTACCAGEGRA CGGACAAGTTCAACATTAACTGCACEG |
droEugl|lscf7180000409555:216289- AAGAATTTCATATTGTCCTGCGAGCGGGGTGAMATHCCEGGTGTCAAGAACTCAC IS eIl e o= (chleler § b == === ----- GGCHTTCGGTINTCENEITY - - - - - B - — === ===~ I\- Pe[ET TTCGTCCTTGAAGGATHC TCGAGGARTACCAGE A cldcacan€rrcaacATIAACTGCACGG
216448 -
droBialllscf7180000302113:1662676- AAGAATTTCATATTGECCTGCGAGCCHGGTGANYTGCCEGGTGTIAAGAACTCACE Ry TkICE - CThRiT ===~ ===~ E-—-—--F------ B-—-—---- A AT TG ClolilG A e clyTAffEA--—-——-—-—-- NN\ T CCTTGAAGGA TIC TCGAGGAGTACCAGEGCA CGGACAAETTCAACATEAACTGCACGG
1662833 +
droTakl|lscf7180000415765:122036— AAGAATTTCATATTLITCCTGCGAGCGHGGTGANYTGCCEGCTCT/EAA A ACTCACE I CT LAt~ ===== E----—-—- ETTTCTTGG GATGIT S NN - — - — - -GN - - AGGREEEEE TCcCTCCITANARCCENNEIINISIINTINA WA T T T/ /ele) CGGACAAETTCAACATEAACTGCACGG
122200 -
droElell|lscf7180000491280:2011236- AAGAATTTHATATTGECCTGCGAGCGGGGEGACHTICCEGGTGTCAAGA A ST A S N G ----- CGARTCTGA TN el N T i T C e ———————- NrilerrlecTeccTTeAAGGE THc TeGacGARTARNNGEGCA CGGACAAETTCAACATEAACTGHACGG
2011399 -
droRhol|lscf7180000779336:242820— AAGAARJTTCATATTGECCTGCGAGCGGGGTGACHTHCCHGGTGTCAAGA ACTCACE YN C A= ~lch Jelek & Jel====== - GCGRTCTAACHCT/RNEHN - - — - - R - — === ===~ TCEIT TTCGTCCTTGAAGGETCCTCGAGGARTANIGEGCA clGACAAETTCAACATTAACTGCACGG
242976 +
droFicl|lscf7180000453826:857211— AAGAATTTCATATTGECCTGCGAGCCHGGTGACHTHCCEGGTGTCAA A ACTCAC T NN leh e e (cheler S == = === ----- CGARCTCGTTIICHIEINEHT - - — - - R - — === ===~ MrcdrrrceTccTTiAAGGATHC TCGANGAGT AICHCEGCA CldGACAAATTCAACATTAACTGCACGG
857371 +
droKikl|lscf7180000302475:1793114- TINECTiiccETliT CGGARAAET TCAACATTAACTGCACGG
1793199 -
droAna3|lscaffold 13340:20741125- AAGAATTTHATATTGECCTGCGAGCCHGGTGAATHCCEGGTCTHAANA AT AN NNt dcleh felek i~ [leb {eb S T === === ----- T T CR T T TG T TG T ek - — - — - — === ===~ ATIAT]{AA TSN VNIl A A ST NeleFNA AT T T/ GlefelT] clecaiaAET TlAACATTAACTGCACGG
20741285 -
droBipl|lscf7180000396413:1658033- AAGAATTTHATHTTGcCTGCGAGCEHGGT GAMATHC ClEGGTGTA AR AT NACE S e ke e E i Y= ==anas --—-—-- CTTTTTTTIGTCINEINN- - - — - BT g - — = = == === ATCCTIAA TSI VNI A SO NEITNAWAT A T C GO CiGAlA AT TCAACATTAACTGCACGG
1658191 +
ldap5 |2:844529-844695 - | |22caaTTTRATHET GTCCTGCGAGCGHGGTGACHTHC CEcdEcTHAAGA A EHNACINECT T = CRaeAS e |
ldroper2|lscaffold 7:3626978-3627144 -| |2aacaaTTTRATHETGTCCTGCGAGCGHGGTGACHTHC CEcdEcTHAAGA A EHNACINECT T = CRmeAT e |
droWil2|scf2 1100000004943:9034581- arlaarTTCATTTRTCCTGCGAGCGHGGTGARYTIC A Ge TG THAAGA A G AE N T N ek p T e e T YT V\ECmmmmnmnn e frceaprAnpldgN- - -—-—--—-—--- e - - - —----—-- T GA T e TelelA A GGA THC THGAGGART A C e GL\n il Xelic GG AA AAT TCAAMA TEA AT GCACHG
9034738 +
drovir3|lscaffold 12855:1685172- dvi_ 3434 (aacaafrrcaTifeTclgccTeceaceelGGTGANT TRICCAGGTGTCAA A A CTINACHETCT=Cllefer——=—===== ------ cg-------—-—-—--- —-—————————— BT CCTGGCAGC-—-—-—- cTAATAGCAARC-AcalicTcEThcE TINE AN T[Sl T NI NA ¥ T GcccanllcaccaA TR CINTEVAGIR TEVNI NI CEVNSIelerNelele
1685333 +
droMoj3|lscaffold 6540:27405239- AAGAARTTCATHETGECcCTGCGAGCHEGGTGANT TGCCAGGTGT CAANA A CTIACIE NI I NI CiAleAT=====cs =B A G A A A (- - — (S GCTAAT[S-[IN- - - - -[X¥eldfelelc cTCTIXA GRA T i Ti\G A GG AR T A CleClllen XSl cCliGACA AT TCAACATEAAC TGACGG
27405406 +
droGri2|scaffold 14624:4220901- AAGAAST THATETTINECCTGCGAGCGHGGTGART TClEcGG TG TCAAGA A CHACHE Tl N Jele AT =Sl Jelel f el = === B----- N T — — — = — = == === === - - - - - —-BraaTcEEEARcAGclc TAGEIEIE CINEA CRTSNGCEN T TINAT G ClecASG cACCA TR CHNAINACIENTNA TiNICIN NVl ele
4221060 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:4587265-4587422
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:4587265-4587422
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1299.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:25091648-25091805
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:25745529-25745686
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:2263154-2263315
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:20727498-20727655
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409555:216289-216448
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302113:1662676-1662833
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415765:122036-122200
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491280:2011236-2011399
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779336:242820-242976
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453826:857211-857371
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302475:1793114-1793199
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:20741125-20741285
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396413:1658033-1658191
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:844529-844695
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7:3626978-3627144
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:9034581-9034738
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:1685172-1685333
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_3434.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:27405239-27405406
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14624:4220901-4221060

ID: Coordinate: Confidence: || Class: Genomic Locale:
View on UCSC Genome Browser {Cornell Mirror}
dse 137 |scaffold 166:24952-25(027 - |confident || Canonical miRNA || intron
Legend: mature Star [y g LR gty mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dsec\GM 1364 3-in]; utr3 [utr3_plus_6270]; utrS [utr5_plus 11278]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
v1il4 V115
CATATATAATGTTACAAACTATGTTTGTCGTTTCAGTTCTGCCCACCCCGGCAGCCATTTTGTGATGCTCCAAAATGCTCACCAAAAAGTGTAGCATACATATTGGGGCATCACAAAATGGCTGCCACGGCGAATAGCATTTGTCAGCTAATTGTATGTGCTTGAACCCACCTATT
Read # Hit Total embryo head
khkkkkkkhhhhkhhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkkkhhddh (((( ...... ((((((((((((((((((((((((. (((((((( ...... ))) .))))) ..... )))))))))))))))))))))))) ._)))) ________ khkkkhkkhkkhkhkhkhkhkhkkhkkkkkkkkkkkkkkkkkkd*** gjze Mismatch Count Norm Total
....................................................................................................... TGGGGCATCACARRATGGCTGC . « v v e e ee e et et e te e et ee et eeeieeneeneenenaenaen. 22 0 1 29.0029 20 9
................................................... CAGCCATT TTGTGATGCTCCA « & ¢« e e et e e e e e et et e e e e e e et e e et et et et e e et et et e e e ettt e et e e e e e te e et ee e e eeaeaeneneaeaenenaeaa 2l 0 1 1.00 1 0 1
.................................................... et ofo). ¥ ek el e o o7 -\ P-4 B ¢ 1 1.00 1 1 0
................................................................................. CCAAARAGTGTAGCATACATATTGG  « - « ¢ e e e e e e et et e et e e e e e te e e ee e eaeeaenaeaeeneeaenaeneeneeaannaas25 0 1 1.00 1 1 0
.................................................. GCAGCCATTTTGTGATGCTCCA ¢ v v e et e et et et et e e e e et e et e e e e e et et e e e et et e e e e e et e e e e et e et e et ettt it ee e 22 0 1 1.00 1 1 0
.................................................... AGCCATTTTGTGATGCTCCARR . & ¢ v et et ettt et et et et e et et e et e e et e et e e et e et et e e e e e e e e e e et ettt ittt et et ettt et e ie e 220 1 1.00 1 1 0
....................................................................................................... TGGGGCATCACAARAATGGCTGC . -« oot i ettt it i it e et eeee e 23 1 1 1.00 1 1 0
.................................................................................................... TATTGGGGCATCACAAAATGGC . « « e e v e e et e e e e ettt e e e ie e e te e ia e eneaeenenaen. 22 0 1 1.00 1 1 0
Anti-sense strand reads
M054
vil4a V113
GTATATATTACAATGTTTGATACAAACAGCAAAGTCAAGACGGGTGGGGCCETCEGETAAAACACTACGAGGTTTTACGAGTGGTTTTTCACATCGTATGTATAACCCCGTAGTGTTTTACCGACGGTGCCGCTTATCGTAAACAGTCGATTAACATACACGAACTTGGGTGGATAA female
Read # Hit Total embryo male body
Hok ko ko k ok ok k kR kkkk ko kkkk L ((Ca N T N N N N S S T )))))))) ... 1))))))))))))))))0))0)))))-)))) el FHRIHAAFF XXX I I I I XX I SIS KKK KA ¥ ** size Mismatch Count Norm Total body
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species|Coordinate ID Alignment
ldrosec2|lscaffold 166:24902-25077 - |dse 137|[CA-TATAT-AAT----- GTTACAAACTATGT-TTGTCGTTTCAGTTCT-GC-C-————— CAC-—--CC-=—=——————————————— CGGEAGCCAT T T TG T GA TG T Cm == CA A — A A~ — =~ — = — = — = — = — = o - TGCTCACC-AAAAAG--—-TGTAGCATACA-TATTG-GGGCATC——AC—AAAATGGCTGCC -~~~ === — === == — = — ACGGC-GAATAGCATTTGTCAGCTAATTGTATGTGCTTGAA-CCCA---CCTATT|
ldrosim2|[3r:6460767-6460999 - | |ca-T@rar-aar----- GTTACAAACTATGT-TTGTCGTTTCAGTTCT-GC-C-—-—-—- CAC---CC-—=-===——=—————————— el Nee& Nl lliehlelNelslcoEa T CE VAT CCACGTCTTACTAACATCAGCTGTGAATCATAGCACCGCCGATGGTAGTCGTATGREREC GleleiNec A Sl Gy Y N el NeTel C Y el TRl F i T elelelor N o N N N Y N e Lo e o O e ACGGC-GAATAGCATTTGTCAGCTAATTGTATGTGCTTGAA-CCCA---CCTATT|
|am3 lchr3R:14796586-14796768 + | |ca-T@raT-aar----- GTTACAAACTATGT-TTINTCGTTTCAGTTCT-GC-C-————— CAC---CC-=——=—————————————— BGGCAGCCATTTTCTCATCCTC—fdye-eerN- - — - — - — - - NI rceTcacc-EarAnG--—-TGTAGCETACH-TATIE-GGGCATC—-AC-AAAATGGCTGC C— —— — =~ — === — = — = — =~ — —— o ACGGC-EAATAGCATTTGTCAGCTAATTGTATGTGCTTGAA-CCCA---CCTATT|
droEre2|[scaffold 4770:6834508- der 148 FA—TTAT—AAT ————— cRTACAMACEATGT-TTGTHGTTTCAGTTCT-GC-C—-—-—- cap---fjc-------——-———————- [EcGEANCCA T T T T C T TG T C— = A — A - — ——— - — oo TGCTHACC-[EAAAAG----ToTlGCTACKH-TATTE-GG6CcATC--[gc-AlAATGalTGCC- - - - -~ -~ - == ——m o ACGGC-GAATHGCATTGTCAGCTAATTGTATGTGCTTGAA-CCI)A---CCTATT
6834682 -
larovak3|[3r:3477218-3477392 + I [B2-T@BraT-aaT----- CRrAAEACTATGT-TTGTHGTTTCAGTTCT-GC-C~———— - cAf--—-flc-—----——--———————— SLeTel e N2 S el G e Lo o ———————.,- A -, —.— =—-—raa—ia—ii———__. TGCTHACH-EBAAAAG----TGTEGCETrACH-TATIG-GGGCATC--AC-AAAETGERTGC- - ——— -~~~ ACGGC-GAATAGCATTEGTCAGCTAATTGTATGTGCTTGAA-CCA---CCTATT|
droEugl|scf7180000409804:1035960- cA-LXJeiT-AAT----- I TACA AR TG T-TTGTCGTTTCAGT TTIGC - CREpRd - - - S - - - - - —-—-—- AT C T e N el CleGlEls C o T C N Y T e e Ecircach-ERiAAAG----TcTHcCETACH-TATTIN - Geecedc--fdc-aalATelTGCC- - — - -~ - - - ANC-GAATARCATTTINTCAGCTAATTGTATGTGCTTGHA-CClla-—-BcTATT
1036142 +
droBial|scf7180000302402:546607— Ciy- LNy T - 2 Al - —-- WXeA AR TREGT-TTGTCGTTTCAGTTCT-GC-C-—-—- - pAl---ccoeIN- - ——————- FdecceabicATrrerceeccec———fer-Aldg- - - - - - - - €----Eechirclicc-aanaEc----FoTlEccTacH-TATTG-GeGCHEC--AC-AAAATGOHTGCC— - — - — - —— =~ = ——— BcGC-GAATAGCATT TIITClEGCTAAT TGTATGTGCTTGAA-CCINA--~CCTATT
546792 +
droTakl|scf7180000415256:289344- FA—TEAT—AT ————— I rACA AT TGT-TTGTCGTTTCAGT TIAT - GC- ClpeI e AN -~ —CC— —— - — - ———————————— Jele o A T e Gl T T L R e R EecTiAC-AAARA- - - -TeTldccBracH-TAT Y- GEGCdC-—AC-AAAATGEITGCC— - — - — - — -~ =~ — =~ ——— ARAGC-GAATAGCATTTIATCAGCTAATTGTATGTGCTTGAN-CCIA-—-CCTATT
289525 +
droElel|scf7180000490994:547706- CA-Ti{ehlel-A8T - - - - N rACA®ARTATGT-TTGTCGTTTCAGTTCT-GC-C--———~ T T T T ACT - R el R N R T e E e e - - —— - — - — -~ — - EcircAchE-AARAAG----TGTlgcCTACH-TATH-GEGCeC-—[8C-AAAATGEITGCC— - — - — - — -~ =~ ==~ — - —mm ARAGC-GAATAGCATTTIATCAGCTAATTGTATGTGCTTGAA-CCIA-—~CCTATT
547882 +
droRhol|scf7180000779900:443438- CA-T/eeiT-Al8T - - -- e racA®ARTATGT-TTGTCGTTTCAGTTCT-GC-C--———~ BAR---CC-—-mm e Jle - AT G e T G R e e Eeidcach-ranaal----TeTldccTACH- AT GEGCdC=—fdC- AR A AT GG GCC— - — - — - — -~ =~ — =~ ———m o ARAGC-GAATAGCATTTIATCAGCTAATTGTATGTGCTTGAA-CCIA-—-CCTATT
443611 +
droFicl|scf7180000453812:245394- cA-LNeTiT-ART----- cRTAAEANlTcT-ArcTceTTTCAGTTAT-GC-C- - —- - R eele - —----—-—-———————- cldceal¥\caTrTrcrcErecEc-———par Al - - - - - - - EclTclicifeiiaanall- - - —ToTlccEBTACH-TATTG-liceCEec-—AC-AAAA TR TGCC— - — - — - — -~ — o ANAGC-GAATAGCAT TTINTCAGCTAATTGTATGTGCTTGAA-CCIAA-—-CCTRRTT
245571 -
droKik1|lscf7180000302256:208646- - TAYS-AAT--—-- 2 2 N TG T- TTGTCGTTTCAGT TCT-GC-C—————~— - - —-—--—-—-—-————-- —-—— - - el TG A T T T - - [ - - e e 6----EeciircRcc-EaanEchife T T/ CET ACK- TR TE-GeCEAlc - — B A A A A T GO — — —— ——— =~ =~ — === == === ————m————— B - B T AGCAT T T T/GGCTAATTGTATGTGCTTGAA-CCCA-—~CCTATT
208790 -
droAna3|lscaffold 12911:3159706- TCRITGTCH- - R BN A AR THEC T-TTGTCOTTTCAGT T THICEY - Rl it - T - —-——-- TTGCAAA AT A G e e GC AN C T CCAACCHE- — R GTGA e €----Xeciri¥ecc-Praanil- - - - TRt ACl- TR - CRGCC -~ AC-AAAATGEIT G C— - —— ——————— =~~~ ——— GC—GAATAGCATTTWiiAGCTAATTGTATGTGCTTGAA—CCEA———CCEAT\
3159894 +
droBipl|lsc£7180000396640:34481- TCRITGTCH- - - EEEE TACART G- T /NN RN TEARA A TRGTT - - - EEIn - - B c2 A BEEEEEEA C G CAT[8A A A e G e GCC AT CCA T TC A N A EE R e - - —-Brciridech-Erranc- - -[@riccEracld- TR GG CldC == AC- AR A AT GG TR C - —— ——————— =~ — =~~~ — e GC—GAATAGCATTTGEAGCTAATTGTATGTGCTTGAA—CCEA———CCEAT\
34667 +
dp5 l2:14915946-14916139 + | [ cAcEcicTaacTeciaTTeTHTHARRCA AN A TN ClmesC 8 T CTC TG - - - e - -BICCCCCGTCCCCTCCCAMEe s AN N e ClECG - s - - - — B e Coi CH-erarnc----TGTAGCATACH- THTTH-GGECeCNAC-AAAATGERTGCC - - — - — = — = — ==~ = — - — - — o — oo acfce-cEa@aceaTTTRICAGCTART TGTATGTGCTT CEACCRA-—-CCTHT
droWil2|scf2 1100000004921:3063655- cA-[EIT\AIe- - - - caAlNAINT G - GITITHC CRG TiikNeNehliA i - - N - B - R —-—— - TN A e G- - - - - - — [ - B e e - —--F--— - - B — - - - -ISGAREIGHC - B - - AAcCEEEINEFNINNIEA TjdelslélcccCCCCCCCCCATCCCATTCGCCCCATCT TGCTATATACACTGACINSARA T TT/NA CANENNA A SFNEILIN TikehyNNelie T i) V:Ntele A TRER T A G Gl
3063830 +
drovir3|lscaffold 13047:15297713~ Scalical\cE- - -EEEEE cARTINAT/SEINC ARBEGIC A - TRETSINEIE - - BleleRtelr T TGCH- - - BEIC[s- BEia A 2 BEEEEEEEEENA A T e c NI LI EliTGCAT - - B — - - R e e e B i - — - - i — e — REG CRIeEN- — AC - AAAATGGCGCC— -~~~ ——— = ———— - m oo acchE-Rer R cAT T T ClEGCTISETG TATG TG T TG AN -[EciXehggiclea/dT
15297851 +
droMoj3|lscaffold 6540:18774943~ oA Tuy - - - -EEEE - - — - — - ITehicChiia A RGA I - Ahilie)Nelilifen Belolein T T T T - - - BEIC[e - EEICAGEEEEEEEEEEE INccl\eEeceATTTTe T YeTeC e ==Clin - Al - - - -~ -~ — i - i — - — - E————C e T T g N ec - - AC-AAAATGGCGCC - - — - — - - ———m e GTie- -§- - ChicldeNilifilen ¢ celelvcAGiNeh-Nlehle T CiNerV-SA ¢ A - EEETe A I Ty
18775087 +
droGri2|scaffold 14830:4690221- ca-TanE-Ehl----- A lA AT AT - T TN TRRT TTCAGT TG C - LV NE - - - - Pl CCle -V NN IECCCATTTTCTCecCTC =~ e - A - - - - - -~ -~ e - e — - - - E—————". Ciy- T e - ¥\Cec - —~Ac-AAAATGGCfdGCC - - — - - - - - rpAC-a X cAaTTTNClEccTleaETcTATG T TGAA - - - - CClEalT
4690376 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_166:24902-25077
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_166:24902-25077
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_137.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:6460767-6460999
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:14796586-14796768
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:6834508-6834682
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_148.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:3477218-3477392
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409804:1035960-1036142
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:546607-546792
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415256:289344-289525
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490994:547706-547882
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779900:443438-443611
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453812:245394-245571
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302256:208646-208790
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:3159706-3159894
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396640:34481-34667
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:14915946-14916139
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004921:3063655-3063830
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:15297713-15297851
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:18774943-18775087
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14830:4690221-4690376
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[View on UCSC Genome Browser {Cornell Mirror}]

dse 122 |scaffold 20:732390-732457 - ||candidate | Mirtron |intron

Legend: mature star [(\15) 112103 1§11t 111 T311 mismatch in read

Predicted structure
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Size Condition 732500 732450 732400
Genomic Position
Hairpin partition - Sense -8 Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dsec\GM17562-in]; CDS [Dsec\GM17562-cds]; CDS [Dsec\GM17562-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V115 V114 V113
AGCTGCAGTTGCTCGACCTGAGCTTCTGTGACAACATCATGGATCGGGATGTGAGTAGATTTTCGATGGAATTAGTCCTTCTATTCCTAGCTAATTCCTATTCCTATTTCTTACTCAGTTCGATTTGCTGGCGGAATGGTCGCGACAATTTAACGTGGACATCAAGAG female
Read # Hit |Total head embryo body male
Kkkkkdkdkkhkkkkhkkhkhkkkhkhkhkhkkhkhkhkkkkhkhdkrdkrrknk  ((((((((..... CC OO0 e e e e MM o)) e )).)))))) Kk kkkkkkkhkkkkkkkhkhkkkkkkkkkkkkkkkkkkkkkkkkkkkk**x** gjze Mismatch Count Norm Total body
.................................................. GTGAGTAGAT T TTCGATGGAATT « ¢ et et e et et et e et et et et e e et e e e e et e et e e et et e e et e e e ettt e ettt ettt et e i 230 1 26.00 26 15 9 0 2
.................................................. GTGAGTAGAT TTTCGATGGART « &+« e e ettt e e et et e e m e et et et e e et e et et et et et e et e e et e e ae e eeeenenaeaeneaaeaenneaeas 22 0 1 19.00 19 12 5 0 2
.................................................. GTGAGTAGATTTTCGATGGAR . « ¢ e e e et et e et ee e e e et e e et et e e et e e e e et e et e e e ettt e et e ettt ettt ettt e ea e 200 1 12.00 12 11 1 0 0
.................................................. GTGAGTAGATTTTCGATGGA . « ¢ e v et ettt e e et et e e a et et et et e e e et et e e et et et et e et e et et e e eaeteeneeenenaeaeneaeeaenneaea. 20 0 1 6.00 6 6 0 0 0
.............................................................................................. TTCCTATTCCTATTTCTTACTCAGT « & ¢ v et e ettt ee et e et ee e eeeaeneaenenaenen 25 0 1 6.00 6 1 4 1 0
................................................... TGAGTAGATTTTCGATGGARTT .« « « ¢ e e e e e e e e e et e e et e e e e et e e e e et e e et e e e e e e et e ee e e eaeneeeeaeneeaeneaaeaeneeaenennenanaa22 0 1 2.00 2 0 1 1 0
.................................................. GTGAGTAGAT T TTCGATGG AR . « L o ittt ettt et e e e e et e e e e e e e et e e 22 1 1.00 1 0 1 0 0
............................................................................................. ATTCCTATTCCTATTTCTTACTCAGT « « v v v e e et te e e et e et e et ia e eeeeaenanaenenas 26 0 1 1.00 1 0 0 1 0
.................................................. GTGAGTAGATTTTCGATGGARTTA + « e« o e et et e e e e e e et e e e e e a e e e et et et e e e et e e e e teeaeaeeaeneeeenenaeaeneaaenenneaea.24 0 1 1.00 1 1 0 0 0
............................................................................................... TCCTATTCCTATTTCTTACTCAGR . « o ettt ettt et et e e ie e eeee e 24 1 1 1.00 1 0 1 0 0
............................. GACAACATCATGGATCGG ¢ « ¢ v e v vt ettt e e ettt e e et e e e et e e et et e e et et e e et e e et e e e et e et e e et te e et e e eae e s eeneneeaeneaaeaenneaeneaae. 18 0 1 1.00 1 0 0 1 0
............ TCGACCTGAGCTTCTGTGACA . + « e e et et ettt et et et e e e e et e et e e et e e e e et e e e e et e e e e e et et e e e e e e e e et e e e et e e ettt e et e e et e et 200 1 1.00 1 0 1 0 0
............................................................................................... TCCTATTCCTATTTCTTACTCAGT . ¢ e et veeae e teeeee e eeeenenaeaenenaeneneeaen. 24 0 1 1.00 1 0 1 0 0
.............................................................................................. TTCCTATTCCTATTTCTTAC . &+ v et e et e te e et e e et e e e et ta e ieeaeneaenenaenen. 20 0 1 1.00 1 1 0 0 0
Anti-sense strand reads
M054
V114 V115 v113
TCGACGTCAACGAGCTGGACTCGAAGACACTGTTGTAGTACCTAGCCCTACACTCATCTAAAAGCTACCTTAATCAGGAAGATAAGGATCGATTAAGGATAAGGATAAAGAATGAGTCAAGCTAAACGACCGCCTTACCAGCGCTGTTARATTGCACCTGTAGTTCTC female
Read # Hit |Total embryo body |head male
Jedk ke ko k ok ok ok ok ok ke ke ko ko k ko k ok koo k  ((((((((..... A A IIINI)) e )) e )) . )))))) kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x** gjze Mismatch Count Norm Total body
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
ldrosec2|lscaffold 20:732338-732507 - |dse 122 |AGCTGCAGTTGCTCGACCTGAGCTTCTGTGACAACATCATGGATCGGGATGTGAGTAGA-T-TTTCGA-—-TGGAA-—————————————- TTAG----- TCCTTCTATTCC-TA-—-——-——— GCTAAFEC===== CTATTC=CT=ATTTC == TTACTCAGT TCGATTTGCTGGCGGAATGGTCGCGACAATTTAACGTGGACATCAAGAGCA |
ldrosim2|x:13339550-13339713 - ldsi 32469|[AGCTGCAGTTGCTCGACCTGAGCTTCTGTGACAACATCATGGATCGGGATGTGAGTAGA-T-RITTCGA-—-TGGAA-~————————————- firag--—--- TCCTTCTATTCC-TA--——————- -----—--F [T E N N el A T F el = == T FACTCAC T TCGATTTGCTGGCGGAATGGTCGCGACAATTTAACGTGGACAT CAAGAGCA |
|dm3 lchrx:14128744-14128907 - lame 397 |[accTecacTTGCTEGACHTGAGHT TCTGTGACAACATCATGGATCGGGATGTGAGTAGA-T-BTTCCA-—~TGGAA-~————————————- G ClE— ACCTTCTATTCCHTA-—------- - [Ty N iC[e- ATTHle- ~ = TTACTCAGT TCGATTTGCTGGCGGAATGGTCGCGACAATTTAARNGTGGACATCAAGAGCA |
droEre2|lscaffold 4690:12801881- AGCTECARITTGCTEGACCTGAGHT TCTGEGACAACATCATGGATCGGGATGTGAGTAGA-T-[JdTCcCA--—-Ti\eald--—-——————————- TTAR-—-—- EcirTieATTClg-TA- - - - —-—- == === [l NN el e = T AClSCAG T T CGAT[ET GC TGGCGGANTGGTCGCGACAAT TMAACGTGGACATEAAGAGCA
12802043 +
ldrovak3|x:8382293-8380456 - | laccTecarTecTEcACCTGAGHT TCTGEGACAACATCATGGATCGGGATETCAGTACA-T-BT/gccA-——Ti\cdg--——————————-—~- TTAR-—-—- EcirrceaTTCg-TA-—-———-—- == === [l el T TN = =T TACINCAG T T C/gn AT TGC TGGCGGANTGGTCGCGACAAT TTAACGTGGAMATIIAAGAGCA |
droEugl|lscf7180000409008:539716— accTicANSTGeTlGACCTGAGHTTHT GG AlAACATC]TGGATCGGGATCTIAGTALNA (o[ oA TV NG ey - - —————————- o~ —— - AGEANACINE- - - B - - EEEE - - — - — - — PRI VNIV TN C T T T = = b T CAC T\ Cc A TleT Gl TClC GGAATGG TCIAC GREA T T T ARC G TGGACATCAAGAIRIA
539875 -
droBialllscf7180000302041:1182629- AGCTLXEAIT TGCTCGACHTGAIMT TC TGEGACAACHTCATGGA TIGNGC G T A (o [l S X T Yool - — - — - ————————- - —- - ASTIESCCC- - - B - - B iyt y.\= =R X VACH IS elelec == =TT CAC Th\c AT TG C TGGCGlRATGGTCGCGCldeT TR ACG T GGACAT CAAGANEA
1182779 -
droTakl|lscf7180000415866:86201-86367 AGCTHCARTTGCTCGACCTGAGCTTCTGHGAMAACATIIATGGATCGGGATGTCAGTENA o -[c TR Al VY VG ANl - - —- CAREE TR - -INTEEEEEA  ThGRe CINlA - B - - EEEEEE = = VY Xt L F NN N T ele= = N T AG TE\CGAT TTGC T GGCGGARTGGTCGC G C AT TiAlcGTGGACATCAAGAGCA
droElel|scf7180000491272:1641845- ACTHCARTTGCTCGACCTGAGHTTC TGEGAMAANA THATGGATCGGGATGTCAGTIINE-L\-[c TR o VX T I - — - ———————————- B er.Xe - - e C oA T TilE - BAl- — - - - - - - ——— [ NN N N N = = ARG T T CGAT T TGC TGGCGGAATGGTCGCGHCAETTAACGTGGAWA TR AGAGCA
1642007 -
droRhol|lsc£7180000770130:9936-10095 + || laccTecarTecTecaccTeaclrTeTcEcARAANA TIATGGATCGGGATETCACTIENA (s {ET AL X T G- — - ——————————- —— - B A THGITCIYA - - - - - _______ PRI NN NI LI NN N\ [T Tk HJ8CTCAGT TCGAT TTGCTIGCGGAATGGTCGCEcART TeaslccTecallaTcAAGACA
droFicll|lscf7180000454073:865488— AGCTHCARITTGCTCGACCTGAGHT TCTCEGARNAAMATCATGGATCGHGATCTLNACTIING- (o - L\ T R sV X Th e b - — - ——————————- ——— - BTN — - - CGAINNTGH - - R cTi PRI N T AT\ TN = = ek JelCAG T TG A T T T G T Gl G AT GG TCGCGRCAAT TTAACGTGGACATCAAGAGCA
865650 +
droKikl|l[scf7180000301542:323346— AGCTHCAGTTGCTCGANCTIAGCTTCTCEGACAACATCATGGATCGGGATCTGAGTACA (o [ET A clele Th S — ——— AAGCT AR - - - B BeCT T B - -1 - - - = acAGTETcETidicGEEicT TG - ChldeNi cilelshielels /e jelelyelelele T FACili CNeleli T TN NIV~ NEleN
323502 -
droAna3|lscaffold 12903:457380-457539 accTeeaXeTR cTEcaccTGAGCTTC TG AR ARET ClE TG AdecHG ARG T ALY T [ A VYT G iA G Tl - - —- TGRmAT - - - —AACEE- - T - - - - — - G/ EEEEEE -----—--E5CF CTAN X AR T ==l LTCAC T TG A g NeC TGGCGGAETGGECcGCGACE T Tl8A ARG TGACATCARGAGCA
+
droBipl|lscf7180000395328:14369-14533 AGCTGCARIrTE cTCcGACCTGAGCTTCTGEGANAANET ClaTGoAdecHc AN CTAINE- T - [l AL TV VY NI S VN - — - TAREEAC- - - -TACEE- - Ajlil- - - - - -SBciacTAAACGAC-------FEEEE L. = AT T == NTINAG T TCGA TN cTGGCGGAATGGECHC T TTAACGTHGACATCAAGAGCA
s
|ap5s |XL_grouple:8478808-8478979 - || |accrecac@rcirEcafic reacirTiTcEcaARaacaTEATGo A C clic A TNECEACH - - - e - TN - S - TCCTTCR - B - NI T2 AT = NN T [Sr T T = = TTRC[ECAG T TCGATgTRACTGGCGGAATGGTCCRGACAT TTAAEG TRAGANATCAAGAGCA |
ldroPer2|scaffold 13:94518-94689 + | [Nl eI Ne c e ThicE e N Thi TiNe RN N NN TSN Sle el Gl G -ficaccTiiaaTa - BREccT - -ERRGAACERTTCCAR - - - - R TCCTTC - - - — NN Ch T 2 AR === N TN S S A T b= == TR hiCECAG T TcoaTlgrilcTaeclicaaTceTecileacagrTTange TG AlA TCAAGAGCA |
droWil2|scf2 1100000004909:10597334- alctiicalTreergcaifiTRA Gt Tt GcAldaacATATGGATCGGATCTEEC TN - - TTTCiiA - -~ T{o - — - - ———-—- cccaTAIATACEACA TG TIINA G TREY SRR --------F5CCF aliciiaTaTcHT - TEEE G T TA T NN TS Tideleiiecloe T T T GIRINAG eiic A I TINUS VNN
10597501 -
drovir3|lscaffold 12970:1081380- accTcrBr TolTEcAlc TEGc TTiiTCldcacAAacATCcATGoACGlGATC TN CINTNT - TT TN - — - ThAA - - o - ———- BceT e e - Th- - --—---- --------E5EC PN N Cle= Al = —eriiecAcleT c oA T TN TG clic AT GeTcocoaceT TTAANGTGGAA TCAAGAGEA
1081537 +
droMoj3|lscaffold 6473:16069588- AGCT NS TG TG ARNTGIGCTTITGTGACAACHTIA TGGATNGHGATCTINEC TSN -[e-IA T ThiGA -~ - ~ TEXef-— - - - AATTGREAT - - —-CTCEE- - - ll- - - - - - TSRV -----—--E5CF AjicAlTETGHGGCIETNIAT TG iGN CIlA AR T/ Tiileiie A MENe T CIlINA TRl T /NN TINNAINE T/
16069746 +
droGri2|lscaffold 15203:11956771~ achrcrRrriTEcaccTRAGCTTHTGGACAACATHATGGATCGHGAEC TGN IS [T Ti VA - - /- — - —-[¥-—— - — - \r AN i TiXe T AL e - - - - - - —-—- -----—--F55CF T TiCT T T TN TT TT){ACAGHATIlREAINGENA AlNC A T CENTIHIiNSIIINe T CilLINAA Elide » A [N¥e CiXA T T[S
11956941 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_20:732340-732507
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_20:732338-732507
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_122.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:13339550-13339713
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32469.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:14128744-14128907
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_397.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:12801881-12802043
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:8382293-8382456
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409008:539716-539875
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302041:1182629-1182779
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415866:86201-86367
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491272:1641845-1642007
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000770130:9936-10095
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454073:865488-865650
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301542:323346-323502
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12903:457380-457539
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395328:14369-14533
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8478808-8478979
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:94518-94689
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:10597334-10597501
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:1081380-1081537
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:16069588-16069746
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:11956771-11956941

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dse 129 |scaffold 8:1857090-1857150 + || confident | Canonical miRNA | antisense_to_SpUTR

Legend: mature Star [t cd R Tt s mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds
Flybase annnotation
Antisense to utr5 [utrS minus_13073]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M054
V115 vil4 V113
CCTGCCCCCGCTCGCGGTACAGACGATATATGTAGTCGACGAGTTGGTAGTCCGCAGTGTGACCGCTTATCGAAAGATATCGCAGTCCGATATGCGATATCACTGGGGCTACCTGTCGCCGAACGGTCCCACTGAGTGCGATAGATGCCGGACATTGCATT female
Read # Hit |Total head body |embryo male
R e N (O I N N N T T IIININD)S))) e I )))) L)) ) L)) ) L L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk* gijze Mismatch Count Norm Total body
.................................................. TCCGCAGTGTGACCGCTTATCG  « « v e v e et e et e e te et et e et e et et e e et e e et e et e et e e e e e e e e e et e et e te i ea e eeaeeneeneennen 22 0 1 51.00 51 39 8 3 1
......................................................................................... ATATGCGATATCACTGGGGCTA : &« v et e et ee et e et ae e eneeaeneeaeneaaenennenenae22 0 1 3.00 3 2 0 0 1
......................................................................................... ATATGCGATATCACTGGGGCT « ¢« e v et e et e ee et e et ee et ee a2l 0 1 3.00 3 3 0 0 0
.................................................. TCCGCAGTGTGACCGCTTATCGA « &+ v e e e e e e e ettt e et e e et et e e et te e et e ettt e et teea e e e eae e eteenenaeneaaeaenneaea. 23 0 1 3.00 3 0 2 1 0
.................................................. TCCGCAGTGTGACCGCTTATC ¢ e v et e e et et e e et e e et et e e et e et e e e e e e e et e et e e et te ettt e eeaea a2 0 1 2.00 2 1 1 0 0
......................................................................................... ATATGCGATATCACTGGGGCTAC . « « e vt et e e e eee e ee e eae e eeenaeeneeneennennenae 23 0 1 2.00 2 2 0 0 0
.......................................................................................... TATGCGATATCACTGGGGCTAC . « v v e te et et et e ettt ie et ieeaeeaeneenenenaen 22 0 1 2.00 2 1 0 0 1
................................................... CCGCAGTGTGACCGCTTATCG ¢ « ¢« e e e e e e e e et et e et e e e e e m e e e et e e e e e e en e e eneeaaeneeaaneaaenenneaenneaeneaaaa2l 0 1 1.00 1 1 0 0 0
......................................................................................... ATATGCGATATCACTGGGGC . « v e v v e e ettt eeee e e e ee e ie e ee e eeeiaeeaeaeeaeennen. 20 0 1 1.00 1 1 0 0 0
................................................................................................ ATATCACTGGGGCTACCTGTCGC . ¢ v veee e e e eeeceeneeenenneaenneaenneaes 23 0 1 1.00 1 1 0 0 0
.................................................... CGCAGTGTGACCGCTTATCG « « + v e e v e e e e et et e et e e et e e e e et e e et e et e e e e e e ettt et e te ettt e eaeneeene. 20 0 1 1.00 1 1 0 0 0
................................................... CCGCAGTGTGACCGCTTATCGA  « - v e v e e ee e ee et e e e et e et et e e et et et e e e et et e et et e e e e te e te e ie e eaeeneaeennen. 22 0 1 1.00 1 0 1 0 0
.......................................................................................... TATGCGATATCACTGGGGCTA . + v ottt te et e et e et ie et ieeaeeeaeneeaenenaen 2l 0 1 1.00 1 1 0 0 0
.......................................... GTTGGTAGTCCGCAGTGTGAC . « ¢ e v v e e e et et et et et et ettt e e et et e e e e e e e et e ettt e ettt ettt e et ettt e 20 1 1.00 1 1 0 0 0
Anti-sense strand reads
M054
V113
GGACGGGGGCGAGCGCCATGTCTGCTATATACATCAGCTGCTCAACCATCAGGCGTCACACTGGCGAATAGCTTTCTATAGCGTCAGGCTATACGCTATAGTGACCCCGATGGACAGCGGCTTGCCAGGGTGACTCACGCTATCTACGGCCTGTAACGTAA female
Read # Hit |Total male body
AR e T e T 1IN ) ) et IDDD)))))))) L)) ) L)) L. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k** 5jze Mismatch Count Norm Total body
..... elelelelelelNelolelole.Nied ol e ot N -\ PP S O 1 1.00 1 1 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec2|scaffold 8:1857040-1857200|dse 129||CCTGCCCCCGCT--CGCGGTACAGACGATATATGTAGTCGA-CGAGTT-—--—--——-—--—- GGTAGTCCGCAGTGTGACCG-—--- CTTATCGAAAGATATCGCAGTCCGRIATCCCATAT “CACTE=6EECTACCTG-—--—--—- TCGCCG---AACGGTCCCACTGA--GTGCGATAGATGCC—--GGACATTGCATT
+
ldrosim2|x:18470412-18470572 + ldsi_72 |ccTeeccccGCT--CGCGETACAGACGATATATGTAGTCGA-CGAGTT-—————————————- GGTAGTCCGCAGTGTGACCG-—-—- CTTATCGAAAGATATCGCAGTCCGATATCCCATAT==CACTG=GGECTACCTG--—-——-—- TCGCCG---AACGGTCCCACTGA--GTGCGATAGATGCC—--GGACATTGCATT |
|dm3 lchrx:19577485-19577645 + |dme 414lccTcccccceer--coccRrf@clcaceaTaTATGTRGTCGA-CGAGTT-—————————————- GETHGTCCGCAGTGTGACCG--- -~ CTTATCGAAAGHTATCGCAGT CCGRATATCCCATAT==CACTE=CCECTACCTG—-—-—-——- TCGRCG---AAcGGEcccacTRa--RrcecaTaclgreec---fMacatccaTT |
droEre2|lscaffold 4690:9804382- CCTGCCCCCGCT--CGCGHTCAGACGATATA T ENCGA-CGANTT-—— - - —————————— GETAGTCHGCAGTGTGARCG----- CTTATCGAAARTATCGRAGT CCGRTATCCCATAT= AN\ CEECTACCTG--—-—---- Bcecc}---anceeTcMpNTGA- -GTGCGATAIXETGCR- - -I\GlcaTTGClTT
9804538 +
ldroyak3|[x:11762999-11763155 - | |ccTeccecececaeT--coccTEcAGACGATA T/ EEEEA GTCGA- CGRTT-- - - - - ————————- cATEcTCHGCAGTGTGACCG--- -~ CTTATCGAAARNTATCGCAGEICCGATARNGCCATAT- [EACEN - GEECTARNCTG—--——--—- Ecccce---aacceTcccAlTGE--cTeccaTalgrcc- - -AcEcaTTacrT |
droEugl|scf7180000409230:757634- CCTGCCCCCGCT- - CREN G T A ettt — B | T — — — = = = = = = — = = = = — erEcTclGCAGTGTGACCG----- CTTATCGAANNTATCGCAGHCGATAECECATAT= ALV S EEECTACCTG--—-—--—- TRGCIY- --aacGeeTC AT G- -GTGCGATARTI C C - - - [XIdeln TN T T
757770 =
droBialllscf7180000302069:1027220- CCTGCCCCCGCT--CGCGHT IR C g .6 - LR AT T - — - - = === == === —— - - —-—-—-TETECcTRATE R prTaTCeEA A TTC\cAcTCcCCRTAECEATAT=EAClg - CeCC Tl - - —- - Ceslelec T TINNIE - - - - - - - - - -EEAAENFNE TiYe - - BN - - - - - —[deTiic
1027343 -
droTakl|lscf7180000415101:105540- CCTGCCCCCGCT--CGCGHTRpReCRRN Tiele T i T i Gle - R AT T - - - - - - - - - - ——— - e TfEcTCCECAGTGTGACCESNEC TTATCGAAANTATCGCAGTLINEASCCCATAT=ACT N "CCCC Tl - —-—-—-- GTATETEEECTT/HEcTATRTCE- EEdilecleTi¥AT GIiT T TRERIEA G T Cii¥e - Tl
105697 +
droElel|lscf7180000491277:20833~ CCTGCCCCCGC TERC GCGHT A g { & T C G2~ C GAMT T——— === ————————— e TG T CGCAGTGTGACCG--—-— CTTATCGAAARJTATCGCAGHCGRATABECCATAT= (AN -CCECTACCTG—-—-—-—-- CRcRcG---aaceeTCalTcANECEGCGATAGET GRENN- GGRESNT THC/EmT
20983 +
droRhol|lscf7180000777033:110595- CCTGCCCCCGTERC GC GIT A g { G T C GA ~ CGAMT T -~ === —————————— WeTEcTclccacTeTGACCG--—-- CTTATCGAAARTATCGCAGHCCATASEECATAT= (A V- CCECTACETG--------- e CG---AACGGTCEANTGlE- - ldcCcGATAINET G XS ChE A R C AT T
110743 +
droFicl|lscf7180000454073:1863985- CCTGCCCCCGCT-—CGCGHT A ittt G T CGA ~ CGAMT Thppe - - — - — - ——— - - GGTHGTCHGCAGTGTGACCH----- CTTATCCEAARTATCGCAGEECCATAPGCCATAT IS ATINNNECEFACCTG—-—-—-—-- il el B - - - -TA- - - - - -ElecCININeTCeloACCTE- - - -pliiCcARChy
1864125 +
droKikl|lsc£7180000302685:171869- CCTGCCCCCGCT--CGCGHTIECH IR G T T i C CEEIE G AT Tk fepp p e fel f deleb el T/l T ClElGCAGTGTGACCG -~~~ - - - - - -Eccc TINNEECA c e Ui WiA T W N GG CAREE TGCGEGC TGCAGACC T TCGEUEEEEFVNSIelelie A NI T GEEA CTGECH - - - - - - -FRE - - -[Nica&Acc]
172031 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1857040-1857200
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1857040-1857200
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_129.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18470412-18470572
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_72.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:19577485-19577645
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_414.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:9804382-9804538
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:11762999-11763155
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409230:757634-757770
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302069:1027220-1027343
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415101:105540-105697
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491277:20833-20983
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777033:110595-110743
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454073:1863985-1864125
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302685:171869-172031

ID: Coordinate: Confidence: || Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dse 126 |scaffold 1:1702001-1702059 + |confident | Canonical miRNA |CDS
Legend: mature star [\ rie1(d 91Nt mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds H
Flybase annnotation
CDS [Dsec\GM21015-cds]; utr5 [utrS_plus_3417]
Repeatable elements
|Name HClass HFarnily” Strand‘
|Gypsy8-I_Dpse-intHLTR HGypsy”+ ‘
Sense Strand Reads
hide 3p reads‘ show mid mismatch reads H
M054
V115 V114 V113
TGCGAGGAGAGAGGCCAGCGGCATAATGCCGGCGACAGCGAATTCATGGGTCTTGTTGCTGATGTTGTTGGTCGCCGTGGAAAGATGCAGCAGCAACAGCAGCGGGCGCATCAATTTTCGCAGCAGCAGCAGCAGCTACAGGAAGGTCCAGTGGCAGGA female
Read # Hit |Total head embryo male body
Fokkdeokdkdkdkkdokdkkkkdkdkkdkkdekdkrdkkdekrk ((C(( (.. (CC- (OO COCCCCC COCCCCCECCCeeeeennnn D)D) IINNNININ)IDN)) ... ))))) . . hkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k*x* gjze Mismatch Count Norm Total body
..................................................................................... TGCAGCAGCAACAGCAGCGGGCG t -« v vt e et te e et e et ee et teeneeenenneaenaeaenees 23 0 1 24.00 24 12 11 1 0
..................................................................................... TGCAGCAGCAACAGCAGCGGG « « ¢ e v et et o e e et e eeeeeaenseaeneaaeneeneaenneaenaea2l 0 1 8.00 8 5 1 1 1
.................................................. TCT T GT TG TGATGTTGTTGGT . « « v e e et e e e e et et e e et e e et e e et e e e et e et e e et e e e et e ettt e ettt et eaee e 22 0 1 6.00 6 3 0 2 1
.................................................. TCTTGTTGCTGATGTTGTTGG ¢ « ¢« v e e e e et e e e e et et et et et e e et e e a e e e n e e ea e e e eaeeeenseeeneaeeaeaaenenneaennenenaea2l 0 1 4.00 4 2 1 1 0
.................................................. TCTTGT TGCTGATG T TG T TGO Tl . - « ¢ ottt ettt ettt e ettt et e e et e ettt e e ettt e ettt ettt e ee e 231 1 4.00 4 2 0 2 0
..................................................................................... TGCAGCAGCAACAGCAGCGGGC . ¢« ¢ v et e et eeee e e e e eeaenetaeneeacneaneaenneaenaes22 O 1 4.00 4 2 1 0 1
.................................................. TCTTGTTGCTGATGTTGTTGGTC ¢ « v v e e e e e e e e e et e e et e e et e e et e e e e e e e et et et e ettt et te et e eieiaeneiaeneeaenee. 23 0 1 3.00 3 1 2 0 0
..................................................................................... TGCAGCAGCAACAGCAGCGGG. - -« ot it i i i e et i i e e 22 1 1 2.00 2 1 0 0 1
.................................................. TCTTGTTGCTGATGTTGTTG e ¢ ¢ v v e e e e et e e et et e e et e e e e e e et e et et e et e e et e e e et e et ettt ettt iaeneenena. 20 0 1 1.00 1 1 0 0 0
..................................................................................... TGCAGCAGCAACAGCAGCGGGCH. -« v ittt et i e ee e i e 23 1 1 1.00 1 1 0 0 0
......................................................................................................................................... ACAGGAAGGTCCAGTGGCA... 19 0 1 1.00 1 0 1 0 0
.................................................................................. AGATGCAGCAGCAACAGCAGCGGGC « « « v v v et et e te et te et e te et ee e eeaeneaenenaenenaea 25 0 1 1.00 1 0 1 0 0
.................................................................................................... AGCGGGCGCATCAATTTTCGCAG . « « vt ot e ee e e eeeeeeaeneeaeneenenaes 23 0 1 1.00 1 0 1 0 0
................................................... CTTGTTGCTGATGTTGTTGGTCGCC + « e e e v e e e e e e e e et e e et e e et et e e e et e e e e e en e e eneaeeneaaeaenaeaeneeaeneeaeaa25 0 1 1.00 1 0 1 0 0
........................................................................................ AGCAGCAACAGCAGCGGGCGCA t & ¢ v vt ettt te et te et te e ieee e eiaeneeaenaenenaes 22 0 1 1.00 1 0 1 0 0
..................................................................................... TGCAGCAGCAACAGCAGCGG .« « + e e e v et e et te e et e et e ettt ee e 20 0 3 0.67 2 0 1 0 1
...................................................................................... GCAGCAGCARCAGCAGCGGG . ¢ e ¢ o vt e et e et eete e taeaeeaeneeeeneeaeneeaeneeaaea 20 0 2 0.50 1 1 0 0 0
.................................................. TCT T GT TG TGAT G T TG . « o o ottt et ettt e et e et e e e e e e e e e e 18 3 0.33 1 1 0 0 0
..................................................................................... TGCAGCAGCAACAGCAGCGGGH. . . . oottt it i it i ettt e e e e 23 2 5 0.20 1 0 0 0 1
..................................................................................... TGCAGCAGCAACAGCAGCGGH. « ¢ ot vttt et ettt et ettt e e e i 201 7 0.14 1 0 0 1 0
Anti-sense strand reads
M054
ACGCTCCTCTCTCCGGTCGCCGTATTACGGCCGCTGTCGCTTAAGTACCCAGAACAACGACTACAACAACCAGCGGCACCTTTCTACGTCGTCGTTGTCGTCGCCCGCGTAGT TAAAAGCGTCGTCGTCGTCGTCGATGTCCTTCCAGGTCACCGTCCT female
Read # Hit |Total body
AR R e N N (A I N N N D) D)I NI ... ))))) . kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*** gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec?2|scaffold 1:1701951-1702109 |dse 126 ||[TGCGAGGAGAGAGGC--CAGCGGCATAATGCCGGCGACAGCGAATTCA-—-——— TGGGTCTTGTTGCTGA-———————————————————— TGTTGTTG-—-—--—-—-—- GTCGCCGT-—-—--—-—-—- GGAAA--GATGCAGCAGC---AACAGCAGCGGGC—-—GCATCAATTTT—--CGCA-—-——— GCAGCAGCAGCAGCTACAGGAAGGTCCA-————-————-——————- GTGGCAGGA
+
ldrosim2|2r:4879074-4879232 + ldsi 14 |lTecGAGGAGAGEGGC--CAGCGGCATAATGCCGGCGACAGCGAATTCA-————- TGGGTCTTGTTGCTGY-—-————-————-———————— TGTTGTTG-—-—--—-———- GTCGCCGT-—--—--—-—-—- GGAAA--GATGCAGCAGC---AACAGCAGCGGGC---GCATRAATTTT---CGCA-—-——— GCAGCAGCAGC[gGCTACAGGAAGGTCCA-————————————————— GTGGCAGGA|
lam3 llchroR:4062137-4062295 + ldme 405 |[Tcficaccacacicec--CAGCGGCATAATGCCGGCGACAGCGAATTCA-————- TGGITCTTGTTGCTGY-—-————-————-———————— TGTTGTTG-—-—--—-———- GTCGCCGT---—--—-—-—- GGAAA--GATGCAGCAGC---AACAGCAGCGGGC---GCATCAATLNET—--CGCA---——— GCAGCAGCAGC[EGCTACAGGAAGGTCCA-————————————————— GTGGCAGGA|
droEre?2|scaffold 4929:18572407- der 1516(TcHGAGIIAGAGEGGC--CAGCGGCATAATGCCGGCGACAGCGAATTCA-————- TGGGTETTGTTGCTGY-—-—-——-————-——=—————- TGTTGTTG-—-—=--—-—-—- GTCGCCGT---—--—-—--- GGAAA--GATGCAGCAGC---AACAGCAGCGGGC---GCATCAATLYET---CGCA---—-- GCAGCAGCAGC[gGCTACAGGAAGHTHCA-——-——-————-——————- BTGGCAGGA
18572565 -
ldrovak3|2L:16712475-16712633 + ldya_1790||TclicAcGAGAGEGEC--CAGCGGCATAATGCCGGCGACAGCGAATTCA-————- TGGGTTTGTTGCTGY-—-—-——-—————-———————— TGTTGTTG-—-—--—-—-—- GECGCCGT-—-—--—-———- GGAAA--GATGCAGCAGC---AACAGCAGCGGGC—--GCATCAATINET---CGCA---—-- GCAGCAGCAGCEGCACAGGAAGHTCCA-————————————————— GTGGCAGGA|
droEugl|lsc£7180000409474:2883197- T&GAGGAGACGGC--CAGCGGCAAATGCCGGCGACAGCGAAT TC/ON NI TCGCHEITCTTCCTC -~~~ TGTTGTTG-—-—-—-————~— GTCGCCGT-—-————————— GGAAA--GATGCAGCAGC---AACAINCAGCCL\CEc /e c 2ok - -EccalXaaeNc cldcclgccaifdecidracldccanl¥drcca-— - - - - - - - - ————— T Clelele)-Neler
2883367 +
droBial|lsc£7180000302291:1913615- TGCGAGGAGAGEGGC--CAGCGGCAINAATGCCGGCGACAGCGAATTClEg--—-—- TGGGTETTGTTGCTGH-—————-——————————————- TGTTGTTG-—-—-—-————~— GTccClEcT-—-—-—-—-—-- GGAAA--GATGCAGCAGCELMIAACAGCAGCGGGC---GCATCAATLNGT---CGCA-—-— -~ ccaceaceacclgechrifdccrat¥itldca- - - - - - - - - - - ———- GTGGCAGGA
1913776 +
droTakl|lscf7180000415088:43555- AN En clccc--caceeaeallaaTcecGeeGACAGHGARTTCE- - - - - - TGGGTETTGTTGCTGHY----——-——————————————- TGTTGTTG-—-—-——————~— GTcGClEcT-—-—-—-—-—-- GGAAA--GATGCAGCAGCIYNYSAACAGCAGCGGHC---GCATCAATINET - - - CGCA/SaNGINGCAGCAGCAGCEGCTAAGGAA T CCA- — - - - oo GTGGCAGGA
43721 -
droElel|lscf7180000491240:859170- TGCGAGGAGAGEGGC--CAGCGGCANAATGCCGGCGACAGCGAATTClg--—--- TGGGTET THTTGCTGH---—————————————————- TGTTGTTG-———-——————~— GTCGCCGT-—-————————— GGAAA--GATGCAGCAGC---AACAGCAGHGGGC---GCATCAATLYET---CGCA-—-—-- EmcuaceailcEccracacern®ItflcA- - - - - - - - - - - - ——- GTGGCAGGA
859325 +
droRhol|lsc£7180000770177:147425- TGRGAGAGAGGGC--CAGCGGCANAATGCCGGGACAGCGAATTClE--—--- TGGGTETTGTTGCTGHY--———-——————————————- TGTTTTG-—-—-——————— GTCGCHGT-—-—-—-—-—-- GGAlgA--GATGCAGCAGC---AACAGCAGHGGGC---GCATCAAT N - - -Hcila------ ccaclgaceacclgecTaaceral¥ecca- - - - - - - ———- rceeacea
147580 +
droFicl|lsc£7180000453215:147147- ThC N GAGGGC--CAGCGGCAAATGCCGGCGACAGCGAATTClE--—-—- TGGGTET THTTGCTGHY----————————————————- TGTTGTTG-———————=——~— GTCGCCGT-—-———————-— GGAAA--GATGCAGCAGC---AACAGCEIGCGGGC---GCATCAATLNET---CGCA-—-—-- N T - - - - - - - - - NN a A S BTGGCAGGA
147296 -
droKik1|scf7180000302411:115803— TolGARGAGACEGGC--CAGCGGCAIAATGCCGGCGACAGCGAAT TCE--- -~ TGGGTTTGTTGCTGl-—-—-——-————-————-——— TGTTHeTg---—--—-—--- BlicGeeGT---—--—-—--- GGAAA--GATGCAGCAGC-—-AlCAGCAGC - - — e — — — i — — —— — - ———— - ———— - _-IN&CINnEac\cTGGCcAGGAGCCGCAGT TECA T TIECE
115943 -
droAna3|scaffold 13266:1925319- dan 4048 ’EGCGAGEAGAGGGC——GcGGCA@ATGCCGGCGACAGCGAATTC —————— TGGGTTTGTTGCTGl-—-—-——-—-——-————-——— TGT T Seel8-—--—- GTCGTCEl [Hele i Neana--GENCCAGCAC— -~ ANCAGCATRETTE- — - Epr ~ 7 [¥Xele - - -[Jeca--—--- GCAGCAGCAGCAGCRACAGGA/CTCCl-—-—--—-—--———--—- T—-————--]
1925461 -
droBipl|scf7180000396730:2911821~- ’EGCGAGEAGAGGGC——GCGGCA@ATGCCGGCGACAGCGAATTC —————— TGGGTTTGTTGCTGl-—-—--—-—-——-————-——— TGT T/ Seel8- —- - —- GTCGTCE [Hee iR GGAAA--GNGCAGCAGC - - AlICAGCAGC - - — e — — — i~~~ — BRrceaceapcaldciXecal¥aacaldcca- - - - - - - - —- - - ——————-]
2911954 -
dp5 3:2044903-2045007 + | [BccclicRacacERcH- -EmcCGGCANBATGCCGGCGACAGCHAATERE - - - - BecergrreTTHTGH- - - - - - - - - - - - ————- TGT/ESTlde-—--—- GCCE e T T e GGAIA - - Gl — e — — — e — — — i — — — —— — e . AR TlEC A~ — - — - - — - - JEAccackh]
droPer2|scaffold 2:2217508-2217612 |dpe 2519 ’EGCGEGEZ—\GAG@GE——=GCGGCAEATGCCGGCGACAGCGAAT —————— EccoTlETTeT TG --—-—-— - - —-——-——-————— TGT[EYride------ el ==CiccificT--—-—--—-—-—- INTIEReC - - - - - - - - -FE e~ — — I  — — - — - — - = . G~ AL T A ~ -~ -~ - == - - - - cdglccacen
+
droWil2|scf2 1100000004729:2691966- T A — R — — — — = A AT AIAAIIEIiCCCACGATTTTCTGTTCCAAGAANA e Clle cigcciE-———-————-—- clerEdc\ccaccace---alecaccacd - --ccaldc A Nele- - -Beca---—-- cecaceailcallcaccacacndogNicE---- - - - - - - - - —————- c&ccacla
2692109 -
drovir3|lscaffold 12875:9059120- RcciXeeAcAcEGC- -RAGCGGCAIAATGCCGGCGACAGCGAATTHNE- - - - - - e C Cl G T C o TGETETTE------ GTAGTClE e T el clEcTEEReCcAlE- - - - - - - - - - - - - — - — - - - - - — - — - AANICGAT]cls - R . GCIA CAGC AT CClg--—-—-—-—-—-- GcTccacaHUNEey
9059250 +
droMo73|lscaffold 6496:18113608- et - - W2 GCGGCAMAATGCCGGCGACAGCGAATTHYE - —— - —- ot TGT T TGl -~ - - - -~ - - == ——————- e CIE T TGCGTCE T el e T/ellC G TCGCCGCCGT TECTGRRECAE - - — - - —[SEEE¥N - — - — - - — — —— - B - — - — - — - - AAIEEEle A R ccaceadcgrilcaccacacencpmrcclg--------—----- GcTccacadaNech
18113745 -
droGri2|lscaffold 15245:2390645- BcciXecErccceciXecalceaeallaaTcecceeeacaceealgrTife- - - - - - T TET TG T TG TGl -------—--—--—=-—=-————- e INECIIEGCTTCTATCE e CAAT(HECREEEEEE Gl - — Gl — — — A A — — .Y\ T - — - CGR\A - - — - —- GCAGCHGCAGCAGCIACAGGAIMGTCClg--—-—-—-—————————- TcldeeiTcch
2390785 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:1701951-1702109
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:1701951-1702109
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_126.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:4879074-4879232
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_14.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:4062137-4062295
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_405.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:18572407-18572565
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1516.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:16712475-16712633
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1790.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:2883197-2883367
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302291:1913615-1913776
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415088:43555-43721
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491240:859170-859325
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000770177:147425-147580
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453215:147147-147296
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302411:115803-115943
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:1925319-1925461
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4048.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396730:2911821-2911954
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:2044903-2045007
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:2217508-2217612
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2519.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004729:2691966-2692109
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:9059120-9059250
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:18113608-18113745
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:2390645-2390785

ID: Coordinate: Confidence: || Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dse 144 |scaffold 0:16199014-16199080 - | confident || Canonical miRNA | intergenic
Legend: mature - mismatch in alignmen] _
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 20 o1 29 o3 o4 o5 I I I
Size Condition 16199100 16199050 16199000
Genomic Position
Hairpin partition -e~ Sense -#~ Antisense Mature -#- Star
Hairpin partition Mature & Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V115 Vv114 V113
AATAGTAATGAACGAAAAAAATGAAAACACAACAGCCAAATAGTAAATAATGCAAACAACACGCGCTGCTTGTTTATATAAAAGT TGTGCAACAAGCGACCCGCGCTGTCTGCGCTATTTGCGTTCAACTGTCATGATAACAAAAATAAAACTATTAACTTTCAACG female
Read # Hit |Total body |head embryo male
dkdkhkkhkhkhkhkhkhkhhkhhkkhkkhkkhkhhkhkhkkkkhkhkx COCCCCC COCC CCCe e e COCC e, D)D) NI DY) I e dkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkk*kk**x*x gize Mismatch Count Norm | Total body
.................................................. TGCAAACAACACGCGCTGCTTG .+« v e et et et et et e et e e et et et et e e e et e e e et e e ettt e ettt ittt ettt e e 220 1 31.00 31 19 9 2 1
.................................................. TGCARACAACACGCGCTGCTT .« &« v vt ettt et et ettt et et et ettt et et e e et et ettt e et ettt e ettt e et ieen e 20 1 10.00 10 6 3 1 0
.............................................................................................. AGCGACCCGCGCTGTCTGCGCT + v v e e e et e te e et ettt et e e ettt e e eaeaeaeaeenen. 22 0 1 7.00 7 1 2 4 0
................................................. ATGCAAACAACACGCGCTGCTT . & v e v et e e et et et e e et e e e e et et et et e ettt et et et et et e ettt ettt e ettt et e e e it 22 0 1 3.00 3 2 0 1 0
............................................................................................. AAGCGACCCGCGCTGTCTGCGC e « v v vt ettt e ee e ettt e e et teiaee i eieeaenenaeaen.. 22 0 1 2.00 2 0 0 2 0
.................................................... CAAACAACACGCGCTGCTTG M + « e e e e e et et et et e e e e e e e et et et e e ettt e e e et et e ettt e ettt et e e ettt e e e e 20 0 1 1.00 1 0 1 0 0
.................................................. TGCARACAACACGCGC TGO T Tl . o ottt ittt ettt e e e e et e e e e e e e e e e e e e e e et 221 1 1.00 1 0 0 0 1
.............................................................................................. AGCGACCCGCGCTGTCTGCGCTR . « o v vt et et et et et e e ettt ieaeneneaeananana. 23 0 1 1.00 1 1 0 0 0
.................................................. TGCARACAACACGCGCTGCTTGT .« « v v e e et e et et et et et e e e e et et et e e et et e e e e et et e et e e e ettt et ettt e i 230 1 1.00 1 0 1 0 0
......................................................................... TTATATARAAGTTGTGCARCAAGCG . & ¢ v v vt et e e ettt et et et et e ettt e et et e ettt et 25 0 1 1.00 1 0 0 1 0
.............................................................................................. AGCGACCCGCGCTGTCTGCGC .« v et et et ettt et et e e et ee a2l 0 1 1.00 1 1 0 0 0
.................................................. TGCAAACAACACGCGCTGC T TG . ¢ ot ittt ettt ettt et et e ettt e e e e e e e e e et e 231 1 1.00 1 1 0 0 0
Anti-sense strand reads
M054
V113 V115
TTATCATTACTTGCTTTTTTTACTTTTGTGTTGTCGGTTTATCATTTATTACGT TTGTTGTGCGCGACGAACAAATATATTTTCAACACGTTGTTCGCTGGECGCGACAGACGCGATAAACGCAAGTTGACAGTACTATTGT TTTTATT TTGATAATTGARAGTTGC female
Read # Hit Total male head body

kkkhkhkkkkhkhkkkkhkhkkkhkhkhkkkhkhkhkkkhkhkhkkkkkkkx

Show Alignment With Reads “

Re-alignment of all predicted orthologs

Species|/Coordinate ID Alignment

kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*** 5ize Mismatch Count Norm Total body

droSec?2 dse 144AATAGTAATGAACGAAAAAAA

scaffold 0:16198964-16199130

ACAAAAATAAAACT---ATTAACTTTC-AACG

ldrosim2|[3r:15328537-15328703 - | |2AATAGEAATGAACGARAAAAA

ACAAAAATAAAACT---ATTAACTTTC-AAC Gl

|dm3 lchr3r:5718488-5718651 + | |22TacEraTRancRana@ann-———-———- - e —— ACACAACARCCAAATAGTAAAT-—-—————-————- ARTGCAAACAACACGCGC--——--——-——- GCTTGTT8A-—--TATAAAAGTTGTGCAACA RS GE G e S S S S S s e s s S CCCGCGC TS = G == == === = N ECG = === === == CTAT T TGCGTTCAACTGTCATGATA——————— - ACAAAAATARAACT---ATEAACTTTC-AACG

GroErezlscatfold 4770:15886020- | [PAriCh it T - TN YNNI YIS NNNes A CA A CARA TAGTARAT -~ ——— - - -AATGCARACAACACGO6C = ===~ ECTIE T - - TATARAAGTTGTGCAAC A U SRS .7 TG G T TCAACTGICATGATA ———————- ACARAAATARRACT--—ATTAACTITC-AACG
15886999 -

[drovak3|3R:9762623-9762800 + | MGCTTGTTEAME) -TATARAAGTTGTGCAACARRRGICEE ==n- 2o CC006C6c - el CW6C6- = CWATTTGCGTTCAACTGTCATGATA-——————- ACABAAATAAAACT - - ~ATTAACTTTC-AAC]

droEugl|scf7180000409470:35894-35989 el TG T T[dle- —- - TATAAAAGTTGTGCAACA ACAAARJSTARAACT---ATTAACTTTC-ACH
+

droBial|lscf7180000302402:3206848- AC[EAAAATAAAACT---ATTAACTTTC-AECH
3206994 +

droTakl|lscf7180000415653:779286- ACAAAAATAAAACT---ATTAACTTTC-ACH
779443 +

droElel|lscf7180000490967:1023542- ACAAAAATAAAACT---ATTAACTTTC-AACH
1023676 -

droRhol|sc£7180000779916:114896- ACAAAAATAAAACT---ATTAACTTTC-AACH
115020 -

droFicl|scf7180000454104:1128531~ AC[§AAAATARAACT---ATTAACTTTH-AACK
1128632 -

droKikl||sc£7180000302706:1951270= || |AATHC AT e e - -~~~ -~~~ T et A -~~~ —— = =~ — =~~~ A A A e~~~ === === e TN T T A - - -~ TATAAAHG TTG TG C A A C e e S e Rl RRRGese e G T T G CABC TG TCATGATA - -~ - - - -~ ACAARAATAAAACT - --ATRRACTTTH-22CH
1951375 +

droAna3|scaffold 13340:6279513- | [ AAT e~~~ ~ — ~ R~~~ =~~~ - ¢ " el J¢l - - — - - - - — - — - — - - AAGCAAACAACACGCGCY-—-—-—--- \cldrTcleride- - ¢ I¥XecccaET - ATGGAAGCTEACATGTGTACGTACTACGTACCTGTGECC CTCACCTGE LT, -EcTcTTGTTCT)iGIENNEECCECINNiI TN ACAAAAATAAAACT---ATTAACTTTREAACH
6279684 +

droBipl|[scf7180000396708:2564238- |  |aeraldridddenaifenaileledibifeb o Nte T e - - - - - —-————————————— - EE e Alfen S A - - - - - - - - - —-—--AAdGCAAACAACACGCGCY-—-—-—-—- GGG ClicGRERE - - - - cI\ClllNel¥elFNNecccaETd-IaTcGAGGCTEA CCTGTGLCCTGCGACTCACCTGTTTTCCCCTGTSTGESCG TGT TGCT, bl S INTET T T GC G\ CRACTGTCATGATA- - —-———- ACAAAAATAAAACT---ATTAACTT TREAACE
2564457 -

d¥oper2|[sEattord 19T 9665U8-966665 - CESAAGTGCAATCTCA TCTCTTCCCTGCCTCTCR s TCTTTCTCTCTCTOTETST CTGCCTGT AATARAACT -~

drowil2lsc£2 1100000004943:16363711-] @ | - [~ — -~~~ - [ - - — - - - - — - [ — — — = =~ == e - - - — e o e e s R 1 TR G CTECAAC TG TCATGAT AT NEXSA C AR ARARAA R AR TEEN A 1]
16363771 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:16198964-16199130
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:16198964-16199130
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_144.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:15328537-15328703
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:5718488-5718651
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:15886820-15886999
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:9762623-9762802
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409470:35894-35989
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:3206848-3206994
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415653:779286-779443
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490967:1023542-1023676
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779916:114896-115020
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454104:1128531-1128632
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302706:1951270-1951375
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:6279513-6279684
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:2564238-2564457
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:5256650-5256710
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_19:966508-966665
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:16363711-16363771

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}
dse 135 |scaffold 0:12486140-12486198 + |confident | Canonical miRNA | antisense_to_3pUTR

Legend: mature star |l iie1(d BTy e mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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12,486,100 12,486,150 12,486,200 12,486,250 o T T T T T T T 2 X 66"" @
P —
Genomic Position 19 20 21 22 23 24 25 26 27 & I I | I
Size Condition 12,486,100 12,486,150 12,486,200 12,486,250
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
Antisense to utr3 [utr3 plus 5889]; utr3 [utr3 minus 7616]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M054
V113 V115 V114
AGCAATATGTTTATTTTGAGGAATAGCGTAATGGAAATTGATAGATCCGCTCGATCATGCCCACAAACAATCAGTCTATGCGTTGGCTGT TTGTGGACATGGACGAGAGGAGGCGTTACAAGTACAACATACGACACACACCGTGCATCAACCAACCGA female
Read # Hit |Total male head body | embryo
Tokkkokdkkdkkkkkkkkdkkkkkkdkkdkrdkrdkkkkr (o (e COCC COCCC e (e DD NININIMD)IINNNDDINN)II)N) . DI e khkkkkkkkkkkkkkkkkkkkkkkkkkkkkk***k*** 5sjze Mismatch Count Norm Total body
...................................................................................... CTGTTTGTGGACATGGACGAGA . « + « e e et e te et te e et e et taeneieaeneeaenenaeae 22 0 1 26.00 26 8 7 2 9
...................................................................................... CTGTTTGTGGACATGGACGAG . « « « ¢ e e o e easannenararenesaseaseneeaseascaeeancaaaaa2l 0 1 8.00 8 2 3 2 1
.................................................. TCGATCATGCCCACARACAATC . « + t e e e e et e e et et e e et et e e e e e e e et e et e e e et e e ettt e e et ettt e e 22 0 1 4.00 4 1 0 3 0
...................................................................................... CTGTTTGTGGACATGGACG . « ¢ v vt et et ete et e e ene e nenstaenenaeaeneeaenennea 19 0 1 3.00 3 3 0 0 0
...................................................................................... CTGTTTGTGGACATGGACGA . « ¢t v et ettt ettt e e et et te e ettt eiaeaennena. 20 O 1 3.00 3 0 0 2 1
...................................................................................... CTGTTTGTGGACATGGACGAGAR. . . .. oo i i i ei e 23 1 1 3.00 3 2 0 1 0
.................................................. TCGATCATGCCCACARACAATCAG . « « + e v v et e et e et et et et e et e e e e e et e e e e e e e e e e e e e et e e ettt it et e e i 240 1 1.00 1 0 1 0 0
......................................................................................... TTTGTGGACATGGACGAGAGGAGE. - - - - - . o i 241 1 1.00 1 0 1 0 0
.................................................................................. TTGGCTGTTTGTGGACATGGAC . « + « v v e e e et ettt ettt e et et et et te e ta e eiaennenaa 22 0 1 1.00 1 1 0 0 0
...................................................................................... CTGTTTGTGGACATGGACGAGAR. . . .. oo i i i e 23 1 1 1.00 1 0 0 1 0
.............. T T TGAGGAATAGCGTAATGGARATTG . « &« e e e e e e et et e e et e e e et e e e e e e e e e e e e e e e e e e e e ee e e e ea e e e e e e e e e e eaeneeaeneaeeaeneaeeaeneaaenenneaeneeneaaa26 O 1 1.00 1 0 0 0 1
............................................................................. ATGCGTTGGCTGTTTGTGGACATGGAC . « ¢ v v e ve e te e e ee e et e eeetee e eaeeeeeneenennennenaea 2T 0 1 1.00 1 1 0 0 0
..................................................... ATCATGCCCACARACAATCAGTC  « o e e v et e e e ee e e e et e e e e et e e et e e e et e e e e e eneeeaeneaaeaeneeaenenneaeneeneaaa23 0 1 1.00 1 0 0 1 0
......................................................................................................................................... ACACCGTGCATCAACCAACCG. 21 0 1 1.00 1 0 1 0 0
............ el NeT el V. Nt of e -V c PR3 RN 1 1.00 1 0 0 1 0
...................................................................................... CTGTTTGTGGACATGGACGAGARE. . . .« ittt ittt it it e i e e i e 24 2 1 1.00 1 0 1 0 0
..................................................................................... GCTGTTTGTGGACATGGACGAG . <« s« e sc o tasonasaseosonatarcaacaacaacaaceac.-222 0 1 1.00 1 0 1 0 0
.................................................................................. TTGGCTGT TTGTGGACATGG. « o ittt i i e e i et it e e e e 21 1 1.00 1 1 0 0 0
...................................................... TCATGCCCACARACARATCAGTC « « v e v ettt et e et e et et et e e e e e e e e e et e e e e e e e e e e e ettt ettt et i e eeaeene 220 1 1.00 1 0 1 0 0
Anti-sense strand reads
V113 V115
TCGTTATACAAATAAAACTCCTTATCGCATTACCTTTAACTATCTAGGCGAGCTAGTACGGGTGTTTGTTAGTCAGATACGCAACCGACAAACACCTGTACCTGCTCTCCTCCGCAATGTTCATGTTGTATGCTGTGTGTGGCACGTAGTTGGTTGGCT
Read # Hit |Total male head
R N A AR A N N T S T D)) INIININ NI D)) e kkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k*x*k** 5jze Mismatch Count Norm Total body
.......................................................... CGGGTGTTTGTTAGTCAGATA . ¢« + e et e et et e e et e e e e e e e e e e et et e et e et e e e e e ettt e e te e te ettt eiaeeneae 20 1 1.00 1 1 0
............................................ i NeTeTole) NeTohi-Ne i -No el e i c i N ¢ 1 1.00 1 0 1
.......................................................................................................................... ATGTTGTATGCTGTGTGTGGCA. « v v v v vevnenn.. 22 0 1 1.00 1 0 1
........................................................................................................................................ GTGTGGCACGTAGTTGGTTG... 20 0 1 1.00 1 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec?2|scaffold 0:12486090-12486248|dse 135 |[AGCAAT----- ATGTTTAT--TTTGAGGAATAGCGTAATG-GAAATT-G--ATAGATCCGCECCATCATCCCCACARACAATCAGTCT-AT-G-——————~ C-GTTGG========-=- CTGTTTGTGGACATGGAC—=—=—-—=—=——=——————————————— GAGAGGAGGCG--TTAC-—--AA--—-——— GT------ ACAACA--—-————-——- TAC---GA--CACACACCGTGC-—-—-—=--==-— ATCAACCAACCGA
+
|drosim2|3r:11657846-11658004 + ldsi 32447|AGCAAT----- ATGTTTAT--TTTGAGGAATAGCGTAATG-GAAATT-G--ATAGATCCGCHCATCATCCCCACARACAATCARTINT-AT-G-—-—--—- C-GTTGG-—=—————-—- CTGTTTGTGGACATGGAC————————————————————————— GAGAGGAGGCG--TTAC-—-—AA--—-——— GT---—--- ACAACA--—-————-——— TAC---GA--CACACACCGTGC-—-—-——-—-— arcanflcaaccaea)
|dm3 lchr3r:9521062-9521220 - ldme 395 |accaaT----- ATGTTTAT--TTTGAGGAATAGCGTAATG-GAARATT-G--ATAGATCCGCECCAYCATECCCACARACARATC AN TCT-AT-G-—--———- E-fdrree-———————--- CTGTTTGTGGACATGGAR-———————————————————————— GAGEGGHGGCG--TTAC-——-AA-—————— GT-—---- ACAACA---————————— TAC—--GA--CACACACCGTGC-—--———-——- aTcaaccaacca
droEre2|[scaffold 4770:12114097- der 1533 |[AGCAAT----- ATWTTTAT--TTTGANGAATAGCGTAATG-GAAATT-I}--ATAGATCCECICCACATECCCACAAACARTC AN Clg-AT-[}-—-—-—-- E-GTTGG-======——--- CTGTTTGTGGACATIGAC-—————-—————————————————— GAGAGGAGGCG--[grAac--- -l NI\ GT------ ACAACA--—-———-———- TAI---[n - - P CACHGTGC-—————————- aTcaccaaccea
12114258 +
|drovak3|3R:13829456-13829614 - | laccaaT----- ATGTTTAT--TTTGAGGAATAGRGTAATG-GAAAT T-I}--ATAGATHCECICCARCATECCCACAAICAATC AN CT-AT-G-----—-- -GTTGG=====-=-=-- B TGTTTGTGACATGGAC-———————————————————————— GAGAGGAGEcG--[grac----AA----—-- GT--—--—-- ACAACA--—-—-—————- TAC---GA--CACACECHGTGC---—---—-—- arcliaccaaccaa)
droEugl|lscf7180000409802:453288~ AGCAAT----- ATGTTTAT--TTTGANAAINAGCHTAATG-GARATT-I}- - ATAGATINCINCECCARCATECCCACASACANCCII LT - B Tfelc - -k gehee - GT TGG-— ===~ ————~ BTGTETGTGGACANGGAC- - -~ -~~~ — GAGKE\GHGINCE--Xeac—-—-2n—-—-—-- GT-—-—-- ACAACA--—-———————- TAI- - - - - &g c---———————- aTcaccaacica
453444 +
droBialllscf7180000302402:2257639- AGCAAT----- ATGTTTAT--TTTGAGGAANAGCHTAATG-GAAATT-LXGA TAGA THCECCACATELCClCASACARTCINelC T - Ale- - - LN - G- —————————- BTGTRTGTGGACATGGAC- - =~ =~ === ———————————————— INecaceacicc--IXgac----an------- GT------ ACAL - -—-—-—————- Be---ia--cacaclceree----------- arcaccanfilcea
2257797 -
droTakl|[scf7180000415380:348700- AGCAAT----- ATGTTTAT--TTTGARGAANAGCHTAATG-GARATT-I}- -lTAGATCCHCECCARCATECCCACASACAATC el b T/elG - - LY eifele - GTTGG-———————-—- BT GTETGTGGACATGGAC- - -~ =~ === === — o —————— cachccaciMc--XergNe--2n--—-—-- GT------ ACAACA--—-—-—-———- TA---cadcacacldcieTee - - - - —--—-- allclaccanciea
348870 -
droElel|lscf7180000491047:1670847- AGCART----- ATRTTTAT--TTTHARGAAAGCCTAA ISR A AT T- G- - ATAGHTCCGCHCCARCATECCCACASACALTCI IS NI T/elC - - felelehyee - GT TGG-—————————~ CTGTETGTGGACATGNEC————————————————————————— EFNE CElINEA TR G GRS A CA TIV-CEEEEEE GT-—-—-- ACAACA--—-—-—-—-—- TAR---GA--cacacldclieTGe---—-—--—-- ATClaccaAChGA
1671018 +
droRhol|lscf7180000769095:41483-41655 AGCAAfg----- BWTGTTTAT--TTTGAMGAANAGCGTAATIY-GAAAT T-E}- - ATAGHTCCIACHCCAIATECCCACASACAL TelCelelel Xeleln IV Y- - [N Xehlele - G TlelcG-———————-—- A TGTETGTGGACATGGEC--— - - -~~~ - FNETHINT A0 CGGGINEACA TV GT-—-—-- ACAACA--—-———————- TAl\---ca--cacaclciicTec---—--—-————- ATClARCAACHGA
+
droFicl|scf7180000453912:20388-20549 AGCAAT-—--- ATGTTTAT--TTTHARGAARAGCGTAARE-GAAATT-G- - AT TIEYAC[SCETCATEICCALIISACAACI Xt fei - W T/elG - - (VX el- -B-E Tl - ———- T GTlETGEGGACATGEEC-— - —— - === === - = ———— o cacpcAcG--gXec----An--—-—-- GT------ N TA---[8a--cacaclfiGTGC-—-—-—--—-- ATCEACCAACHGA
droKikl|lscf7180000302706:531091- AGCAIN IR TGTTTAT - - TT T8GR A G TiARE - G AR A TRENENE T A Gl T C G CECCASCATECCCAC AN CNs c T- g1 - G- - [N Tfelcc - - - - ——————- CTYETGTGGACATGGEC-— -~ - - - === === ————————— GAGHGANCIY- -ENelec - - — - [y - - - - - S TATATT TGN G TAR---GA--cacacldcieTic-—-—--- cT TN CINGINNE /e
531275 -
droAna3|scaffold 13340:10521960- dan 4053 |AGCAAT----- ETGTTTAR- -TTTCARGA AN REE A Te - GAAAT T-fy- -[eleA iy T CHCHTCCATC/SCHCCACATACATSC AR T C T - T - Cleleh gV Nele - (T Te= === —==—==-= ErerercrecEcdddc-—- - - - - -~ - - - cleiiccACl--TTAE----B----—-- B------ - A CE e TA---GaA--fgacacijcceTol----------- GcEricaacica
10522120 +
droBipl|sc£7180000396708:5537324- AGCAAT----- CrcTTTAR--TTTI\AI G2 A CiEA e - A A AT T-l- -ETACTccocHCATHARIGHCCACASACATEC AR T C T - T - Clelehgilar.¥Nele - T Tl - — - - ———-—- ArErErcrecacEreific- - - - - - - - - cleildccapddci--Tlde- - - -Af------- Br----—-- ACARRE-——————————— B2l---ca--EacaciiiceToly----------- BcEaccaaciica
5537484 +
dp5 l2:10072318-10072498 - laps_3847 |[EchAl----- ATGTTTHTERT T THEGCGAMNANCET A dE- GARART -l - - BT AN NG CECEARCASECCCACASACATC A LT C T - R TLYY- - (I N e - ffercle- - - ———————- CcTGTETGTGGACEc™E---- - - - - - - - - - - - cacApIesGClY- - - - - -nfg------- GT------ NS CT- -EEEE TATAACAJUNCEEEA A G TCdlecaTTTACCATCTARCINSTININ NS T/
droPer2|scaffold 0:10409010-10409190|dpe 2525 |ldciapd}----- Gl TN T TIE T TSN C AINA B AN C RSN TR CIE TR i cAA T AR CIACEACEHS TG AT C T AR - il ABEIC TATAAGR T CIECEEEEEEEEEE CTGTETGTGGACHIGG™g--—--——--——-——————————————- GAGAISeG Y- - LX) - ——nfe- - ————- GT------ ACKp-—-—- TATAACANAGEERA A GFAT CdlécATTTACCATCTARCINETINIGNNS TSN
+
droWil2|scf2 1100000004943:10969691- CTOTGCEEEEE \CAA--- -8 - — R — - —— - —— —— —— - ——— T TTAGICITIAT- - - — - B - - - EEEEEE TGGRABINTATTTTGTGT T TATMANCINTIIARNT TCT TIATAGTAGCACTCATTTCAAACAATGTTENET - - — - — T[RRI CGCOREEECLEEEE Rt GT------ AClgiA--—-—-—--—-- TAC-— - R WATEAC - — - — - —— = — - — ACTCTMeCINAACT|
10969819 -
droMoj3|scaffold 6540:11623578- ARPEPNT - — - - Gi¥EENGINEE A C C/ehNE A CINA /YA G ClINAA CETIVENEE A B - INeC A cldelelc A c AR\ cARARNTATINTACGE - - - ACKEGIE TR B-GrTcijsss======as ETGTET GG T GEepy—— - —— ———————————————————— chichicleccG--rlenle----an-——--—- Glg------ GBcTacTaccTTGTAGCARTTAACCCGAINGNSCRTENAABEEE CcACACACINIA - cAUNAG TN
11623755 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:12486090-12486248
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:12486090-12486248
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_135.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:11657846-11658004
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32447.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:9521062-9521220
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_395.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:12114097-12114258
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1533.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:13829456-13829614
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409802:453288-453444
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:2257639-2257797
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415380:348700-348870
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491047:1670847-1671018
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000769095:41483-41655
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453912:20388-20549
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302706:531091-531275
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:10521960-10522120
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4053.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:5537324-5537484
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:10072318-10072498
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3847.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:10409010-10409190
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2525.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:10969691-10969819
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:11623578-11623755
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Show Alternate Folds
Flybase annnotation
intron [Dsec\GM22724-in]; CDS [Dsec\GM22724-cds]; CDS [Dsec\GM22724-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
M054
V114 V113 V115
GGACTGTCACGACGAGGACAACTACACCAGCGCGCTGGACAACTCCGGAGGTAAGAAAGTTTTGTTACATCCCTTACAACTTCAAGTAAGCAAAAGTACAACTCTTCTTTCAGACGAAACTGCGTTGCCGATGCTCTCCATAGTGACTCCCACGCGGGGACGT female
Read # Hit Total embryo body male head
e ok e ke ok e ok e ok ok e ok ek ok ke ok ok ke ok ok sk ke ke ke ke ke ke ke ((( (L (.. ((((e .. CCCC(e e e nn .. )))) e )))) . )))))) ... Kkkkkkkkkkkkkkkkkkkkkhkhkkkkkkkkkkkkkkkkkkkkkkkk*k**x gjze Mismatch Count Norm Total body
.................................................. GTAAGARAGT TT TG TTACATCCCT « + « e e e et ettt e e e e et et e e e e e et e e e e et e e e e e e et et e et e e e ettt et e ettt et 24 0 1 17.00 17 16 0 1 0
.......................................................................................... CARAAGTACAACTCTTCTTTCAG . « « e e e e vt e teee e et e e e e teeaeneneeaaaeneeneaanaa23 0 1 17.00 17 6 11 0 0
.......................................................................................... CARAAGTACAACTCTTCTTTCAGH . - ¢ ot ittt et it ettt i e e eeen 241 1 4.00 4 3 1 0 0
.......................................................................................... CARAAGTACAACTCTTCTTTCA . « « et ettt e e eeee e e aenenaeaeaenenaeaeneneeneaenas22 O 1 4.00 4 1 3 0 0
.......................................................................................... CARAAGTACAACTCTTCTTTC . « e v et ettt e te e e e et e e ettt ta et iaeaenenaeaea. 2l 0 1 2.00 2 1 1 0 0
.......................................................................... TACAACTTCAAGTAAGCARRARGT « ¢ « ¢ e e et e e et e et et e e e e e e eaeae e e e eneeeeaeneneeaeaenenneaeaas 23 0 1 2.00 2 1 0 1 0
.................................................. GTAAGAAAGT TTTGTTACATCCCTT + ¢ e e et et et e e et et e e e e e et et e e e et e et e e et e et et e e et ettt et e et it ee e 25 0 1 2.00 2 2 0 0 0
............................ - elo]elolel ok ele)-No).V-Xoi o7 olc] el PP R O 1 1.00 1 1 0 0 0
........................................................................................... ARAAGTACAACTCTTCTTTCA . « v et e et e e tete e et e e e e eeetaeneneeaeaenenaeaenaa 2l 0 1 1.00 1 0 1 0 0
............................................................................................ ARAGTACAACTCTTCT TTCAGH . ¢ ot vttt i e e it ie e 221 1 1.00 1 1 0 0 0
................................................... TAAGAAAGTT TTGTTACATCCCT + « v v e e e e et et e e e e e et e e e e e e et e e e e e e et e e e e e e et e e et e e e aeeaeeeteeaeaeeeeeeaeaeaneanaenana 23 0 1 1.00 1 0 1 0 0
........................................................................................... AAAAGTACAACTCTTCTTTCAGH. .. oo ot i i i e i i e e 231 1 1.00 1 1 0 0 0
.................................................. GTAAGAAAGTTTTGTTACATCCC . « e v vt e et et et e e et et et e e e et e e e et e et e e e e e et e et et e e ettt ettt ettt e et e 230 1 1.00 1 0 0 0 1
............................................................................. AACTTCAAGTAAGCARRAGTACA . « « ot ettt e teea et e e en e e e e eneneaaeaeneneeaeneneaneaenenaea23 0 1 1.00 1 0 0 0 1
Anti-sense strand reads
M054
vil4a V113
CCTGACAGTGCTGCTCCTGTTGATGTGGTCGCGCGACCTGTTGAGGCCTCCATTCTTTCAAAACAATGTAGGGAATGTTGAAGT TCATTCGTTTTCATGTTGAGAAGAAAGTCTGCTTTGACGCAACGGCTACGAGAGGTATCACTGAGGGTGCGCCCCTGCA female
Read # Hit |Total body | embryo male
e ok e ok ek ok ok e ok ok ok ko ko ko ke ok e ok ek bk ke ke ke ke ke ke ko ((( (L (.. ((( (... CCCC(e e e nn .. 3)))) e )))) . )))))) ... Kkkkkkkkkkkkkkkkkdkkkkhkhkkkkkkkkkkkkkkkkkkkkkkk***x gjize Mismatch Count Norm Total body
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate iD Alignment
droSec2|scaffold 8:1806930-1807092 [dse 1565/|GGACTGTCACGACGAGGACAACTACACCAGCGCGCTGGACAACTCCGGAGGTAAGAAAGTTTT-————————~- GTTA----- CATCC-—CTTACA————— === === === === ——— ACTT----- Cmmmm e AAGT-AAGCARAAGTACAA=C=TC-=T--T-CTTTCAGACGAAACTG--—-—-—~~— CGTTGCCGAT-—-—=-—=-—=—==—=———————— GCTCTCCAT-A——— === === = m——————m—m o= G----TGAC---TCCC---ACGCGGGGACGT
|drosim2|[x:18420147-18420309 - |dsi 5566|GGACTGTCACGACGAGGACAACTACACCAGCGCGCTGGACAACTCCGGAGGTAAGAAAGTTTT-———————-—- GTTA----- A NS ———— ACTT----- Cmmmm AAGT-AAGECAARAAGTACAA-C-TC--T--T-CTTTCAGACGAAACTG-------—- CGTTGCCGAT--—————————————————"- GCTCTCCAT-A=————————————————————————————————_ G----TGAC---TCCC---ACGCGGGGACGT|
|dm3 llchrX:19526901-19527052 -  |dme 448 ||GGACTGTCACGACGAGGACAACTACACCAGCGCGCTGGACAAMNTCCGGAGETAAGAAAGTTTT-————————- GTTA----- Marce--Rrrala-—-—-—— - ACTT----- e AAGT-AASCAAAACTARAA-C=TC--ThIe- T TCAGA CGAAACTG-———————— CGTTGCCRAT-—-—-——————————————— e - - — - - R B----BBEc--—-Eccc---ACGCGGGGACGT]
droEre2|scaffold 4690:9755114- GGACT@TCACGANGAGGACAACTACARCAGHGCIACTGGACAACTCCGGAGETAAGEAN I TTT-—-———————- cera----- aTch--fTTACA- - —-— - EcrT----- Cmmmm AAGT-{acCASAACRAA-B-==T==T=CTTTCACGACGAAACTR-------- eerreccaT--—-—-—-— - oo GCTRTClgAT-A- - - - — oo G----TGAC---TCCC---ACGCGGGGACGT
9755271 -
ldrovak3|lx:11811126-11811286 + | |Rcalir@rcaceallcaceafiaacTaCACAGCGCGCTGGACARCTCCGGAGETAACEAANT TTT-————————= fera----- Marce--frrfeca---—--—- - - - - CTClSE— O e atiiiv i—.—.HHihlbr AAGT-AAGCARALCERICAA—I=TC-—T--T-CTTTCAGACGAAACTg-——-—--—- CGTTGCCGAT---————————————————- GCTHTCEAT-A——— -~ ——m e G----THAC---TCCC---ACGCGGGGACGT|
droEugl|scf7180000409230:807144- RGARTERACACGARGAGGACAC TARARCAGHGCGCTGGACAACTCCGGAGGTAAGEAANINT A A CACC Al A T T TG T ecrle----- T e AAGE-AANCAAA A A === T==T=CTT[eCACACGARNCTCH- - -XeccT T CcclAT- - - - - - oo RerircldaT-A--— - G----TGAC---fdccll---aAcGcaceacaT
807312 +
droBialllscf7180000302069:1076397~ GGANTEECACGANGAGGACAACTACARNCAGHGCHCTGGACAACTCCGGAGGTAAGAAAININT T-————————— TCCTRE. Eaelc--c&Ne - - - - AclgT----- O - i AT - e AAlTEA CAA = C T N- — Th-TN-JiT T ThiAG A c oA AlClEcl - - -EadeiceT T ccGAT- - — - — - - - - - oo GCTHTCEAT-A— -~ ——m oo G————GAC———TCCE———ACGCGGGGACG
1076562 +
droTakl|scf7180000415169:768891- ceagTeacaccrcAGGAMAAC TARALRNAGHGCGHTGGACARNTCCGGAGETEACHEA LT —— ———————- AGAICEEE CATE - —— ——————————=——=——————————- TAAT TAAAA TS - T — B TGCTAA L e — AC-TT---/\---cT/cH-H- TR e el iAo N T[N Tfel e TR T G C A A Ul elele A N GCTRTCCAT-fg--—----————— oo G————AC———ECCCECGGGGACG
769055 +
droElel|scf7180000490751:1211514- ReacT@icacerfcrGAAACTARARCAGCGCIC TGGACAACTCCGGAGETAAGARAINNXET -~~~ GRTA--—-- A A T T Gl T A - EE e - -—-- - - - - B - TTTATTGTTCTHAIBGCHASCINATA - -8 - B - B G R rlic C[o e SN T[S e R C A C A 2 e R e eTe) N cerccldar-fg--------- - G----feac---Tccc---AClCGGGGACGT
1211685 -
e
droRhol|[scf7180000761121:105669- caireciiccaiicaccaiaacTANAIBNAGCGCGCTGGACAACTCCGGAGETAANAA AN T-——— - ————- GTTA--—--- G A T G T T R e AYrT-—-—- TR e AT - A ANCATEAI N A A —B-BIc -~ T--fe-cTTlecACA cornpicldcl - - -I¥ X\ cGTTGCCoAT - - - - - - - - - - - ecriyrcear-g--------- - - - - - - G————GAC———TCC———ACGCGGGGACG
105833 +
droFicl|scf7180000454073:1810552~ ceagreacaccacaccacAacTARARNAGHGCGeTeoAArNT Cl\cceceTleackieAlEgNeT - ———————- cleTi----- TTGTTTTTGAN A CAGA AT AC - - - - R ----B---- - -I\cEc AN S TR TR THACTINIG TN TN T Sile R C G C T GHeliiC A Slel T e GCTCTCEAT-fg-------—-———— oo G————TGAC———Eccc———ACGCGEGGACG
1810719 -
droKik1|lscf7180000302696:470100- GGACTECACGACGAGGACAACTAMANCAGHGCGCTGGANAANT ClGGAGGTAACHSACINNIN-F- -[i- —-cIXele--—-- A A T T A G T - R e — - — B G T - e TTATCTAREEEE i i I AC Ald=f=leh]- =T~ —[E-CTTecAClcArlC TCle- - -[SkyelerNc GG\ AT - - - - - - - - - - - - GCTCTCEAT-fg-------————— - E————EACMCCC———ACGCGGGGACG
470268 -
droAna3|scaffold 13417:1171717- dan 4051||GGACTMECACGACGAGGACAACTACARCAGHGCGCTGGACAACT CHGGEGETIEACHANTNTfe- - ==~ ———IXelefy--—-- TT- - - - - — - - - CT T T TCAAAT TS -CCREE R TGCTAAAREEEEEEE  — — CC-CT---G--jicTEeiTE cEiTclilic/e R N Tl cc TR G T C C A e A e oo T G i cererccAlg-g-----------—-- - - @----fdeac---Tccec---acceceelcale
1171884 -
droBipl|lscf7180000395529:210200- GGARTECANGACGAGGACAACTACACAGCGCECTGGACAACT CHGCAGETEACIS N T —————————- clera----- A T — i~ — —— ———————-————————————- CTTCTTACATGH-CTTATT - R e T TR A e — CC-TT---C--ATWATEE T Al i T/ EIA T RN Sl TR T C C 2 e n el ool G e BCTCTCCAR-A-———— -~ §----fcac---Tccc---achicecealccle
210367 + \
dp5 XL _groupla:5672772-5672968 GGACTECACGACGAGGACAACTAMANCAGCGCGCTGGARRACT ClGCEGETAAGAA/CETINY-[TN- - ———-FEEe AGGCG-----F= - - - — - GAGACGTGGAGAACATGTATCTTTCAACKE- - - -EEEEE B-----—--—-—- R TGTATT TR — - B — - ——— - - —— ——TcEeI T e e NS N Tl Cle G TG C GG T G A e A Iele A 2 N GCTHTClEA TN - — - — - — - —— - —————- G————AC———TECC———ACECGGGGACG
droPer2|scaffold 63:273829-274037 +| lceacT@EcaceaceaceacaacTarllcacececeTecaRancTclccRCETAACA AT NI T XTT XITe N N e A N i - - - - - - GCGACGTGGAGAACATGTATCTTTCAATRE- — - —EEEEE B-—-----—-- - TGTATT TR —--R-—-—------—-TcEei T e e e e N N Tl Cle G TG C GG T G A e A el A 2 N GCTHTClen TEimeerNeei] - — - — - — - —— - —————- GCAAGCGGCGGC I NIt T S Xo A Tl TN C|
droWil2|scf2 1100000004909:6663958- cerpTEEcAflcACccAGCARARETACAAGCRCEC TR Al AT ClicGAGETEACANA NI - ————————- AAIWNATTGANAT TR GG T CREEEEEE - - - — - B A G T - R e T -INELE¥N /g T/ VATCC - -ccEeE cTeac R il clo TN TS G CC R G T C T A e A A T8 - - - CEEE e ASISINe ARG - GGTGCTREEEIA CCCTCREREE G————AC———ECCC———ACECGEGGEGE\
6664149 -
R —
drovir3|lscaffold 13042:4250326- calTECAcACGAGGACAACT A ECAGCGCGCTGGAGAACTClEGGHGCTAACHETT/NN-[ofd- [N IeTeld ¥Nela - — - — - AT - - - - - - — - e e CTAATCCCATTT-CT R e - - - -flc-TT---T--cc-GCT TR G cCEl e EITENITS c TCEEEIGA CCCHEC-[de- - AnCREREEEEEE TTTTGAGCEGCTITG- - B-GCAGCAGTC R GTEAC———TCCE———ACGCGGGACG
4250520 -
droMoj3|lscaffold 6359:2176513- calTecaccaficaceacanCTAMCAGCGCIMTGGANAAC TClGGAGETAACHEACH (ST [y -k~ —C[lele GC TR TEICEUICTCCCO eI T(AG T[T CEEE CGCAT T(ehN- (¢{6A - - ATCREEEEEEEE CTTTGAGCHeCTN#G- - - GCACCAATCCAGCAGCAGCAGTGCCAGCREEIAGCECCATCE)NoREEA ofein SEEYNeleldlec/eleCieleC
2176727 +
droGri2|lscaffold 14853:7116446- FGACTCAEGACGAGGAEAACTACACAGCTGGACAACTCGGGGTAAGEA@TET —————————— CAAT, TCAGTCAGTCAAATCATTCGCTTAAREEEEEEEI --ccENATG cc-TECGTHTEE CEEGEAINATEINTENATS c T cREE G CRAGAG-[d8f8- - AACAACAACAGCATTTTGGGCHECTITGCCG-GCAGCAGT CREEEEEEEEEE G———TCC———ACECGEGGCG\
7116669 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1806930-1807092
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1806930-1807092
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1565.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18420147-18420309
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_5566.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:19526901-19527052
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_448.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:9755114-9755271
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:11811126-11811286
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409230:807144-807312
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302069:1076397-1076562
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415169:768891-769055
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490751:1211514-1211685
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000761121:105669-105833
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454073:1810552-1810719
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302696:470100-470268
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13417:1171717-1171884
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4051.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395529:210200-210367
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:5672772-5672968
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_63:273829-274037
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:6663958-6664149
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:4250326-4250520
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6359:2176513-2176727
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:7116446-7116669
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dse 143 scaffold 0:15728155-15728245 - | confident | Canonical miRNA | intron

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

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
'¢]
o™ r i
i
& %)
o = 3 E o=
ol © -_— 8
L (] m
0 ! (2]
T o = 4 E g
@ 2 3 2
o c as ©
o o I -
— —
= T« ° D o =
—_— O — o O [ W
o -~ - -
— L 8
|_
i - = 5
_ ’ S o -
,_f ) L. o «o
>
o = =
| | I | | B N a o
=) —
15728300 15728250 15728200 15728150 15728100 o | | | | | | | | . .
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Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dsec\GM23880-in]; utr5 [utr5_plus_10181]
No Repeatable elements found
Sense Strand Reads
hide 3p reads | show mid mismatch reads H
M054
V113 V115 V114
CCATCCAATGGACGCCATATCTGGAGCAGCATGAGATCTCTGAAAAAGTGTGTTTGTTTGCTGGCTACATCTGTGTTGCAGGGACTCCAAATGGATTTCCTGCACAACATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAACAATCAACAGGAGATACAAGATATAAGCTGCTAAATTGAACTACA female
Read # Hit |Total body male head embryo
ok kkk ok k ok ok k kR kR kR k kR Rk kR kR kR L COCCCC- OO COCCECEEC COEEEEC- (eI NN eeeeeen.. NI I e FRAKKKHK KKK KKK KKK KKK KKK KX ¥ Xk kX *** 5ize Mismatch Count Norm Total body
.................................................. TGTTTGTTTGCTGGCTACATCTG ¢ & ¢ o e v et et et e e e et et et e e e e et et et e e et e et et e e e e e et e e e e et e et et e e e ettt e e et ettt e et ettt e iieeeaene. 23 0 1 9.00 9 4 1 3 1
...................................................................................................................... AGATGTTCAGCAAGACAACACG . -+« e e e et et e eeen e e eaenneneaaennennenenaenaea22 0 1 8.00 8 2 5 1 0
.................................................. el i eh i i elo el etoliiy-Ney. Nl ol . PP S O 1 5.00 5 1 2 1 1
.................................................. TG T TG T T TG T GG TACATC T . ¢« e e e e e e e e e e et e e et et e e m e e e et et e e e e e e e e et e e e e e e e e e e e e a e e ae e e es e e e eeeaeneeeeeeaeaeneeeeaeaeaenenneaeaenenneaa22 0 1 4.00 4 4 0 0 0
....................................................................................................................... GATGTTCAGCAAGACARACACGT « ¢ & vt e ettt et et et e et e ie et ia e eeaeeaenaen. 22 0 1 3.00 3 0 0 2 1
....................................................................................................................... GATGTTCAGCAAGACAACACGH. . .ottt i i i e et i e e e i e 221 1 2.00 2 1 1 0 0
....................................................................................................................... GATGTTCAGCAAGACAACACG . « ¢« e e e e ee e e e e e e eneeaenaeneeneaaenaeneeaenaanas 2l 0 1 2.00 2 1 0 1 0
................................................... e el i T oil e ok Yo7 o P~ N 1 1.00 1 1 0 0 0
........................................................................ GTGTTGCAGGGACTCCARATGGATT « & ¢ v vt et et et e et et et et ettt et et e e et e et et e e ettt e e ettt et et et ettt e 25 0 1 1.00 1 1 0 0 0
.................................................. TG T TG T T TG TGGCTACAT « ¢+t e e e e u et et e e e e et e e et et e e et e e et et e e et et et et e e et e e et e e e e et e et e e e e et e e e e et e e e e etaeaeaeneaaeaenenaeaa 20 0 1 1.00 1 1 0 0 0
.................................................. TGTTTGT T TGCTGGCTACATCTGTG e « « o+ o e e e e e e w s e s e e e e e e a s s e aaaa e asasoaeeaneasasoeeeenensasoeeeenensasoeeeenensaseaeeeaenasoneaeaeacaroncacaeaannaas25 0 1 1.00 1 0 1 0 0
....................................................................................................................... GATGTTCAGCAAGACAACACH. . ... i i e 2 1 1.00 1 0 0 1 0
............................................. N ek el e i el i et oli eTeT ol X - AU~ S 1 1.00 1 0 0 0 1
.......................................................................................................................................... CGTCAAAACAATCAACAGGAGA . ¢ o v vt v e et eeeieeneenennennen. 22 0 1 1.00 1 0 1 0 0
............................................... GTGTGTTTGT TTGCTGGCTAC . « ¢ e e e et e et et e et e e et e e et et et et e e m e et et e e e a e et et et e e a e et e e e en e e e te e eneaeeeeeeaeneaseeeaeneneaneaeaeaeneeaeaa2l 0 1 1.00 1 0 0 0 1
.................................................. TGTTTGTTTGCTGGCTACATC .+« e e e et e et et e e a et e et et e e m et et et e e m et et et e ettt et et e e a e et e e e e n et e e e en et e e aeneaeeaeaeaeneneeaeaenene 2l 0 1 1.00 1 1 0 0 0
.......................................................................................................................... GTTCAGCAAGACAACACG .+ « + t v e e e ettt e te e e et e e e e et eetaeaeneneeae... 18 0 1 1.00 1 0 0 0 1
.................................................................................................................................................... ATCAACAGGAGATACAAG. « vt vevevevnencnenenae.e 18 0 1 1.00 1 0 0 0 1
..................................... CTCTGAARAAGTGTGT TTGTTTGCT G« « - « e e e e e e e e e e e et et e e e e e et et e et e e e et e e a e e e e e e e e e e e e e et e ea e e e e e et e e ea e e e e eeeaeaeneaeeeeaeaeneeneaeaeneneaneaeaenenanae26 O 1 1.00 1 0 1 0 0
...................................................................................................................... AGATGTTCAGCAAGACAACACGT .+« v et vttt e te e e et et ee et te e eieeneenenaenaea 23 0 1 1.00 1 0 0 0 1
..................................................................................................................... CAGATGTTCAGCARAGACAACACG . « ¢« e e ot ee e e eae e eeeeneeneaaenacneeaenaeneeaenaaas23 0 1 1.00 1 0 0 1 0
........................................................................................................................ ATGTTCAGCAAGACAACACGT « ¢ v e v et et e te e e eee et ie e neaenaeneeneeaenaen. 20 0 1 1.00 1 0 1 0 0
Anti-sense strand reads
MO054
V113 v114 V115
GGTAGGTTACCTGCGGTATAGACCTCGTCGTACTCTAGAGACTTTTTCACACAAACAAACGACCGATGTAGACACAACGTCCCTGAGGTTTACCTAAAGGACGTGTTGTACTTGAGTGICTACAAGTCGTTCTGTTGTGCAGT TTTGTTAGT TGTCCTCTATGTTCTATATTCGACGATTTAACTTGATGT female
Read # Hit |Total body male embryo head
dkkkhkhkhhkkhkhhkhkhkhkhkdhhkhhkdhhkhkkhkhkhx R N T N N T D D I D D D D D D D YNNI IO ) e e kkkkkkkhkkhkkhkkhkkhkkkkkkkkkkkkkkk*kkxk**x* gize Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec2|scaffold 0:15728105- dse 143 |[C--CAT------- CCAATG=GA=—=CGC == Cmmm —m = — - — — — m o o o o - ATATCTGGAGCAGCATGAGATCTCTGA-AAAAGTGIEGTTTGTTTGCTGG-CTACATCTGTGTTGCAGGGAC———————————————— TCCAAAT-—-——-—-——— GGATTT—CCTGm—m == == === ———m —m o o CACAAC--ATGAACTCACRGATCTTCACCAAGACAACACET CAAAACAATCAACAGGA-GATAC-AAGATA- ————————————————————— TAAGCTGCTAAATTGAACT-—-——-—-————~— ACA
15728295 -
ldrosimz|3r:14862061-14862251 - |dsi 32453[c--caT------- T T o, - it — e A Hddi ATATCTGGAGCAGCATGAGATCTCTGA-AAAAGTGEGTTTIGTTTGCTGG-CTACATCTGTGT TCHAGGGAC-~~———~~———————~ TCCAAAT-———-—————~- T G T —,—————————=—_ i CACAAC--ATGAACTCACAGATGTTCAGCAAGACAACACET CAAAARNAATCAACAGGA-GATAC-AAGATA ————————————————————— TAAGCTGCTAAATTGAACT——-————--——-~ ACA
|am3 lchr3R:6217163-6217355 + |dme 164 |c--fAT------- CCAATG-GA-—-fGCH8c-— -~ -~ - - ATATCTGGAGHAGCATGAGATCTCTGA-AAAAGTGTEGTTTGTTTGCTGG-CTACETCTGTGTTGCAGGGAC———————————————— THCAAAT-—————————- GGATTT—CCTG-——— === === — = —————m—m o CACAAC--ATGAACTCACAGATCTTCAGCAAGACAACACCTCAAAAAATCAACAGGA-GATAC-AAGATA-————————————————————— EraceTocaraTTiAfcT-—-—-—--———- e
droEre2|scaffold 4770:15403094- |[der 1515 |--CAT--————- BccafiTc-ca-—-coC--Ci-f--——— - - - [eATCTGGAGCBGCABGAGATCTCTGA-AAAAGTGEGTTTGT TTGCTGG-CTACHTCTGTGTTGCAGGGE-—-—-—-————————- TCCAAAT---—-—-—-—- GGATTT-CCTGm——— == === === == ——— = — = ——m o CACAAC--ATGAACTCACAGATGTTCAGCAAGACAACACGETCAAAAATCAACAGGA-GATIC-AAGATH--——-———-—————————————— GGENCIINEILIVNAG C ALY T THEE R AT
15403287 -
ldrovak3|3R:10242929-10243122 + |dya 1789 |[c@EcaT------ B CA AT G- GA - — = CGC— = Cmmm—m —m —m - m oo o o ATATCTGGABCAGCATGAGATCTCTGA-AAAAGTGEGTTTGTTTCCTCG-CTACEHTCTETGTTGCAGGGA--—-——————-————— TCCAAAT--————————- GGART T-CCTG-— =~ =~ = —m—m oo CACAAC--ATGAACTCACRGATCTTCACCAACGACAACACET CAAAAAATCAACAGGA-GATHC-AAGATH-—-——————————————————— HercereerganlgreafcT---—------—- 2cfg
droEugl|scf7180000409692:688205- c—-paT YIS ccanTG-cA---I¥E--B- - - - - ETATCTGGAGCAGCATGAGATCTINTGA-AAAAGTGIEGTTTGTTTGCTGG-CTACEICTETGTTCANGGA--—-—-—--—-————- ecldernr--—-—-————- GGATTT=CCT G —m == == = == —m — o o o oo iy - [elefeln A cTCACRCATCTTCACCARGACAACACE T cArA AN cAACAGGA-aTde-AnGAlA--[8- - - - - - ———- CACTGCCIAGINEISINN - — - - - - — - - EEEEEEEEE -
688398 +
droBialllscf7180000302402:8304870- C—-D-—------ ==>r¢-o---1¥%%¢--9-------- - - --------\--\ .-~ .-~ -~ ...~ -\ e v\ n£n s . -l---------- BTATCTGGAGCAGCARGAGATCTCTGA-AAAAGTGIGITTGTTTGCTGG-CTACETCTGTGT T\ CEGcea-—-— - - - - - —————- ccarnlg----------- GGETTT-C8G-—-—-— - ===~ == aEa 2l - Melsla Al c ACACATCTTCACCAACACAACACE TcArAANer\cAR CAGGA-GATECld cA TN - - - - - - - — - — - - - - - ——— ] C T — = — = = — = — = — = — ecle
8305041 +
droTakl|scf7180000415380:1425442- C—-Eh------- B TG-GA— -t - - BTATCTGRGCAGCATGAGATCTCTGA-AAAAGTGIGTTTGTTTGCTGG-CTACHTICTETGTTCABGGAl--—-—-—--—-————- SclernaT
1425621 -
droElel|[scf7180000490995:524393— - -IXefel- - - —-—- CCAATG-GA---IMc--f------ == - e~/ 8lc TGGAGCAGCATGAGATCTCTGA-AAAAGTGIGITTGTTTGCTGG-CTACETCTG TG T TR\ Al Al - — - — - — - - - - —————- EceraaT
524581 -
droRhol|lscf7180000777158:35324- A A — CCAATG-GA---I¥MC--f------- - - T e C T G A TC TC TGA-AAAAGTGIGTTTGTTTGCTGG-CTACETCTG TG T TR\ Al Al - — - — - — - - - - — - ———- EcleraaT
35493 -
droFicl|scf7180000453800:2293598- - - ecaprg-ecp---8Q¢%--c¢-------- -\ -\ v\ \b b b  t b } : f i b i i i i i i ————— - B------—--- BTATCTGGAGCAGCATGAGATCTCTGA-AAAAGTGIGTTTGTTTGCTGG-CTACEICTETGTTCAMGGA--—-—-——-—-————- cEnINATh
2293790 +
droKik1|scf7180000302475:1404915- - - —-—--- T e 7, 7 S T C A A A A TG A T C A e e e A¥cTclEEclecclreacalcTCTGA-8AAAGTGTGTTTGTTTGCTGG-CTACEHTCTGTGTTRCABGGA- - — - — - — - - - - ————- cEATINA
1405115 +
droAna3|scaffold 13340:938942- dan 4036 |E--EaT------- T G-GA-— -~ -f-------—-—-— - - e - - - - - - -y --—-—-—-- G TCTGGAGCAGCATGAGARNCTCTGA-EAAAGTGIGITTGTTTGCTGG-CTACETCTGTGT T\ AlGGAR-—-—------ GGTCCRI®TTCGG]
939119 +
droBipl|scf7180000394085:58617- C--CAT------- ccaprcilcatgXcic--clg------—-—---- e [FerfdcTecaliclGCATGAGARCTCTGASAAAAGTGTGTTTGTTTGCTGG-CTACETCTGTGT T\ ARG AR-—-—-—---- GGTCCTCHINAGG]
58808 -
dp5 l2:7251436-7251712 - ldps 3824 [c--cm------- Gl TR eIl e e C B T AGTGATCCCCCAGTGACCAAGTGATAAGTGTGCGTC R T GCG T G T G T el g eI ¥Nx AR\ TCTGA-WAAAGTGEGTTTGT TTGCTGG-CTACEITG TG T T CANGIN - —- —- - - - —- e e T T T GGACTCCAAG T T CIlG TlilA TACA TCCAA A A GG R = SIS TTN Telin el I - A Tfelr ac TCACAINATETTCACCARCACARCACET CAAAECAACAACAGH- [ N - GT AT R craBA RN s cllc Al T aAfaTCcTTTCTCCARNT
droPer2|scaffold 0:1112036- dpe 2478 |Cc--Chla------- I \GiJeR» TEEEeleleRe BT AGTGATCCCCCAGTGACCAAGTGATAAGTGTGCGTGTGCGTGTGCGT GRE T CRE e e s g\ C N G Al c TCTGA-WAAAGTGTGTTTGT TTGCTGG-CTACHTTG TG T Ti\C AL - — - — - —-———- G R T TTINGGATTCCAAGTE T NCHG T/oilA TACA T CCAAA A GG R [Tl N Telia leleddY- A Tfer Ac TCACANATETTCACCAACACARCACE TCAAACARCAA CALNGH- LA N - D R T — — —— —— ———————— cTARARENAASIele NG T AN T Al TCT TTCTREEEI /SN
1112314 -
droWil2|lscf2 1100000004902:91376-||dwi 5413 |c--fgAT------- A -T2 A G T G- R - R e TGC ARG i TG AR A NG AGARCc TCTNA -BAAAGTGTGT T TG T TTGC TGGRC TACETITG TG T TENC ARCEE RN - [N - - - - -[ehE s b AT — - — - ————— - e — - - — - e (Tl el [Eleleb B A ThiA Al T C ACAINATG T TCAGCAAGACAACACCE T CAEA A Al cAACAllcA -BimTAC-A A A - - - - o et — — — = = = = = = = = = cal
91555 -
drovir3|lscaffold 13047:936627- dvi 24633|c--lha------- Clen - - —-pe - - - - —-—-— - — - GATATGTAA T . 2 GTGCCTCTCGATAATA-C- - - -C-GT[HeGACINI A TNl VN Nelel el L del il Velohife A el v o G li T ileiNel i A T[elelC - GAAGTCTCGACGGCTG-[BTGC - - EEEEEEE i — i — —— ———————~- - - L Jelehfer. et~ e pip T - A feRbiA ClECcAINATE T TCACGCAAGACAACACE T CErAlgcAngcEc AN - caTlle - AldoaTlg- - - - - - —-————————————- TSl i — — —— ————— ==~ -]
936829 - \
droMoj3|lscaffold 6540:4939430- dmo 3125 |c--E@T------- bcaeTc-c---pE8y--c---- - - GATGAGAGAN- - - T/ AScAIACI A AJNSNAINSGEYN-Xelide] el Ll el Ll Nelel delelslC /NG Gl TNl A A T[EA T - GAAATCCTGTCAGCTG- TTGC - - REEEE it — i — - — —— == ———~- B2 R {T N Tekin En i A lfeln A cldcACAINATETTCAGCAAGACAACACE TCAAAECHAECEC AN N - LN T/l - - —— ————————————-—-———~— i T A A BT — — — — - — = —— — — — AT
4939617 -
droGri2|lscaffold 14906:5355629- ||dgr 460 |C--Cle------- Bcaerc-L%---Ive--g------—-- - - - - - GATATGTGA T e e - - —————————- BrecrfsccaderiNcacalNeTC TGA-[EAAAGTGTGTTTCTTTGCTGG-CTACETITG TG T TEC AR EVeer VX J.VXeTelelel YeTol. Xeln i delell - — - — - — - - - i - - - === === TGCTGCTGCTCCTGCTGCGGGTGCGTTCGTCATGTINGGT TARNGCINNCAING 2" Nl el NEle. VeI Nor Vo o ISRV N G NG S C ol T C e il - - B - - - — - - EE R et - — — = = = = = = = = = -]
5355835 + \
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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
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:15728105-15728295
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:15728105-15728295
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_143.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:14862061-14862251
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32453.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:6217163-6217355
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_164.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:15403094-15403287
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1515.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:10242929-10243122
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1789.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409692:688205-688398
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:8304870-8305041
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415380:1425442-1425621
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490995:524393-524581
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777158:35324-35493
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453800:2293598-2293790
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302475:1404915-1405115
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:938942-939119
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4036.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394085:58617-58808
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:7251436-7251712
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3824.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:1112036-1112314
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2478.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:91376-91555
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5413.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:936627-936829
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24633.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:4939430-4939617
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3125.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:5355629-5355835
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_460.html

ID: Coordinate: Confidence: || Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dse 136/ scaffold 5:2402572-2402634 + | confident | Canonical miRNA | intron
IS R E SR P Tdmis match in alignmen _
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Hairpin partition -# Sense -8 Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intron [Dsec\GM 1846 1-in]; utr3 [utr3 plus 306]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M054
V115 v1i14 V113
CCCAGCAATCTCCTTCAGATTTGTCACATAAGTGTTGAAATCAGAATCAGAACGTGTCTATGAGTATGCAGCATAAATACTTTAAAATTGATGCATACTCTTAAACACAGCTTATAGTGATTTCTGTGGCACCCTCTATGAAAGTATTTGAAATGTTCGACAA female
Read # Hit |Total head embryo body male
R L N A A O T C O R T T O 1)) D) N))) o)) ) ) )))))) ) L Lk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** gjize Mismatch Count Norm Total body
.................................................. AACGTGTCTATGAGTATGCAGCA . « ot e e e et e et et e et e e et et e et e et e e e e et e et et e e e e e e e e et ettt et e ettt e e eie e 230 1 16.00 16 13 3 0 0
.................................................. AACGTGTCTATGAGTATGCAG « « « ¢ o e e e e et e e et e e e e e e e e e et e e et e e e e et e e et e e ee e e eeeeaeeseaeeaeaeeneaeeaeeuenenneneanaaa 2l 0 1 7.00 7 6 1 0 0
.................................................. AACGTGTCTATGAGTATGCAGC  « « e v e e e et e et et e et e e e et et e et e et et et et e et e et e e e e e e e et ettt ettt ettt et 220 1 7.00 7 3 3 0 1
.......................................................................................... ATGCATACTCTTARACACAGCT . ¢« e et e et e e et e e e ea et ea e eaeaneaeanaaeenenean 22 0 1 5.00 5 1 2 2 0
.................................................. AACGTGTCTATGAGTATGCA . ¢+ v e et e e et et et e et e e et e e et e et et et e e et et e ettt et e et ettt et eneaeeneaneaean 20 0 1 2.00 2 2 0 0 0
................................................ AGAACGTGTCTATGAGTATGCAGCA . ¢« & e et e e et e e e et e et e e et e e e et e et et e et e e et e et et e e e et e et e te et ea et eaaaaaaaeaennaa 25 0 1 1.00 1 0 1 0 0
................................................ AGAACGTGTCTATGAGTATGCA . « « e et e et e e et e e et e et e e et e e et et e et et e e e et e e e et e et ettt ettt et et 22 0 1 1.00 1 0 1 0 0
................................................ AGAACGTGTCTATGAGTATGC « « ¢ e e e e e et e et e e e e et e e e e e ae e et e e e e et e et ee e e aeeaeeeaeeaeeeeeeaeeaeeaeenneeaeeanenneeneeanaaa2l 0 1 1.00 1 1 0 0 0
Anti-sense strand reads
MO054
GGGTCGTTAGAGGAAGTCTAAACAGTGTATTCACAACTTTAGTCTTAGTCTTGCACAGATACTCATACGTCGTATTTATGAAATTTTAACTACGTATGAGAATTTGTGTCGAATATCACTAAAGACACCGTGGGAGATACTTTCATAAACTTTACAAGCTGTT female
Read # Hit Total body
AR R e e N A O A N N T N O 1) DIIIINND) L)) )D)) L)) L)) i u))))) ) ) L. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k**x 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
droSec2|scaffold 5:2402522- dse 136[CCCA------ GCAATCTCCTTCA-————————————————————— o GATTTGTCACATAAGTGTTGAAATCA-—-————-—— GAATCAGAACGTGTCTATGAGTATGCAGCA T AR AT AC T T T A= — — = = — = = — = = — = = = — = = o AAATTGATGCATACTCTTAAACACAGCT TATAGTGATTTCTGTGGCACCCTCTATGAAAGTATTTGAAATGTTCGACAA
2402684 +
ldrosim2|21:4151862-4152024 + | |ccca---—-—- GCAATCTCCTTRA——————————————————— o ———— GATTTGTCACATAAGTGTTGAAATCA-—-————-—— GAATCAAACGTGTCTATGAGT BT GCAGC AT A AT AC T T A = — = — = = — = — = — = — = = = o o AAATTGRICHATACTCT TAAECACACCT TATAGTGAT TTCTGTGGCACCCTCTATGAAANTATIN GAAATGTTCGACAR]
|dm3 lchr21:4304931-4305079 + || |cBca------ GCAATCTCCTTRA-—=——=—======—==——————— AATTTGTCEATAAGTGETGAAATCA-~—~~——~—~ GAATCABAACGTGTCTATGAGTATGCAGCAT AAATACT T T A= = == = === = = = = = = = = = = = = = e T XSl T A el A felGiE T A TAGT GATTTRITGEGGcaccrcTaTGAAARTATTTGAAATRITTCRACAA|
droEre2||scaffold 4929:4381706- PN CTETaTAGTRATTTCTGTGHCECCTCATGAAATATT T A AlS TG T TR AR A A
4381857 +
ldrovak3|[2L.:4335787-4335921 + | [C2G - E—— - - — - - S A I S C R A TTIGT CLA T g A AATCA— — — = —— = ——— A e Y e T ¥ A A e N A T e T N Gl - - — - - - e BNNNINE~ A AT T RTCCEHEC T T Al ANl NS T2 TAGTGAT TTCTGTGGCICCT ErcTrcRalan)
GoBugl[sciI180000409550 1759815 |CER - - RERT TR e R -~ IR EEEREEEEEEEEEEEEEEEEEEEEEEEE R -~~~ -~~~ ~~~~~~-~~~~------~~-~--====--~-===--==-=----=----=-----------------——————— . EESEGASEE ______EcEihor
1759847 -
droBiallscf7180000302261:2763347- RN BT T T CCAT AT Tl ACAC el GETINNEA G T T T T TE
2763462 +
droTakl|lscf7180000414050:77719- Ci------ Beag¥rccriler-- - AJA AN TGN A WS TG GG T TTAAACTAT T TTINA - - T TIAGELIELTEFNA AINEVNGEFNA TGAINNNA T AA AJNTA T T T TGTTGCATAGTTTAAGACACCTAAATAAAATAGTTTAAAGCACTAACAATTTCTGAGCCTAAAAGTATACAATGAAAATATAAAATINT THINA THEG NN Tl G TCTGINT GCEATNTENeA A AlECH - 8T TG T GINUTIGINET]i - - - - - - - TAAGTINALNN
77970 -
droElel|scf7180000490458:225435- cllca--—--- AN A - - — — — - e AINIA A AJATINNT - - - - - - AGH\GIET
225521 +
dromnol][>oF7180000780062: 22262~ S o
22263 -
PASS/FAIL
Generated: 08082015 at 07:41 BM
crit.loop 0
crit.mor 0
crit.half 0
crit.total 1
crit.pairing 1
crit.top3 1
crit.tptop3 1
crit.uri 0
crit.back 1
rescue.total 0
rescue.dominant 0
rescue.known 0
rescue.confident 1
rescue.candidate 0


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:2402522-2402684
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:2402522-2402684
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_136.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:4151862-4152024
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:4304931-4305079
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:4381706-4381857
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:4335787-4335921
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409554:1759815-1759847
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302261:2763347-2763462
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414050:77719-77970
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490458:225435-225521
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780062:22262-22263

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dse 994 |scatfold 2:1746188-1746365 - | confident | Canonical miRNA |intron

Legend: mature star [FTRTPYS WPV PTNOOT, mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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dse_994_annot [-35.3]

Show Alternate Folds‘

Flybase annnotation

intron [Dsec\GM14179-in]; CDS [Dsec\GM14179-cds]; CDS [Dsec\GM14179-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads H show mid mismatch reads H

MO054
V114 V11i3 v115

CACCACGTGTCCGGCGAATGCCAGTGTGCGCCCGGTTTCACGGGTCCCCTGTAAGTGAACGGAGGGGCGTCTTTGGCGGCACAAGCTTCTGGCCGAGGATTGGGATTAAAATGAATCGTAGAATGCAATCAATATTTTTCGTGGCTGTGATCTAAGGCCGTTGCATCCTACGTTTCATTTTGCTCCTGCTCCAACGCAAAACCCATACTAATACTCCGCTCCAACTAGATGCGATATGCGATGTCCGGACGGARAAGCATGGCGCCCAGTGCCAGCAGG female
Read # Hit |Total embryo body |male head
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Anti-sense strand reads

MO054
V115 v113

GTGGTGCACAGGCCGCTTACGGTCACACGCGGGCCAAAGTGCCCAGGGGACATTCACTTGCCTCCCCGCAGAAACCGCCGTGTTCGAAGACCGGCTCCTAACCCTAATTTTACTTAGCATCTTACGTTAGTTATAAAAAGCACCGACACTAGATTCCGGCAACGTAGGATGCAAAGTAAAACGAGGACGAGGTTGCGTTTTGGGTATGATTATGAGGCGAGGTTGATCTACGCTATACGCTACAGGCCTGCCTTTCGTACCGCGGGTCACGGTCGTCC female
Read # Hit Total head male body

Kkkkhkkk kR Rk kkkkkkkkkhkhkh kAR ARk kkkkkkkhhhhk kA Ak kkhkkkkkhhhhkkkkkkhhkkkkkhhhhkhhkhkhkrhkhrhkkx IR I N N T (CC(e e e 1))))DD)DD)NN)NN)SINNDDD))) L)) ) ) ) L)) ) L L kkkkk ek ok ok ke sk ok ok ke sk ok ok ke sk kb ok ke sk kb ok ke k ko ke ko k ko kkkk ok kkkkkokkkkkkkkkkkkkkkkkkkk*** 5jze Mismatch Count Norm Total body

| el ol ek i e TeT el NN P 19 2 2 0.50 1 0 1 0

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2|scaffold 2:1746138-1746415|dse 994 [[CACCACGT————— === - - ————— o - o - GTCCGGCGAATGCCAGTGTGCGCCCGGTTTCACGGGTCCCCTGTAAGTGAAC-———————————— GG-—-—-=-——- AGG-GGCGTC--TTT--—--- GGCGGCACAAGCTTCTGGCC--GAGGATTG-GGATT----AAAATGAATCGTAGAATGCAATC--—-—-————————~— AA—————————mmm— e —— - T-ATTTTTCGTGGCTGTGA-—----- TCTAAGGCCGTTGCATCCTACGTTTCATTTT-GCTCCTGCT——————————————————————————————— CCAACGCAAA-ACCCATACT-A-ATACTCCGCTC----—----- C-—=m——————- AACTAGATGCGATATGCGATGTCCGGACGGAAAGCATGGCGCCCAGTGCCA- -~ === ——— =~~~ ——————————————————————————— GCAGG

ldrosim2|[31:1629569-1629846 - [ K S S N e ———
ldm3 lchr31:1719696-1719972 -  |dme 418 |CACCACGT-———— - GTCCGGCGAATGCCAGTGTGCHCCCGGTTTCACGGGTCCCCTGTAAGTGEAC-—————-—-———- GR--———-—- AGG-GGCETC--TTT----- GGCGGCACAAICTTCTGGCC--GAGGATEN-GCme--—-AAAATGAAINEGCEAGAATGCAATC- - — - - - - - ————— L —,,,,, P PRSP = TWATTTTTCGTGGCTGEGA-—-—-—- THTHAGGECETTCCATHCTACCT T TCATT TT- GCTCCTGC T ————————————————————————————— CCAACGCAAA-ACCCATACT-A-ATACTCCGCTC——-——-——~ Cmmm—mm— = AACTAGATGHGATATGCGETGTCCGGARNGGAAAGCATGGCGCCCAGTGC A= —— == — = — = — = — =~ — —m —m o GCAGG|

droEre2|scaffold 4784:1702664- der 151 0|/CACCACGT——— == === == =~ - GTCCGGCGAATGCCAGTGTGCGCCHGGETTCACGGGTCCCCTGTAAGTGEAC-—————-—-———- CR-——-——- acG-Recfrc--rTT----- ceeocCpalcTTe TG Clg- - GAGGASG - Gopme- - ——AAAATGAALNCGTAGAATGCAAT]g--—-—-—-———-- I e T-ATTTTRMGTIRGCTCA-———-—- THTEARNGECETTCCATCCTECCL T CATT TT- L\ C TCCTGCT-— -~ ==~ = — - — - — o m oo CCAACGCAAA-ACCCATACT-A-ATCTCCGCTH--—------ C—m—mm—————— AACTAGATGCGATATGCGETGTCCGGACGAEAACAGGCGCCCAGTGCCA-————m—m o GCAGG

1702939 -
ldroYak3||3L:1671764-1672002 - ldya 668 |CACCACGT- === === GTCCGGCGAATGCCAGTGTGCGCCHGGTTTCACGGGTCCCCTGTAAGTCEAR------------- B-----—-- ---F---- - - - - - R e — G G AT GCie-———AAAATGAAINCGTAGAATGCAE- - - - -—-—-—-—- I T-AeTTTCGTGGCTGTGA-—-—-—- THTEARNCECETTCCATCCTECET TCATT T T- L\ C TCCTGCT-— - — - — = — =~ — - — e CCAACGCAAA-ACCCATACT-A-ATECTCCGCTC--—-—-—-- e AACTAGATGCGATATGCGETGTCCGGACGGBAAGCATGGCGCCCAGTGC A== == == — = == — =~ — —— o e Rcacg

droEugl|scf7180000407756:39346- CAC A G T = = = = = = = = = = GTCCGGYGAATGCCAGTGTGCGCCHGGTTTCACIGGTCCCTGTAAGTGEAC-- - - - - —-———- LYY cc-Becrc--T1fg----- GGCGGCAMAARCETIITGCl- - cAlRA TN Xoe - —— - AAAAMAAINCGTAGAATCC O - - — - — - —- T T GGG G e SR GIAANA - - - - - - - AINEINTTC T TA TSI TINA Ao A AT NI NGTEA A Gl i R T i Sl ele GREE T GTTAGGT TA TG ccafdcleifdrn-allciaTacT-a-aTldcTccoe TH-- - —-—-- R AACTAGATGCGATATGCHETGECcCGGACGAEAACATGGCGCCCAGTGCCA- -~~~ m—mm e GCAGG
39641 -

droBial|sc£f7180000302428:8410899-
8411052 —

droTakl|lscf7180000415095:40028-
40153 +

droElel|scf7180000491249:3840643—
3840868 +

droRhol|scf7180000776850:217126-
217435 +

droFicl|scf7180000454113:356473~ OOy e R .- e s - — s ,— A e L .-, ---H-F GTCCGGCGAETGCCAGTGTGCGCCCGGTTTIACGGGTCCCTGTAAGTGEAC---—-—-—-———- coleg N cci\ceccec--TTT---- - e - - E2 GG AETH- cclddr - - - -fdaaEriiaaldccTacaTeC A A CIE N e le - - AR - - - - - - - - —— o - I e — — — — — = — THTERIGGCXTCCATCCTACCET AT T T-GIXec L - —-—-—-—-——-———————————- cErBGAAeC- - - - - - -B-BrRraNSNTNA ClicTAA[SelsC/oREEEEEE Comm—mm— - AACTAGATGCGAMATGCGETGTCCGGACGG@AAGCAGGCGCCCAGTGCCA— -~ =~ = — - — - — - m oo oo GCAGG

356728 +
droKikl|lscf7180000302577:200384- CAC C ARG T~ — = = = = = — —— —— - BT CCGGCGATGCCAGTGTGCGCCCGGTTIACGGGTCCCCTGTAAGT G- —-—-—-——-—— -~ - G- cifeciifsr rlelsleifec GI\GE c AlA ST TR TS C CiiG A GGIT TINS LN - - — —AAAATGAATCGTAGARTRICHIE - - — - — - - B---E CTATGCATGCCACATTTTATTAREIAIN- - — - — - ———————— - — R AT T T TAME CCIET A TP NTEA T C I ENE T - TG-[$CCCGTGGCGCTTTGCCAAGTCTCCTTCCREREIeA CClelaSc RN TISe C-NChEF-CF-i C/ohix lelelFe R e AARTAGATGCGAATGCGETGTCCGGACGGEAAGCAMGGCGCCCAGTGCCA— -~ =~ = — - — - — o m o m oo GCAGG
200696 -
droAna3|scaffold 13337:1119407- G C A G T — = = — = = = = = = = GTCCGGCGARTGCINISTGTGCGCCEGEETTCACGGGTCCECTGTAAGTClge
1119716 +
droBipl|lsc£7180000396371:1451505- CAC CAC G T —— = = = = — = = = =~ = - Ehlelelelelelel\GiNele A c Cieliele A Sfelclele c iliNeI Neleleleldele c elidel:V-Nelide c G G
1451819 +
dp5 XR_group6:13159287- GI\GECETIcAGCGGGGAGTGCGAGTGCGCCAAGGGCTATACGGGCGCCAGGTGCGCCGATGTCTGTCCGGAGGGGCGCTTTGGCGCCAGCTGCTTGGAGGAGTGCCGCTGTGAGAACGGTGGCAAGTGCCATCACGT CiNSCHENSAGIIEST CCNeiNelsclaslelele Gl NSIcIclchi eIl SN el V-V-NINer\C/8lGCCAGATCGTGGCA
13159590 +

droPer2|scaffold 88:198142-198362
+

droWil2|scf2 1100000004511:937379-
937447 -

droVir3|scaffold 13049:2351725-
2351952 -

droMoj3|lscaffold 6654:1516695- CGTACTCGGGCCAGTGCGAGTGCGCGAAGGGCTACACGGGCGAGAGGTGCGCGGAGACGTGTCCGCCCCAGCGCTACGGCGAGAAGTGTGCGGAGCTGTGCCGCTGCGAGAACGGCGGCAGCTGCGATCACGT GEGCGCCCGGRTTCACGGGTCCCCTGTAAGTCEEC

CAECAET AACCGGACGCTGCGAATGCCCGCCCGGCTATATGGGCGAGGTGTGCATGGACGAGTGTCCGCTGAATACGTACGGACGCAACTGCACGGAGAAATGCAATTGCCTGAATGATGCCGCCTGCAGTCC

1516988 +

droGri2|lscaffold 15110:3382751- AN C A T — - — - — o ErcceecinfgrccifderereciiccceagridcacceeTecifiTcTAAGTAEAC- - - - - - - - - -
B2 922 =
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2:1746138-1746415
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2:1746138-1746415
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_994.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:1629569-1629846
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_4243.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:1719696-1719972
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_418.html
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=scf7180000415095:40028-40153
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_group6:13159287-13159590
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_88:198142-198362
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_13049:2351725-2351952
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6654:1516695-1516988
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:3382751-3382922

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dse 145 |scaffold 1:216664-216734 - |confident || Canonical miRNA || antisense to_intron
Legend: mature star i\ C3 (E1(9 i 91N g 11111 mismatch in read
Predicted structure
©-—@
@ ©
o & ® Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
@& = B
e ®\© g‘%@ 60 1
@ 5% E?l - } 0 =
U o) — T~ 0
@ Ck*q; G o
///I n - n — -
o = 8 0 - E 5
40:@*@ ] c o o E
| ® o i) B -
©%©I : ° o o = " - o
| =70 n - [Tip]
© c ~ ! | L o 8
| @ n " Il lE_C
@ - o -
g I -y 2] .
SO‘M o o - o
=3 ! | . | o I P 5 -
®*® 216750 216700 216650 o I I I I I I Qgi‘\‘“ ie & @
@r:_——-_‘@‘&(@ ‘“—@\_\ enomic Position 18 19 20 29 29 29 Q‘Z‘r I I I
' [/ @ .
—o Size Condition 216750 216700 216650
gi%© ® Genomic Position
K@ ' Hairpin partition - Sense -# Antisense Mature Star
20 ( . II'.
&,‘g@ 8 g
® \‘@___M __@5/ Hairpin partition Mature Star
,.~'®__-®_®\‘\®f 5;0
/® !
© w00
|
} !
® :
10’%
\\ ,/’
®._®_ _@_.-"@
dse_145_annot [-32.8]
Show Alternate Folds
Flybase annnotation
Antisense to intron [Dsec\GM20885-in]; Antisense to CDS [Dsec\GM20885-cds]; Antisense to utr5 [utr5S plus 3160]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
v1il4 V115 Vv113
GACTGACTTGCCCCGCCCCCTGCGACCCGCGCCCGCACAGAATTAATCAATTGGCTGGGGCTGGTTGGGGCACGGACCGAAGACGGCTGACAGAAAGCCCGTAGCCAAAACCAGCCGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGG female
Read # Hit Total embryo body head male
*hkkdkkkkkkhhkkhkkhkkhhkkhkkhkkhkkhkkrx L., O P O G G O G O G P (o G GO (O (PSS (CCC. ... MINI)))) L MIM)))) e )))) ) ) Fxkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkk**x* gjze Mismatch Count Norm Total body
................................................................................................. CCCGTAGCCARRAACCAGCCGAAT « v v ettt ettt e e teee ettt et sttt eteeaeneenee 23 0 1 11.00 11 7 1 3 0
................................................................................................. CCCGTAGCCARRAACCAGCC G A . + et ettt e ettt et te e teeeeteeseeeeaeseeaeaneeenenaa 2 0 1 4.00 4 2 1 0 1
................................................................................................. CCCGTAGCCARAACCAGCCGAR . « v v e ettt e te e st e et ee sttt et ettt 22 0 1 4.00 4 3 0 0 1
.................................................. iideleTolieleletelohel et el el et el o)\ A~ 72 1 2.00 2 0 1 0 1
.................................................. s eletolieleleteloh el et el e] el O~ s B 1 2.00 2 1 0 1 0
.................................................................... GGCACGGAC CGAAGACGGCTGARC . v v e v v v v e o s s s s o s e s s s aasssasesssanesnsssanssssossssoesesoeeesoseosssesnsnseansnenea23 0 1 1.00 1 1 0 0 0
................................................. F N elelokie]elelelok el el i el ] el R~ 3 N 1 1.00 1 1 0 0 0
............................................................................... AAGACGGC TGACAGA ARG e + v v ettt et e e e te et teee e tetee e ettt e e e e e e e e e 18 0 1 1.00 1 0 1 0 0
.............................................................................................................................................. CGTTTCGGCGATTTGTTTCCA. ....... 21 0 1 1.00 1 0 0 0 1
.................................................................................................................................... GCACACCGAGCGTTTCGGC . v v v v vveeeeeennaaa 19 0 1 1.00 1 1 0 0 0
................................................................................................. CCCGTAGCCARAACCAGCC A . « v v it ettt ettt et e ettt et ettt ettt ettt eeeeee 22 1 1 1.00 1 1 0 0 0
............................................................................................................................ CTTACCAGGCACACCGAGCGT + v v v vt v v eeeeeneenneana. 2 0 1 1.00 1 1 0 0 0
............................................................................... AAGACGGCTGACAGAAAGCC G T + v e v et e e et e et te ettt ettt ettt et ettt ettt ettt e et e e e .23 0 1 1.00 1 1 0 0 0
.................................................. I 6 (6 (& 65 G 6 I (210N (i 1 1.00 1 0 0 1 0
....................................................... i eleleteloheleki el e]eleloF:N o] e RPN I BN 0 1 1.00 1 1 0 0 0
.................................................. i eletok el etelod e et ] ] e R A B ¢ 1 1.00 1 0 0 0 1
................................................................................................. CCCGTAGCCARRARACCAGCC G e v vt ettt te s aetesaeseeeeseesesaeeeeaeseeaeenenennenaaaa 20 0 1 1.00 1 0 0 1 0
................................................................................................................................ CCAGGCACACCGAGCGTTTCGG . v v v v v veeeeeennnnna. 22 0 1 1.00 1 1 0 0 0
.................................................. udeleolielelelelohelehiieleTeTelor:\ A - 1 1.00 1 0 1 0 0
......................................................... eTelelokieTel iy elete]eloy:N ol e] - - N~ B 2 0.50 1 0 1 0 0
Anti-sense strand reads
M054
V115 Vv1il4
CTGACTGAACGGGGCGGGGGACGCTGGGCGCGGGCGTGTCTTAATTAGTTAACCGACCCCGACCAACCCCGTGCCTGGCTTCTGCCGACTGTCTTTCGGGCATCGGTTTTGGTCGGCTTAAAGTGAATGGTCCGTGTGGCTCGCAAAGCCGCTAAACAAAGGTCCAGACCC female
Read # Hit Total head body | embryo
kkkkhkhkhkhkhkhkhkhkhkhkhkhkhhkhkkhkhkkhkhkhkkkhkkx A N N T (CCCeeenn.. IINII) D)D) IMII))) e )))) . )) *kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k** gjze Mismatch Count Norm Total
............................................................................................................................... TGGTCCGTGTGGCTCGCARA . « v vt v v e eeeeeneeenean.. 20 0 1 1.00 1 1
......... (ofelele]elofelele]e]ey-N o] el ek ] s I R O 1 1.00 1 1
............................................................................................................................... BAGTCCGTGTGGCTCGCAR . « vt v et veeeeenenennennaa. 19 2 2 0.50 1 0

Show Alignment With Reads‘

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

ldrosec?2|scaffold 1:216614-216784 - |dse 145 [GACTGACTTGCCCC AATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGG

ldrosim2|2r:3414600-3414777 - ldsi 3244s5|lcacTeacTreccce AATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGG

|dn3 lchr2Rr:2550221-2550397 - ldme 391 |lcacTcacTrajccc AATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGG

droEre2|scaffold 4929:19995113- der 1535 |[GACTGACTTGHCCC AATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGG
19995284 +

ldroyak3|21.:15295151-15295320 - lava_1816 |cacTeacTTi®ccc AATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGRG]

droEugl|scf7180000409462:3423831~ GACT/ el ce AATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGG
3424004 —

droBiallscf7180000302292:3601010- McTcacTTCRCHC AATTTCACTTACCAGGCACACCGAGGTTTCGGCGATTTGTTTCCAGGTCTGGG
3601196 +

droTakl|lscf7180000413887:52797~- I CElcacTleciiccc AATTTCACTTACCAGGCACACCGAGRGTTTCGGCRTTTGTTTCCAGGTCTGGG
52999 +

droElel|scf7180000491217:467809- TTTCETIGIT - - -8 AATTTCACTTACCAGGCACACCGAGRGTTTCGGCGATTTGTTTCCAGGTCTGGG
467958 +

droRholl|lscf7180000766409:436060~- GAC[EGACTTGRCHR - - ————— === == == ——— o - -l C TR — - — - —————————- ------- E---—--ba ffel-felccc-—--—————————- A CAGAAT-TAATCAATTCCCT — R C G T T GGG CC A CG G A i~ — = — = == == == = = — = — = — o - e C A — = — = — = — = — e A A GCT A AN A el e e e C S N~ AACCAGCCG-—-—- AATTTCACTTACCAGGCACACCGAGRGTTTCGGCGATTTGTTTCCAGGTCTGGG
436214 -

droFicl|lscf7180000453955:756388- cTGACTRECCC -~~~ === = Bccc------- Glolil- - - - BC---—-————————- Nec--fccc---—-———-——-—- ERYACAGAAT-TAATCAATTCCCT — EiiC T TG G C GO A C GG A i~ — — = === == == === =~ — — = — = — o - - — - - - - — [ cA A AGC TR g&s----— - - -EXE A ClcGTAGC -~ - - CAAAACCAGCCG----- AATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGG
/56544 +

droKik1|scf7180000302470:115522~ Gl N et — ———————— GCCTCAGTCTCGGCCACTGCCGTCGREEEI — — TCGACTCT|ShN- — - — R ------- E---—--ba GCC [ T BEVACAGAAT-TAATCAATTCCCT - Cllm G T TG GGG A CGG A R~~~ — = — === == — = ————— oo o - e — — — = = — = = = = --—-—-- BAGCCCGTAGC—————————————————m o —m CAAAACCAGLICG----- AATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGG
115685 -

drohna3|asaiiold 13266:18464282- B - L B B D B -~~~ --------o-ssmmo-moooossmoooooooooeooooo R R R - CAEERGCC0== == =ARN T TCACT TACCHOOm CBCCGAGCGTT TGO T GRT TCCAGGTCTG0G
18464350 +

droBipl|lsc£7180000394114:19879- clecieyc TN e - - - - - — - - ccpjc------- S C T T chy-------fg------ wcE--Eeccc----—-—-————-- T T TN G Y N e - T - - - — - — - T T e G- - - - - - - - R e e — — — = = = = = = = --—-—-- N ChicCl - - - -~ -~ - INeJel- - -calenfelicacccg----- AATTTCACTTACCAGGHACACCGAGCGTTTCGGCATTCETTCCAGGTCTGHG
20019 +

EEE [3:813154-813375 - laps_3846 |cECTNEC T —————————=============—————————————————~——— - - — - B A CCC el - - - - B -------g------ T CGCC T cTGINTNN BN HFIIN L TEGIIT[E - - - -[iT[ELliElEleeldNCAGT/8CGACGTCTCTGCCACATACTATATCTACTGAGATATACCCCAGAGCAGACCGACCTGGACCCGGACTGCGCTGGGAGT CG - - - - - - - [ TG e e e GA--——-—- e C — = = = = = = = = = = caneicd¥\cc--—-- AATTTCACTTACCAGGCACHCCGAGHGTTTCGGCGATTTGTTTCCANGTCTGGG

ldroper2|lscaffold 2:988990-989211 - |ldpe 2523 |cEcTiXEC T/ iR~~~ ————————=——===———————————————————————— i - —— LNeLekiC T - — - —-————-—-—-~- -------fg------ T CGCCCl T R cTCUININNBVNYSNI VN LiTEcliTE- - - -[iT/llelEleleld eicAGTéCGACGTCTCTGCCACATACTATATCTACTGAGATATACCCCAGAGCAGACCGACCTGGACCCGGACTGCGCTGGGAGTCGI - - - - — - [T e GA--——-—~- B C = = = = = = = = = e canlicaNcG-—--- AATTTCACTTACCAGGCACHCCGAGHGTTTCGGCGATTTGTTTCCANGTCTGGG

drowii2[saiz 1100000004952 :2045050- E— e B B - e B EEEEREGC-------mmmooeeee- S~~~ IEEEiAACCAGDC XY T 1 CTTACCAGGCACACCRAGROTT TCGGCAT T T GBI TCCAGOTCT G0
2046050 +

drovir3|scaffold 12875:15432432- dvi 24655|FecTCRCTRECIE-——————---=—=====—=== =~ PN - - ————- i~~~ === ——=—=—=—~ B-----------—-- - - - —-—-—-—-—--- —————— - R A N T - - B - - - - e e et — — — = = = = = = = = = = = CACTTGCCACACAGCTTATGGGCTGGT TGCACCCTTCGCT TCGGACCCGT TTCGACAAGAT AT TACAAACH A A A e T o e A — - — - — - TCAAAREEE AATTTCACTTACCHgRNACECCCACHGTTTCGGCRTTTCETTCCAGGTCTCG
15432601 -

droMo7j3|scaffold 6496:8364707- dmo 3163 |GG e~ — —— ——————————=——=———————————————— GTCGTATGTC/{MTREEEEE [T TGCCAGCCCATTCTGCAMECGTTCCACCCTCTC T(eoREC T/¢{T TCTCT TGTGTACGAA SN TN eV i T elolie - - — - — - — - — — e A S G A - - — - — - e CE e - ClXelelefel - [€C@\GCTGCCTTAGTTGCCTCCGCGGCCAATACEEEEEEE TCAATTTCACTTGCCACACAGCT TATGGGCTGGT TGCACCC TR — - R T C G GhC A el e T T R i - CAAEREARIVNY-————aaTTTCACTTACCEHNACliccilaclicTTTClAGCGATTTGETTCCARGTCTCG
8364975 +

droGri2|scaffold 15245:12234344- Chad—-—-—--AACAREEEE AATTTCACTTACCAQEAClECCCACEGTTTCGGCGATTTGET TCCAGGTITGHG
12234599 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:216614-216784
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:216614-216784
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_145.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:3414600-3414777
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32445.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:2550221-2550397
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_391.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:19995113-19995284
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1535.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:15295151-15295322
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1816.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409462:3423831-3424004
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302292:3601010-3601196
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413887:52797-52999
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491217:467809-467958
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000766409:436060-436214
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453955:756388-756544
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302470:115522-115685
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:18464282-18464350
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394114:19879-20019
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:813154-813375
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3846.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:988990-989211
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2523.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004954:2045959-2046050
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:15432432-15432601
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24655.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:8364707-8364975
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3163.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:12234344-12234599
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scaffold_0:8105434-8105495 - Canonical miRNA
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Predicted structure

Small RNA-seq Read Density Read size distribution
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Show Alternate Folds H
Flybase annnotation
CDS [Dsec\GM24452-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V115 V114 V113
GCTGTGGGTGTGGTAGTGAGCAGTGCAGCGGGCGGAGGTGTTGGTGTTGGTGGCGGAGGAGTTGGGGGTGGTTCCCTTCCCGGTGGCACCACCTCCTCGTCCTCCGCCTCCGCCACCGGTGGCGTTGCAGCGGGCGGCGGCGGCAATTCGGCAGCGGCACTC female
Read # Hit |Total head embryo male body
edokddokddkokddkokdkokdkkdkddekddkddkddkkrkk (L (CCCCC (O COCCCCCCCe e (O (e )Y ) eI o)) ) o)) )))) o)) . S hkekkkkkkkkkkkkkkhkkkkkkkkkkkkkk*kk*k*** 5jze Mismatch Count Norm Total body
.................................................. ieletofelel-Nele) Nekih delelelelel: cle NP3 A 0 1 18.00 18 5 9 3 1
.................................................. TGGCGGAGGAGT TGGGGGTGGTT « - « ¢ « s+ e et e e s e s et e e a e s e eeaaeasoeeeeasaseeeneasaseeenenasoeeaeaeasoarecnaanoaeaanaa-aa23 0 1 3.00 3 2 0 0 1
.................................................. i eelo]elelNele) Nekitielcle le i e PP~ B ¢ 1 3.00 3 2 1 0 0
.................................................. i eelolelelNele) Nekii el cleTcleli e e A~ N ¢ 1 2.00 2 2 0 0 0
........................... eleletelelofelelNet el el e el et N PPN~ X0 I 1 1.00 1 0 0 1 0
...................... elideTolNeloeleTeloleTey.NeTe L e i NN = B 1 1.00 1 0 0 1 0
..... eleelifelifelehNelied.Nelo7.Ne i e o PR~ N ¢ 1 1.00 1 0 0 1 0
.................................................. TGGCGGAGGAGTTGGGGGTGIl- - - - - - - ot ot et e e e ettt et et e e 22 2 1 1.00 1 1 0 0 0
.................................................. ielelo]elelNele) Neliik elele] lc i LouNmu AU B ¢ 1 1.00 1 1 0 0 0
......................................................................................... CACCTCCTCGTCCTCCGCCTC t « e e e ee e ee e et e et e eeeeneeneenecaenaenaennenaeaa 2l 0 1 1.00 1 1 0 0 0
.......................... el ofeTeleTole] s Ne el el e PR - N ¢ 1 1.00 1 1 0 0 0
............................................... elel elelelele) Neles-Ne diulele]ele] e NP~ - B 1 1.00 1 0 1 0 0
........................................................................................ CCACCTCCTCGTCCTCCGCCTCC ¢ v v v e te e et et e ee e et e e e teeeeneneeaeneneeaea 23 0 1 1.00 1 0 1 0 0
........................................................................................ CCACCTCCTCGTCCTCCGCCTC M « v e v e te e e et ee e ea et e e eneeeeeaenenaeaenenneaeae22 0 1 1.00 1 0 0 0 1
.................................................. i eleloleler NeleyNe ki eTctc el R - I | 3 0.33 1 0 0 0 1
...................................................................................... CACCACCTCCTCGTCCTCC . & o ittt ettt ettt e et ettt et ettt ettt et 21 2 4 0.25 1 0 0 0 1
Anti-sense strand reads
M054
V115 V113 V114
CGACACCCACACCATCACTCGTCACGTCGCCCGCCTCCACAACCACAACCACCGCCTCCTCAACCCCCACCAAGGGAAGGGCCACCGTGGTGGAGGAGCAGGAGGCGGAGGCGGTGGCCACCGCAACGTCGCCCGCCGCCGCCGTTAAGCCGTCGCCGTGAG female
Read # Hit ||Total body head male embryo
Fkokddkokddkokdkokdkokdkkdkkkdokddokddkddkkddkrrk (L (C(CCCCC (O COCCCCCCC e e COCCCCCCCe CCCCe e eI D) o)) o)) )))) o)) . dkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k*k*** 5jze Mismatch Count Norm Total body
................................................................................................. | [oF:XeTel-NeleTole el NeTelod ele i NN PR : 1 1.00 1 0 0 0 1
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species|Coordinate ID Alignment
droSec2|scaffold 0:8105384-8105545 [dse 141 ||GCTGTGGGTGTGGTAGTGAGCAG-—=--—-——-— TGCAGCGGGC-—-GGAGGTGT - —=TGGTG—=—= === == ——— === === —————m o __ TTGG= === === === ——————m e —m TGGCGGAGGAGTTGGGGGTGGT TCCCTTCCCGGTGGCACLACCTCCTCETCCTCCECETC CGCCAC-CGGTGGCGT TG A= — = — = == = = = = = — = — = — = o GCGGGCG----- GCGG--=—=-—=—=———————— CGGCAATTCGGCAGCGGCACTC
ldrosim2||31:15623170-15623364 - ldsi 32448|GCTGTGGGTGTGGTAGTGAGCAG-—---———- TGCAGCGGGC-—-GGAGGTG T~ — i~ — —— — = ——— === === === —————————— BTGG—————mmm ClElelSlElel NEler-\E Glelelelelehiele ClslelehtiNelelelelelNelelINe o G o ok oleL Ioa lslehlslclelohlofelelele c ARISIT - - - C T8 CGATIAAGGCTCGGATCTCTACATTGATTCATATATCCAGAACCACGCGTCCGGATTGTTAGA-A- — - — - EEEE EeCcE-----—--—-—-——---- -------clgaaciiccTiEacils
|am3 lchr31:16004452-16004613 - |dme 398 |[GCTGTGGGTGTGGTAGTGAGCAG---————-- TGCAGCRGGC---AGGTGT -~ - TGGTG————— === === == —————— o TTGG=—————————————m—m TGClEGCAGGAGETGEEEETGET TCCCTTCCCGGTGGCACLACCTCCTCETCCTCCECC TG CClC-CGGTGGCGT TGO A= — = — = — = == = — - —m — o oo~ GCGGGCG----- GCGG-—-———=—————————— CGGCAATTCGGCAGCGGCECTC]
droEre2|[scaffold 4784:18248820- GCTGTRGGTGTGGTAGTGAGCAG-—-—————— TGCAGCGGGC-- -G — — -~~~ — CGG TR GCAGGTGG T GRR N e SeclEccacalgclerceleTGET TeccTTCCCGEGGCACEREEECETCERCEECEEEOIE CGC AR - CGGGGCGT TGO A — =~ —— — - — o m o m oo oo Rciicelge-—---- GCGG-—-=—-——————————- CGGCAATTCGGCAGCGGCECTC
18248984 -
droYak3|v2_ chr3L random 063:45348- GCTGTGGGTGTGGTAGTGAGCAG-——-—————— TGCAGCGGGC - - -Gl — - i~ —- - GG TR GCAGG T GG TG T A G et e s s e e e e i [SGGLGGAGGEGETGGGEEIGGT TCCCTTCCCGERGGCACEACHICETCETCCTCCEECTECGCCALY-CGGTGGCG TG A~~~ — =~ — == — - —m o oo oo Rceeec----- GCGG———————————————— CGGCAATTCGGCAGCGGCECTC
45515 +
droEugl|lscf7180000409824:59413~ GCTGTGGGTGTGGTAGTGAGCAG-—————~—~ TGCARCGGOH- - - GO — - —- - T GGG e = - — e - - — - - - - - - _[EGjIele Tlelel¥e clicE T A NelelelelelNelelel A & Nelohie A i Hel T Golea A T 2 oo e elelolel T/l A el G elele A C G o e e Rceeoile----- GlGG--—-—-—-———————- RcceaarTcidocacclecfécTc
59553 -
droBialllscf7180000302334:363869- GCTGTGGGTGTGGTAGTGAGCACHNE--—-—-- TGCALCGGGC- - GO - — — i — —— — e T = = — R T - - - - - - -[eclEciielelelele clele cllslelehlilT/Glelec A Al NE & Nole G ol a lie C el - - - [BlT/ole Glofelel- - - - CAlelelclelelelehi G 1o c R e e e GCGGAlge----- EG————=—=————————— ccldcanfdrccaclgeclcclEcTc
364003 +
droTakl|lscf7180000415815:285953- GCTGTGGGTGTGGTAGTGAGCAGCHNE---—-- TGCAICGGOH- - - GO - — — -~~~ — CG GG = - — R e e C G T G Clee i T c CFNNT cGCACCACC TSN CCTCCLNCCEC Cl e\ G GlEG G CG TG C A - — — =~ =~ = — - — o m oo GCGGGlgG----- G- ———=—=—=—=—=—-- cclirafdrccaclgcclccleciic
286084 -
droElel|scf7180000491193:5187691- GCTGTGGGTGTRGTHGTGAGCAG - - - -Nccilsaeclelsclelsccile
5187837 +
droRhol|[scf7180000767651:14807—- GCTCTCECICILCTACTCACCES [eleTCClEGGTGGCACEACCTCC T ST CRl Y NTeTe i LG GlEG G C G T[8G CA— — — = — = = = = —— —m m o oo~ - - - -Necifeaecldecldecciye
14941 +
droFicl|{scf7180000454065:1302349- GCTGTGGGTGTGGTAGTGAGCAG e ccleccTGGeACERCCTCETCEE T C eIV CLY G C ol B G ClEGG CaaCA — - — - - - - — oo Rccealge-—---- [eldle - GTGGAGCAGGAATRERITCCHNGCiNeAdecEe c/decliT
1302488 +
droKik1|{sc£7180000301706:18120- GCTGTGGGTGTGGTAGTGAGCAG GiliceaagdecAT TeadisciledalcaPacEale----c [glele - GcGGAGCTGGAGCEEEIAEc TIVACIdEEec e I CITE
18284 +
droAna3|scaffold 13248:1481063- €T - - -[eleleGlE CleliUNC]e - - - - - EEEEEEE - -cTaBCEeTcecldecldelecEEECAlEca) GCGG--=———=—=—=—————— Alg- - Teaclae TS AT CA|
1481209 +
droBipl|scf7180000396569:234493— ClCEEE e Ee e EL|cE B — — — -~ Necgedde- - —--—--—--—- GEcacciicieeecisees ccile
234618 -
B |xR_group8:8226782-8226907 +| lecTeTeeeTeTeeTAGTGAGCACHEE------ ————— - — [E[eTel — - — — [ _ T - = — — I ——————— - - - - —- - - -[EcliaacETilEcacEc il deNe G e cGle - - - EilsdaRaAGEald--- - 88 - cTeeTecaaccecceeTECNcCHEA RS ST C Gl
ldroPer2|scaffold 40:417523-417648 +| |6CTGTGGGTGTGGTAGTGAGCAGHEE------ = —— [ feTe - - — - — [ _ T e —— = — N L - - - — - - - - - -EcliaacfrjiecAcRccillcE A eI EccE - - -EitEARAEEAGEAld- - --C efele - GTGGTGCAAGCGCCGCTECHACCISA S CS Tl cclye

droWil2|lscf2 1100000004837:1626566- ETGTGGGTGTGGTAG THA/RYEGgee TING.®TGG---CAGEAFAARTCEAE----C ehicciXger cldcciciiccife e
1626652 -
drovir3|scaffold 13049:18573184- BcEcTceeTeTGETAGTRA G N NCINS T RS Cl8C — — ~ CAGGTGT~~~ TG~ — == === === === === === === ———————— - —— GG
18573288 +
droMoj3|lscaffold 6680:12673962- FcTeTGGeTGTGETAGTRA GRS T GR AR RGN - - GOl T G T~ — —[BGG TR~ — === == === === == ——mmmmmmmmmmm e aclde
12674069 -
droGri2|lscaffold 15110:19050124- Sl e Te e R YR e e LU R C NS ClEA GG TAA CACHRE T G A TElC TieTe  — — — — N _ _ _ TGGTGGRE - — - -
19050237 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:8105384-8105545
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:8105384-8105545
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_141.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:15623170-15623364
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32448.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:16004452-16004613
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_398.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:18248820-18248984
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3L_random_063:45348-45515
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409824:59413-59553
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302334:363869-364003
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415815:285953-286084
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491193:5187691-5187837
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000767651:14807-14941
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454065:1302349-1302488
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301706:18120-18284
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13248:1481063-1481209
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396569:234493-234618
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:8226782-8226907
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_40:417523-417648
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004837:1626566-1626652
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:18573184-18573288
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:12673962-12674069
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:19050124-19050237
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[View on UCSC Genome Browser {Cornell Mirror}]

dse 1647 |scaffold 9:2899892-289994S + | confident | Mirtron |intron
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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dse_1647_annot [-6.5]
Show Alternate Folds H
Flybase annnotation
intron [Dsec\GM16042-in]; CDS [Dsec\GM16042-cds]; CDS [Dsec\GM16042-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M054
V114 V115 V113
CGCATCCAGGACTACTCCTGGGAGGATCACGGCTACTCGCTGGTGGACGGGTGAGTGATGAGCCACGGCTGTTGTCCCACATGCGCTGAGCATTCACTCCCCAGGCTGTACAACGATGTGGGCATCTTCTTGGACGCCAAGTTTCGGGCCGCCT female
Read |# Hit |Total body embryo head male
e ok e ok ok ok ok ok ok ok ek ok ok e ok ok sk ke ke ke ok ek ek ke ke ke ke kol k  ((( (L. (((((.. .. .. 1)) )) e )) ) ) e hkkkhkhkhkhkhkhkhhkhkkhkhkkhhkkkhkhkkkkkkhkkkkkkkkkkkkkkkkkk*kk***x gize Mismatch Count Norm Total body
................................................................................. TGCGCTGAGCATTCACTCCCCA . + e v ettt e et e et e e et e e e et te e i eieeneeneeneea. 22 0 1 12.00 12 6 2 2 2
................................................................................. TGCGCTGAGCATTCACTCCCCAG . « « + e e e ettt e e e eeeeneeneeneeaenaenacnneneeneeas 23 0 1 7.00 7 2 4 1 0
................................................................................. TGCGCTGAGCATTCACTCCCC + ¢ v e e e et eee et e teeaeaeeeeaeneeaeaenenaeaeaenneaea 2l 0 1 5.00 5 1 0 2 2
................................................................................. TGCGCTGAGCATTCACTCCC . + v v e e e et e ee e et e e et ee e e eeteeneneeaeaenenaea. 20 0 1 5.00 5 0 0 5 0
................................................................................. TGCGCTGAGCATTCACTCCCCAGH. - o oot i e e e 241 1 2.00 2 1 0 1 0
.......................................................... TGAGCCACGGCTGTTGTCC ¢ &« v v e e e e et et et e e e e et et e et e e e e e e et e e e e ettt e e ettt et e 190 1 1.00 1 0 1 0 0
ofelor N olof-Nelel-Xod J-\oL o ol e elc)-\c N P 24 0 1 1.00 1 0 1 0 0
.................................................. GTGAGTGATGAGCCACGGCTG e & ¢« vt et e et eete e et eeee e e e teea e e e e e e e eeeaeneaaeeeneaeeaeaeneaneaenenneaea2l 0 1 1.00 1 0 1 0 0
................................................................................................................. CGATGTGGGCATCTTCTTGGA . v v v v e eeenenen.. 210 1 1.00 1 0 1 0 0
.................................................................................................................. GATGTGGGCATCTTCTTGGAC . v e v veeeeeneen.. 21 0 1 1.00 1 0 1 0 0
..................... GAGGATCACGGCTACTCGC ¢ & ¢ e v et ettt e et e e et et et e e et et e e et et et e e et et e e e e et e e e ettt e e e e e e e et et ee e e et ea e teeaenenaeaeneaa. 19 0 1 1.00 1 0 1 0 0
.................................................. GTGAGTGATGAGCCACGGCT . « e v vt et et et et et e e et et e e e e et e e e e e e e et e e e e ettt ettt 2000 1 1.00 1 0 1 0 0
.......................................................... TGAGCCACGGCTGTTGTCCC . « &+ e e e e e e e e e e e e e et et e a e e e e e ae e e e e e eaeaaeneeneeaeeaeaaenaannenaeaa 20 0 1 1.00 1 0 0 1 0
.................................................. GTGAGTGATGAGCCACGGC ¢« et vt et ettt et et et et et et ettt e e e e et e e et e e e et ettt e ettt 190 1 1.00 1 0 1 0 0
.............. ool ohielelel-Nele). i o7.Nolelc o N PP~ N ¢ 1 1.00 1 1 0 0 0
................................................................................................................ ACGATGTGGGCATCTTCT .+t vt e e e eeeeeeeeeneen.e. 18 0 1 1.00 1 0 1 0 0
................ CCTGGGAGGATCACGGCTACTCGC ¢ ¢ e e v vt ettt et et e et e et e e a e et e e e e et e e e a ettt et et et et e e et et e e e a e e e et e e e eaaeaeaenneaeaenenneaenene. 28 0 1 1.00 1 0 1 0 0
......... 7N - Yol of ol e e e} YeTe N AP - S 0 1 1.00 1 0 1 0 0
......................................................... ATGAGCCACGGCTGTTGTCCC . + ¢ e e e et e e a e e e e et et e e e e e e e et et et e a e ene e eaetaeeaanaenaenaeaaea 2l 0 1 1.00 1 0 1 0 0
......................................................... ATGAGCCACGGCTGTTGTCCCAC .+« e e e e e et et e et ee e et e et et e et et te e en e e eneneeaeaeneaneaeneneaneaen 23 0 1 1.00 1 0 1 0 0
Anti-sense strand reads
M054
V115 V114
GCGTAGGTCCTGATGAGGACCCTCCTAGTGCCGATGAGCGACCACCTGCCCACTCACTACTCGGTGCCGACAACAGGGTGTACGCGACTCGTAAGTGAGGGGTCCGACATGTTGCTACACCCGTAGAAGAACCTGCGGTTCAAAGCCCGGCGGA female
Read # Hit |Total body head embryo
ok ok ok ke ke sk ke ok ke ok ke ok bk ok ke ke ke ke ke ok ((( (L. (((( (... ... 1)) D)) )) ) e Ikkhkhkkkhkkhkhkhkhhhkhkkhkhkkkkhkkkkkkkhkkkkkkkhkkkkkkkhkkkkkkkk*kkkxk*x*x* | gsize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec2|lscaffold 9:2899842-2899995 |ldse 1647||CGCATCCAGGACTACTCCTGGGAGGATCACGGCTACTCGCTGGTGGACGGGTGAGT GAFmG=AG-——————— - - - - - _CCACGGCTGTTCTC------CCACATGCGCTGA-—--—-—-—--—=- GC=——————————————m - A-TT----CACTCC--——--—-—-——~— CCAGGCTGTACAACGATGTGGGCATCTTCTTGGACGCCAAGTTTCGGGCCGCCT
+
ldrosim2]2r:20128384-20128548 + | CGCATCCAGGACTACTCCTGGGAGGATCACGGCTACTCGCTGGTGGACGGGTGAGT GAIE G AGS S S s s s S O S L E S o E s m s S e m e E e ECACCECTeT T C == ===C cacaTeflecTfdA-—— === - - - ——- ETCTTREEEE [e- - - -1 -pfelelenplg T - - - -caf{rcc- - - - - —-————- CCAGGCTGTACAACGATGTGGGCATCTTCTTGGACGCCAAGTTTCGGGCCGCCT |
|dm3 lchr2R:19619445-19619609 + |ldme 438 |CGCATCCAGGACTACTCHTGGGAGGATCACGGCTACTCGCTIGTGGACGGGTGAGTGA AG 2l CARBITGCGCTGA-——————————- cClggN----- e - - - eleA f T - —- -cacTC- - - —-—-—-——- CCAGEBTGTACAACGATGTGGGCATCTTCTTGGACGCCAAGT TTCGGGCEGCCT |
droEre2|lscaffold 4845:20982315- CGCATCCAGGACTACTCCTGGGAGGATCACGGCTACTCGCTGGTGGACGGGTGAGTGA IS GG e S s S S e e e CCACLGCTGT TG TC == === CCACIEGCGCTGA-— — == — = — = - —- GOy —--- GecRRICATRETCCCIGUNEERETeY - - (e CCAGGCTGTACAACGANGTGGGCABCTTCTTGGACGCCAAGTTTCGGGCCGCCT
20982479 +
ldrovak3|2R:19597538-19597708 + | |CGCATCCAGGACTACTCCTGGGAGGATCACGGCTACTCGCTGGTGGACGGGTGAGTGA T ac WcachregecToa-—-——-———-—- EeGTTATCCATTTRCCATRTTCCIRTTEEEEel- —[SIcREEI BCAGGCTGTACAACGATGTGGGCARCTTCTTGGACGCCAAGTTTCGGGCHGCCT |
droEugl|lscf7180000409474:23761- CGCATHCAGGACTACTCCTGGGAGGATCANGGCTACTCGCTGGTGGAMGGGTIAGT GALNEN CCAAEEEICTGCTGAGG GTGATTT GCTCTGAGGA
23924 -
droBialllsc£7180000302143:1776883— CGCATHCAGGACTACTCCTGGGAGGATCACGGC TAMT CRC TGGTGGARGGGTGAGTGA CCTATTGL - CCCGGAA GTGAGTT GCTCTGAAGA
1777046 -
droTakl|scf7180000415400:554549- CGCATHCAGGACTACTCCTGGGAGGATCACGGCTACTCGCTGGTGGANGGGTGAGTGA CACGCTGE - TACGCCA GTGAAGT GCTCTGAAAA
554712 +
droElel|scf7180000491201:1150198- CGCATECAGGACTACTCCTGGGAGGATCACGGCTACTCGCTGGTGGACGGGTGAGT GA T\ CTCTE|TTGATTATG TCAATTT TCGCTAAAGA — — e N GG A T G T T CETHEERTer - — TG CCAGGCTGTACAACGATGTGGGCASCT THTTGGANGCCAAGTTTCGGGCCGCCT
1150360 -
droRhol(lsc£7180000778122:28604- CGCATLCAGGARWTACTCCTGGGAGGATCANGGCTACT CI{CTGGTGGAMAGGTIAGT TTCTTGATG GTAATTT CTTCTATAGA A CCAGGCTGTACAACGATGTGGGCAMTTIT TGGANGCCAAGTTTCGGGCCGCCT
28765 -
droFicl|scf7180000453809:588918— CGCATHCAGGACTACTCCTGGGAGGATCACGGCTACTCGCTGGTGGAMNAGGTIAGTLNN =l CTTATE " TGCCGGAG GGGATTTCCATAA GAAAGAATGGAATTTA
589095 -
droKikl|lsc£7180000302470:2105403— SeII i 2 NI N FNGIS clleleler-Nelel- Yo Neleleleh y-Nehiloleleh detetua S\ r felelebia [Nelc A GG A ElGI e GAGGGGCAGT CCC TN T TG T TCA T A TA T T T T TCGGGGA A T — ——— - ————— chpdyg\cilcTrea-—- - - - —————- cg---E--—-ppfe--g------ - Tl - — - - —— - ———————- CCAGGCTHTACAACGATGTGGGCASCTEMTTeoAlGINeA AR T TTCGGGCGeCT
2105587 -
droAna3|scaffold 13266:8258302- CGCATCCAGGARTAMTCCTGGGAGGATCACGGCTHCTCIICTGGTGGARGGGT GAGTL T =fi~fle CTGCTGL-TT,
8258485 +
droBipl|scf7180000396759:558695- CGCATCCAGGACTAMTCCTGGGAGGATCACGGC TRRNTCGCTGGTGGAMGGGTGAGTLNG R GTGEECETEE- - -[lEG pen R Rcccde- - - - —————-—- CTCTCAREEE TATEE GG T Rt A-Tg-—--cnpple- - —-———————- CAGECTGTACAACGATGTGGGCARCT TIETGGANGIE A AGTTTCGGGCCGCCT
558855 -
dp5 3:9378856-9379015 - ldps_3840|cGCATRICAGGACTACTCCTGGGAGGATCACGGCTACTCRCTGGTGGANGGG TG T GlEie TIACET------ ACTCAT - - - TCA[EA ST R CTTTCGEEEETCCRETCREE B-T----fiacTcc--—-—--————- IeacGircTAaCAACGABGTGGGCARMTINT TecAlCNEAAGTTldCClskicEGccT
droPer2(scaffold 4:4702055-4702214 CGCATECAGGACTACTCCTGGGAGGATCACGGCTACTCGCTGGTGGAMGGGTLEGT ClEHe THACET------ ACTCAT- - - TCAlEA/eiNe CTTTCGREEETCCRETCREEEE B-T--—--facTc--—- - ——- AGGHTGTACAACGABGTGGGCARMTEMT TceANGIXEAAG T TidCGlsicEGCCT
droWil2|lscf2 1100000004954:2405570~- CGCATIICAGGACTARNTCCTGGGAGGATCARMGGCTACT CRTGGTIGANGGG TR G T Ciea=lery TT.CAATH{---C Tl - fA A A TAAACGEEEEATCEET R T T T-[ICGTCGC- - T T EcackircracaricaEcTEcccaiT Tt G AlciXEA AldT T TC e clicec T
2405731 -
drovir3|scaffold 12823:521174- dvi 2862
521349 -
droMoj3|scaffold 6496:321427-321593 CAGATLGEwAC GCTCTAAAGAAT ; BCAGEITGTAEANGATGTGGGCACT TIETGGACGECAAGTTCGGGCHGCCT
droGri2|scaffold 15245:6155642- CACATC AAAACAATGCCAATCAAAATCACAATTTTGT ECACEITGTACAACGATGTGGGCARCT THT TGGANGIE A AGTTTCGGGCCGCET
6155814 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:2899842-2899995
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:2899842-2899995
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1647.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:20128384-20128548
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:19619445-19619609
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_438.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:20982315-20982479
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:19597538-19597708
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:23761-23924
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:1776883-1777046
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415400:554549-554712
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:1150198-1150360
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778122:28604-28765
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453809:588918-589095
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302470:2105403-2105587
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:8258302-8258485
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396759:558695-558855
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:9378856-9379015
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3840.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:4702055-4702214
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004954:2405570-2405731
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12823:521174-521349
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_2862.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:321427-321593
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:6155642-6155814

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dse 233 |scaffold 1:14027328-14027395 - |Known Ortholog | Testes-restricted | 3pUTR

Legend: mature Star [l R Ly mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition - Sense -# Antisense Mature -#- Star
Hairpin partition Mature = Star
Show Alternate Folds H
Flybase annnotation
utr3 [utr3_minus_3799]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads “
M054
V113 V114 V115
TGGAAAATTTTGGTTTTGCATTTGAAATCCGCCACTCAACTTGGTTCTAAAATTAT TGAGGTATGCTAGGTCCTTTTTGTGTGTTTTACAAAATCGGTGTAACATGCCTAATATAT TTTTAGAAAACTCACACCGAAGTGTACAGATTAAAACAAAAGACATAATTGT female
Read # Hit Total male embryo head body
khkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhhkhhhhkhkhk ((((((((. ((('. (((((((. ((. (((.. ((((((( ..... ))))))) '.))) .)) .))))))) '..))) .)))))))) ..... khkkkkkkkkkhkkkkhkkkkkkkkkhkkhkkkhkkkkkkkkktkt* gjze Mismatch Count Norm [Total body
........................................................ TGAGGTATGCTAGGTCCTTTTT « « v v v e et ettt et e e e e e e e e e e e e e et e et e et e e e et e e et e e et et et e ettt ia i 220 1 16.00 16 4 8 3 1
........................................................ TGAGGTATGCTAGGTCCTTT . & ¢ v e e v e e ee e e e e e et ae e e et e e e e e et et e et e et et e e e et e e et te et te et ia e eeaeeneeaeen. 20 0 1 2.00 2 2 0 0 0
........................................................................................... AATCGGTGTAACATGCCTAATAT . « v v et e e te e et te e et et e e et tee e aeaeeaeeaeeneen. 23 0 1 2.00 2 0 1 0 1
........................................................................................... AATCGGTGTAACATGCCTAART « & v e e et te et e e em e e e ene e eneaataenaeaeneaneaenneaea 2l 0 1 2.00 2 2 0 0 0
........................................................ TGAGGTATGCTAGGTCCTTTT . « « e e v e et e et e e e e e e e a e e e e e e e et e et e et e et e et e e e et e e et e e et et te e e e e eie e 20 1 2.00 2 2 0 0 0
........................................................................................... AATCGGTGTAACATGCCTARTA . « e vttt et et e te et e e e e teeneetaenaeaenenaeaenneaeas 22 0 1 2.00 2 2 0 0 0
........................................................ ey Nelehy N elod J-Neled ot ol it i - P B 1 2.00 2 2 0 0 0
........................................................ TGAGGTATGCTAGGTCCTTTTTG ¢ « ¢ « e e v e et e e e e e e e ee e et e e et e e e e e e et e e e e e e et et e e e e e e neaeeaeeneeaeenneneeaneaea23 0 1 1.00 1 0 1 0 0
............................................................................................ ATCGGTGTAACATGCCTAATAT . « ¢ et et et te et e e eae e eeeaenseaeneaaeaenneaeneeaes 22 0 1 1.00 1 0 1 0 0
........................................................ ey Nelehy Nl elok J-NeTed T ol ik - AP~ B 1 1.00 1 1 0 0 0
....................................................... TTGAGGTATGCTAGGTCCT « « v vttt ettt ettt ettt ettt et ettt et e e e e et e e et et et et et ittt it ittt 190 1 1.00 1 0 0 1 0
........................................................ TGAGGTATGCTAGGTCCTTTTTGT . « « e e v e e e e e e e e e e e e e e e e e e e et e et e et e et e et e e ettt e e e e e e et ettt i eneaee.. 24 0 1 1.00 1 1 0 0 0
Anti-sense strand reads
V115
ACCTTTTAAAACCAAAACGTAAACTTTAGGCGGTGAGTTGAACCAAGATTTTAATAACTCCATACGATCCAGGAAAAACACACAAAATGT TTTAGCCACATTGTACGGATTATATAAARATCTTTTGAGTGTGGCTTCACATGTCTAATTTTGTTTTCTGTATTAACA
Read # Hit Total head
Jedk ke ok ek ke ok ok ko ke ko ke kel k  CCCCCCCC (O CCCCCCCe (e ... I o)) ) ) ) NI )Y kkkkkkkkkhkhkkkhkkkkkkkkkkkkkkkkkkkkkkk*k*x*** gize Mismatch/ Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate 1D Alignment
droSec2|scaffold 1:14027278- dse 233 |TGGAAAATTTTGGTTTTGCATTTGAAATCCGCCACTCAAC-——————- TTG----GTTCTAAAATTATIGAGGTATGCTAGGT-CCTTTTTGTGTGTTTTACAARATCCETCTAACATCCCTAATA= === A TT TTTAGAAAACTCACACCGAA—--GTGTACAGATT---AAAACAAAAGACAT —————————~- AATTGT
14027445 -
droSim2 |2r:17042431-17042598 - dsi- TGGAAAATTTTGGTTTTGCATTTGAAATCCGCCACTCAAC-——————— TTR-—-I8TTCTAAAANTATTGAGGTATGC TARCHECCIT TTTGTGTGTTTTACAARATCCETCTAACATCCCTAATA= === A TTTTTAGAAAACTCACACCGAA—--GTGTACAGATT---AAAACAAARGACAT - - - —-——-——- AATTGT
mir-991
dm3 chr2R:16472553-16472726 - ||dme- TGGAAATTTTGGTTTTGCATTINGAAATCGCCACTCAAC--—--—-~ T TGleREggiT TCTAAAATTAT TACC TechiTipNcIN I T T T TR NG TGTTTTACAR T AdT ATTTTTAGAAAACTRACACCHAA---GTGTACEGARTIN r Ar A A AAAGACAR}--———-——-- ARTGT
mir-991
droEre2 |scaffold 4845:10617423- der 82 (Tccarn€rTTTCRTTETGCHTTAAATCccCcACcarc--—-—--- TTRNGENT TClEa A A AR T AT TARNG TS T T ANCIN TN T TT TG TGI\G T T TlEA c A 2 RAT RIS XSAACIEC ChiT AlSlTE ATTTTTAGAAAACINNACACCERIA G- BTG TAINAGAINT - — - A A A[A ARECEENAIY - - — - —————- AATTGT
10617595 —
droYak3|2R:12723855-12724031 + ldya 121 |[rceannBrrrrclrrccartilcanaTccccaclcanc------—- TTigereggT TCTAGAARTATTHANG TS ciTcEINTN T T T o TG T T TlEAC AR TleCACIGECGEST G ATTTTTAGAAASITINGCACCREREY- - GTGTANAGAINN- — - AnA[hlA A ARIGERAIN- - — - —- AAATTEGENAR
droEugl ||sc£7180000409474:1489222— SGGAAAATET TGLT T GC AR TS G A T i ————
1489249 +
droBial ||sc£7180000302291:2815059- NGAARATT T TG TTGCA T THARA T C
2815087 +
droElel ||sc£7180000491201:737010- TGGAAAATTTTGIATTTGCATTTGANAMCRGIY XNt FY - - —— - ——- iNEGTTT T TINT TRVACIIG CIlTINABA TGATlCCECT TAGAIIEVET A A JHTHVNCVA TIECEALYNSCA A TNV - ATTTRTARNA A AT A ClEC L e - - - i — - — 2 AAAGACHT - -~ - ————— - JN- - -2l
737161 -
droRhol |scf7180000780104:83155- TG AGART TTGHT TTGCAT T TCRERy T CRCEN AN A AR - ——— - C¥ACAAAAMNT CCTINNAWNEI TINA LI TGATICCECTTAGAIRGEMICA AR EYNeTV:A TleClEALVATCAdeTINN\A ATTTITAGAAA ANEIA R e - E — — ~ it C A T — = = = = == = — = IATCAAR
83306 -
droFicl ||sc£7180000454039:1777091~ TSNV NGl C el e A I A IYNE - CAAGTAAINNAAAATATATCATAAA TR TINAG TINGIFNEA TINARIC GESilGCEACAGIAATENEINT A ATRRGNAA GC TleC GGANTINNA-IATATTAINNA AWANT AINNNNCA 2[NS T[S T TINGA T ClENelUNA AN A BEESA TINT ARNNAT AR T CGAGTTCAAA A ARNACHAC]
1777287 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:14027278-14027445
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:14027278-14027445
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_233.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17042431-17042598
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi-mir-991.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:16472553-16472726
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme-mir-991.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:10617423-10617595
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_82.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:12723855-12724031
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_121.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:1489222-1489249
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302291:2815059-2815087
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:737010-737161
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780104:83155-83306
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454039:1777091-1777287

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dse 535 scaffold 0:15262556-15262614 + |candidate |Mirtron |intron

Legend: mature Star [t g LR L g mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds H
Flybase annnotation
intron [Dsec\GM26143-in]; CDS [Dsec\GM26143-cds]; CDS [Dsec\GM26143-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M054
V1il4 V115 V113
ACGTCACGGAGTACCTGCTGGGTCCCTGGCGGAATATCACGGAGCAGCAGGTGAGTGGCATCCCACCATGTATCCATTTCAAGGAATATCACATGTGTTGTCATTCCAGCTAACGCACGATGTTTACCCAGTGGGCACCTATTCCTACCTGGTGCAGTT female
Read # Hit |Total body | embryo head male
dedkokd ok ok ke ke ko ok ok ke sk ke ko ke ok ke sk ke ke ek (e (G (O (e e e en e ))) e 1)))))) L)) )))))) .. kkkkkkkkkkkkkkkhkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** gjze Mismatch Count Norm Total body
........................................................................................ TCACATGTGTTGTCATTCCAGH . ¢« ¢ vttt ittt ettt e et et e et et et et et e 221 1 56.00 56 18 17 9 12
........................................................................................ TCACATGTGTTGTCATTCCAG . « ¢ e v et e e e eaee e e e e eeneeaenenneaenneaenneaanaea2l 0 1 19.00 19 8 3 EE
........................................................................................ TCACATGTGTTGTCATTCCAGE . « o e vttt ettt et et et et et et e e e 22 1 1 11.00 11 2 3 5 1
....................................................................................... ATCACATGTGTTGTCATTCCAG . « ¢« e e e et ee e eaeeaeae e e enaenaeaaeaaeeneeneenae 22 O 1 5.00 5 0 5 0 0
........................................................................................ TCACATGTGTTGTCATTCCAGC ¢« e v e ettt te et ee et e et ieeaeeaeneeaeneeaenae 22 0 1 3.00 3 0 2 0 1
........................................................................................ TCACATGTGTTGTCATTCCA . &+ e et et e e ta et e ene e eneeaenenaeaeneeaenneaane20 0 1 3.00 3 0 0 1 2
........................................................................................ TCACATGTGTTGTCATTCCAIE. . . ¢ ottt et et et e et et et et e e 222 1 2.00 2 1 0 0 1
.................................................................................... AATATCACATGTGTTGTCATTCCAG . « ¢« e e e ettt et et et e e ee e iaeiaeiaenaeeneen. 25 0 1 1.00 1 1 0 0 0
.................................................. GTGAGTGGCATCCCACCATGTATCC . « + v e e et e e et et e et e e e e et e et et e et e et e e et e et e e et te et ettt et ieaen e 25 0 1 1.00 1 1 0 0 0
....................................................................................... ATCACATGTGTTGTCATT ¢ « v e v e et e e te e ee e et et e e e ee e eieeiaeaenaenneen.. 18 0 1 1.00 1 0 1 0 0
......................................................................................... CACATGTGTTGTCATTCCAGH. - . ottt i i i i i it e e e e 21 1 1.00 1 1 0 0 0
........................................................................................ TCACATGTGTTGTCATTCC . « « v e et ettt e te et et et e et ie e eeaeneeaenaenen. 19 0 1 1.00 1 0 0 1 0
Anti-sense strand reads
M054
V114
TGCAGTGCCTCATGGACGACCCAGGGACCGCCTTATAGTGCCTCGTCGTCCACTCACCGTAGGGTGGTACATAGGTAAAGT TCCTTATAGTGTACACAACAGTAAGGTCGATTGCGTGCTACAAATGGGTCACCCGTGGATAAGGATGGACCACGTCAA female
Read # Hit |Total embryo body
dedk ok ok ok ke sk ke ko ok ke ok ke sk ke ko ke ok ek ke ke ke (e (G (OO (e e e enn ))) e 1)))))) L )))))))) .. kkkkkkkkkkkkkkkhkkkhkkkkkkkkkhkkkkkkkkkkkkkkkkkkkk** gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec2|lscaffold 0:15262506-15262664|dse 535|ACGTCACGGAGTACCTGCTGGGTCCCTGGCGGAATATCACGGAGCAGCAGEECGAGTCGECAT-C-=—=—=—=—=—=—=—=—=—-CC-----ACC-—-ATGTATCCATT---—-—-—-—-—-———- TCAAG--—————=———————~— GAATATC----ACATGTGTTG-TCATTCCAGCTAACGCACGATGTTTACCCAGTGGGCACCTATTCCTACCTGGTGCAGTT
+
|drosim2|3r:14394898-14395056 + | |ACGTCACGGAGTACCTGCTGGGTCCCTGGCGGAATATCACGGAGCAGCAGEICACTCCCAT S C oSS S S s S Se e e E CAF G A A TT - - - - - ——————————- Qcic---------—--—-—--—- GAATATC-—--AfATHTHT Tfe- TCATTCCAGC TAACGCACGATGTTTACCCAGTGGGCACCTATTCCTACCTGGTGCAGTT |
am3 llchr3R:6688099-6688259 - | |ACGTCACGGAGTACCTGCTGGGTCCCTGGCGGAATATCACGGAGCAGCAGEICACICEOATS Gy S umEs sy S e A A A6 A TT - - - - ————————-—- EleAN-————— - GAATATC----AMATHTfET Tfe-§CATTCCAGC TAACGCACGATGTTTACCCAGTGGGACCTATTCCTACCTGGTGCAGTT |
droEre2|lscaffold 4770:14922382- ACGTCACGGAGTACCTGHTGGGTCCCTGGCGGAATATCACGGAGCAGCAG clele ACUVACTNNCAATACGAGEEEEEEEE - - - T e BAASATC-———ACATHT[IET G- TCATTCCAGC TAACGCACGATGTTTACCCAGT GGGCACCTATTCCTARWCTGGTGCAGTT
14922546 +
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