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Flybase annnotation
intron [Dere\GG13894-in]; CDS [Dere\GG13894-cds]; CDS [Dere\GG13894-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M055
V108 V107 V060 GSM1528801 MO57 V040
CTGCCCGGAACCGGACGACATTTGCGTCAAGCTGACAGAGCGACGCGGCGGTAAGCGGAATTCCTTTGTGCTCCAAACCCCATAAACAAATGAATCCCGCTTTCAGCCAGGGAAACCATCACTCGTGACTGCCTTAGCGCGCTAAGCTTCCGCAAA female
Read # Hit Total head male body head follicle embryo embryo
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.................................................. GTAAGCGGAATTCCTTTGTGC  « e v v e e e e et e e e e e e e e e e et e e e e et e e e e et e et e e e et e e ettt et ettt et e 210 1 6540.00 6540 5097 982 175 251 0 15 20
.................................................. GTAAGCGGAATTCCTTTGTG x « ¢ -« e e e e e e e et e e e e e et et e et e e et et ae e e e e e e e e eaeeaaenaenaenaenaeneenaenaenaenae 20 O 1 2157.002157 1287 484 208 159 0 7 12
.................................................. GTAAGCGGAATTCCTTTGTGCT « &« v v e e e et et e e et e e e e et e e e e et e e e e et e e e e e e et e e e et e ettt et e e e 220 1 2101.002101 982 588 329 156 19 14 13
.................................................. GTAAGCGGAATTCCTTTGTGCTCCA t &« e e e e e et e e et e et et e e e e et et e e e e e e e eaeeeenaenaenaenaenaeneenaenaenaenae 25 0 1 859.00 859 285 218 148 12 193 2 1
.................................................. GTAAGCGGAATTCCTTTGTGCTC . « v v e e e e et e e e e et et e e et e e e e e e e e e e et e e e e e e et e e e et te et ettt e eaen e 230 1 839.00 839 216 193 219 66 67 71 7
.................................................. GTAAGCGGAATTCCTTTGTGCTCC ¢« e e e e e e e e e e e et et et e e e e e et e e e e e e e eaaeneenaenaenaenaeneeneenaennenaenae24 O 1 391.00 391 76 95 207 10 0 3 0
.................................................. GTAAGCGGAATTCCT TTGTGCT . « & v v vttt et ettt et et e et e et e e e e e e et e e ettt et e ettt et e e 231 1 184.00 184 55 44 24 6 55 0 0
.................................................. GTAAGCGGAATTCCTTTGTGCTCCARACC . + ¢ e e e e e e et et e et e e e et e e e e e e e eae e eaenaenaenaenaenaenaenaenaenae29 O 1 177.00 177 0 15 142 0 15 5 0
.................................................................................... AACAAATGAATCCCGCTTTCAG . « « v e e e e et ete et te e e et te et ieeaeneenenena 22 0 1 169.00 169 67 16 63 3 0 6 14
.................................................. GTAAGCGGAATTCCTTTGTGCTCCAR . « « e e e e et e e et et et e e e e e et e e e e e e e eeeneenaenaenaenaeneennennennennenae 26 0 1 157.00 157 9 12 126 1 7 2 0
.................................................. GTAAGCGGAATTCCTTTG e+« v e e e e e e e e et et e e et et e e et e e e e e e e et e et e et e e e ettt e ettt ettt et 180 1 131.00 131 113 7 7 4 0 0 0
.................................................. GTAAGCGGAATTCCTTTGTG. « -« ¢ ot i ettt et ittt it it it ittt te ettt et e et eneeneenee. 201 1 118.00 118 40 49 16 13 0 0 0
.................................................................................... AACAAATGAATCCCGCTTTCA & et et et te et et et e e et ee e i 210 1 101.00 101 57 13 23 1 0 2 5
.................................................. GTAAGCGGAATTCCTTTGT « -+« e e e et e e e e et e e et e et et e e e e ae e e e e e e e e e e eneenaenaenaenaeneeneenaennenaenae 19 0 1 101.00 101 39 35 14 12 0 1 0
.................................................. GTAAGCGGAATTCCTTTGTGCTCCARRC . &+« e e et et et e e et e et e et e et e e e e e e e e e et e et e et ettt et e e e 28 0 1 94.00 94 7 10 59 1 15 2 0
..................................................................................... ACAAATGAATCCCGCTTTCAGH . - ¢ ot i ittt it et e i i ee e e e 22 1 1 84.00 84 29 14 28 5 0 7 1
..................................................................................... ACAAATGAATCCCGCTTTCAG : -+t e et e e ee e taeee e e eaaaaenaanaanaenaenaenaenaen.2l 0 1 55.00 |35 28 1 21 2 0 3 0
.................................................. GTAAGCGGAATTCCT T TG . .« ¢ . ot ottt ettt et e et et e e e e e e e e e et e e e e e 201 1 55.00 55 34 14 1 4 0 0 2
..................................................................................... ACAAATGAATCCCGCTTTCA ¢ et e et te e e e e e e eaeeaaenaanaanaenaenaenaenaea. 20 0 1 50.00 50 35 4 8 3 0 0 0
...................................................................................... CAAATGAATCCCGCTTTCAGH. - -+ it it i i i i e e i e e 20 1 1 41.00 41 12 7 11 6 0 4 1
.................................................. GTAAGCGGAATTCCTTTGTGCTCCARR . « e e e e et et ettt e et a et e et et e e e e e e e e e eaaeeaeaaaanaenaenaenaennenaen 27 O 1 39.00 39 1 4 32 1 1 0 0
.................................................. GTAAGCGGAATTCCT TTGT R . « v e vttt ettt e et ettt e e et e e e e e e e e et e e e e e e e ettt et 21 1 37.00 37 28 7 1 1 0 0 0
..................................................................................... ACAAATGAATCCCGCTTTCAGH . « ¢ ittt ettt ittt e e ee e eieee e 22 1 1 27.00 27 7 0 18 0 0 1 1
.................................................. GTAAGCGGAATTCCTTTGTGCTR . « & v e ettt et ettt et e et e e e e e e e e e e e e et e e e ettt ettt ettt et et e 231 1 25.00 25 16 7 0 1 1 0 0
.................................................. GTAAGCGGAATTCCTTTGTGCTC. - - o« ittt ittt et et it it ittt ittt ettt et ettt et et et e 24 1 1 22.00 22 9 4 8 1 0 0 0
...................................................................................... CARAATGAATCCCGCTTTCAGHE . « vttt ittt e ettt it ettt e e it e ieea e 201 1 22.00 22 4 0 14 1 0 3 0
.................................................. GTAAGCGGAATTCCTTTGTGCTCC. - - o ottt i i it e it it ittt et et et ettt et e e e 25 1 1 21.00 21 3 8 8 2 0 0 0
................................................... TAAGCGGAATTCCTTTGTGC ¢ & ¢ v e e e e et et e e et e e e e e e e e e e et e et e e e e et e e e et e e ettt e et ittt eeeneeaeneeae. 20 0 1 20.00 20 2 1 17 0 0 0 0
................................................... TAAGCGGAATTCCTTTGTGCT « « &+ e e e e m e e e e et et e e e e e et et e e e et e e e e e e e eaaeaaeaaeeaenaenaenaenaennennenaea.2l 0 1 20.00 20 1 0 19 0 0 0 0
.................................................. GTAAGCGGAATTCCT TTG TGO . « « ¢ o e o et ettt et e et e et et e e e e e et e e e et e e e et e e e ettt ettt et 242 1 18.00 18 12 4 1 1 0 0 0
.................................................. GTAAGCGGAATTCCTTTGTGCTCCARACCCCA . « v vt et ettt e et e et e e e et e e e e e e e e et te e te e et eneeneeneen.. 32 0 1 17.00 17 0 0 0 0 17 0 0
................................................... TARGCGGAATTCCTTTGT G« « e v e e e e e e et e e et e e e e e e e e e et e e e e e e e e e e ea e e e eneeeeaeneeaeneneeaenenneaenaeaea 19 0 1 17.00 17 2 0 15 0 0 0 0
.................................................. GTAAGCGGAATTCCT T Tl - - o« ottt ettt ettt et ettt et et te et ee e ee e ee e e, 181 1 16.00 16 16 0 0 0 0 0 0
................................................... TAAGCGGAATTCCTTTGTGCTC « « + e e e e e et e e et e e e et e e e e et e e e e e e e et e e e e e eneaeeaeneeaenenaeaenenneaeneeaas22 O 1 14.00 14 0 1 12 0 0 1 0
.................................................. GTAAGCGGAATTCCTTTGTGC: -« ¢ o et ottt et et ettt e et ettt e et e e te e e e e ee et e e e ee e eneene e 22 1 1 13.00 13 2 2 0 1 0 8 0
................................................... TAAGCGGAATTCCTTTGTGCTCC .+« e e e e e et e et et e et e e e e et e e et e e e e e e e e e eneeeeaeneaaeaeneeaenenneaeneeaaa23 O 1 12.00 12 0 0 12 0 0 0 0
................................................... TAAGCGGAATTCCTTTGTGCTCCARRCC « &« v e v e e e ettt et et e et e e e e et et e e et et et ie e ie et e, 28 0 1 11.00 11 0 0 11 0 0 0 0
.................................................. GTAAGCGGAATTCCTTTGTGCH . - o o ettt ettt et et et et e e e e e e e e e e e e e e e e e et ettt e 22 1 10.00 10 4 2 2 2 0 0 0
...................................................................................... CAAATGAATCCCGCTTTCAG . « ¢ v e et ettt et e e e eaeenaenaenaennenaennenaenae 20 O 1 10.00 10 4 1 4 0 0 1 0
.................................................. GTAAGCGGAATTCCTTTGTGCTCCARACH . . - ot et it e et et et et e e e e 29 1 1 9.00 9 0 2 7 0 0 0 0
.................................................. GTAAGCGGAATTCCT T TG T . « - o . vttt ittt ettt et e e e e e e e e e e e e e e e 212 1 9.00 9 4 4 0 1 0 0 0
.................................................................................... AACAAATGAATCCCGCTTTCAGH . « o oot e e e e e 231 1 §.00 8 4 1 3 0 0 0 0
................................................... TAAGCGGAATTCCTTTGTGCTCCARAC . &« v v e e ettt et et et e e e e et e et e e e e e e e et et e e e ettt e ettt et e i 27T 0 1 7.00 7 0 0 7 0 0 0 0
...................................................................................... CAAATGAATCCCGCTTTCAGHE. -« ¢ ottt et e e e e ee e 222 1 7.00 7 4 1 2 0 0 0 0
................................................... TAAGCGGAATTCCTTTGTGCTCCAR .« « e e et e et et et et et e et e et e et e e e e et e et ettt e e ettt e ettt et e eniaeneeaes 25 0 1 7.00 7 0 0 7 0 0 0 0
.................................................. GTAAGCGGAATTCCTTTG - « ¢ o e ettt ettt e ettt et e te e e e e et e e e e et e e ee e ee e i aenaenaenaenaeneenaen. 19 1 1 6.00 6 3 2 1 0 0 0 0
.................................................................................... AACAAATGAATCCCGCTTTC . ¢ v e e et e et e teee et et e et te et 20 0 1 6.00 6 3 1 2 0 0 0 0
......................................................................... CAAACCCCATAAACAAATGAATCCCGCT ¢ - e v ot e et e ta e et e e e e e eaaenaenaenaenacnnenacnaenaan 28 0 1 6.00 6 6 0 0 0 0 0 0
.................................................. GTAAGCGGAATTCCTTTGTGCTCCAA. o ot it i it e ittt et ettt et ettt e e e e 27 1 1 5.00 5 1 0 2 0 2 0 0
.................................................. GTAAGCGGAATTCCTTTGTGCTCCE . - - ot ottt e ettt e e et e et et et et e et ettt ee e 262 1 5.00 5 0 0 5 0 0 0 0
.................................................... ARGCGGAATTCCTTTGTGC ¢ - ¢ v e e e e e e et e e e e et e e e e et e e et e e e e e e e e e a e e e eae e enenseaeneeaeaeneeaenenneaenaeaea 19 0 1 5.00 5 4 0 1 0 0 0 0
.................................................. eV NeTolelel- VN i olokih et eTo o P2 B~ 1 4.00 4 1 1 2 0 0 0 0
.................................................. GTAAGCGGAATTCCTTTGTGCTCC .+« o v ettt e e et et e e et e e e e e e e et e e e et e e e et e e ettt ettt e et 25 1 1 4.00 4 2 0 2 0 0 0 0
......................................................................... CAAACCCCATAAACAAATGAATCCCG . « t o et e ettt et te e et et et te e eieeieeieeneenaenaenaenae. 26 0 1 4.00 4 2 0 2 0 0 0 0
.................................................. GTAAGCGGAATTCCT TTGTGCTC . - o oottt it i ittt ettt e ettt et e et e e e e e 24 1 1 4.00 4 2 1 1 0 0 0 0
.................................................. GTAAGCGGAATTCCTTTGTGCT R . « ¢ - e v ottt et et ettt e e e e e e e e e e e e e e e et e et e et ee e 231 1 4.00 4 2 2 0 0 0 0 0
.................................................. GTAAGCGGAATTCCTTTGTGCTCC . -« ¢ vttt ettt ettt e et et e e e e e e e e e e e e e e e ettt ettt et e e e e e 25 1 1 4.00 4 2 0 0 0 2 0 0
..................................................................................... ACAAATGAATCCCGCTTTCAGC . « v e e v et ee e et e eeeneeeenaenaenaenaennenaenaeas 22 0 1 4.00 4 0 0 0 0 0 4 0
.................................................. GTAAGCGGAATTCCTTTGTGCTCCAM . - - ottt i e it ettt ettt et e et ettt e e e e 261 1 3.00 3 0 0 3 0 0 0 0
.................................................................................. TAAACAAATGAATCCCGCTTTCA .« « v e e ue e et e e e e e e eeeeneeneenaenaenaeneenaenae 23 0 1 3.00 3 3 0 0 0 0 0 0
.................................................. GTAAGCGGAATTCCTTTGTGC. - « ¢ o e ettt et ettt et et et e e e e e e e et e e e et e et e e et e e e e 22 1 1 3.00 3 1 2 0 0 0 0 0
....................................................................................... AAATGAATCCCGCT TTCAGHE . « ottt ittt et ettt ettt ettt e i e 20 1 1 3.00 3 1 0 2 0 0 0 0
.................................................. GTAAGCGGAATTCCTTTGTGHE . . . ¢ ottt ettt et et e et e e e e e e e e e e et e et e e e 222 1 3.00 3 2 1 0 0 0 0 0
................................................................................... AAACAAATGAATCCCGCTTTCAG  « + e e et tete et e ettt ta e ee e iaeneneeneneaes 23 0 1 3.00 3 0 0 3 0 0 0 0
...................................................................................... CAAATGAATCCCGCTTTCA & e e ettt e te e et et e e e ie e eieeiaeneenaeneen. 19 0 1 3.00 3 3 0 0 0 0 0 0
..................................................................................... ACAAATGAATCCCGCTTTC w + t o e v et ettt e ee e e e e eae e aeneeaenenaeaenenaeaan 19 0 1 3.00 3 3 0 0 0 0 0 0
.................................................. GTAAGCGGAATTCCTT TG . « ¢ - v vttt et et et et e e et e e e e e e e e e e e e e e e et et e e e e et e 201 1 3.00 3 0 2 0 1 0 0 0
.................................................... ARGCGGAATTCCTTTGTGCTC « &« e e e e e et e e e e e e e e et et e e et e e et e e e e e e e eae e eaeeeeaeneaaeaeneeaenenneaeneaaea2l 0 1 3.00 3 0 1 1 0 0 1 0
................................................... TAAGCGGAATTCCTTTGTGCTCCA ¢ & e e e e e e e e e et e e et e et e e e et a e et e e e e e eaaeaaeeaeaaenaennenaenaennennenaen.24 0 1 3.00 3 0 0 3 0 0 0 0
.................................................. GTAAGCGGAA T TCCT TG T - ¢ ottt ittt ettt e ettt e e et e ettt e e ettt e e ettt et 20 1 1 2.00 2 0 2 0 0 0 0 0
.................................................................................... AACAAATGAATCCCGCTTT . + v ettt e ettt e e et et te e ee e eiaeieeieeneeneeneen. 19 0 1 2.00 2 2 0 0 0 0 0 0
................................................... TAAGCGGAAT TCCTTTG TG . . ¢ . ottt ettt ettt et et et e e e e e e e e e e e e e ettt e e e e e e 201 1 2.00 2 0 0 2 0 0 0 0
..................................................... AGCGGAATTCCTTTGTG T . « ¢« e e e e e e e e et e e e et e e e e e e e e e e e e e eeeneeneenaeneeneeneeneenaennenaenaenaan 19 0 1 2.00 2 1 0 1 0 0 0 0
.................................................. GTAAGCGGAATTCCT TTGTGCTC AR . « . o ittt ittt ettt ettt ettt et e et te ettt et et eneaaeneeaenen.28 1 1 2.00 2 0 0 2 0 0 0 0
................................................... TAAGCGGAATTCCTTTGT + ¢ v v e v e e e e e et e e e e et et e e e e e e e et ettt e et e e e e e e et et e te ettt e, 18 0 1 2.00 2 0 0 2 0 0 0 0
.................................................. GTAAGCGGAATTCCT TTG TG T . - « ¢ ot ottt ettt et ettt e et e et e e e et ee e et ee e e eeen e taeneaeaenaaaenen. 24 2 1 2.00 2 1 1 0 0 0 0 0
.................................................. el ot ele) N L olol i e e - [ A 1 2.00 2 0 0 1 1 0 0 0
.................................................................................... AACAAATGAATCCCGCTTTCAM. . . ..o i e 22 1 1 2.00 2 1 0 0 1 0 0 0
....................................................................................... AAATGAATCCCGCTTTCAG . « « e et e et et e e e e oae e e eaenaenaenaenaennenaenae 19 0 1 2.00 2 0 0 2 0 0 0 0
.................................................. GTAAGCGGAATTCCTTTGTGCTCCARR . . o ottt e e e et e e et e e e et e e e 28 1 1 2.00 2 0 1 0 0 1 0 0
................................................... TAAGCGGAAT TCCTTTGTGCT . . - ottt i it it it it it it e et et et et e e e e eaeneenee. 23 1 1 2.00 2 0 0 2 0 0 0 0
.................................................... AAGCGGAATTCCTTTGTGCT + ¢« e e e e e e et e e e e e et e e e e et e et e e e e e e e e e e e e te e te e e ettt e eeeeeeeneenee. 20 0 1 2.00 2 1 1 0 0 0 0 0
................................................................................... ARACAAATGAATCCCGCTTTCA . « v et e et te e e e e aee e eneeeeaeneeacnenneaenneaes22 O 1 1.00 1 1 0 0 0 0 0 0
.................................................. GTAAGCGGAATTCCTTTGTGIE. - - - - ot ottt et et e ettt e e e e e e e e e e e e e e et et e et e 222 1 1.00 1 1 0 0 0 0 0 0
.................................................. GTAAGCGGAATTCCTTTGTGCTCCA . « o o vttt ittt ettt e et e e e e e e e e e e e e et e e et et ettt et e 261 1 1.00 1 1 0 0 0 0 0 0
.................................................. GTAAGCGGAATTCCTTTGTGC TR . - - - - - v ot ettt ettt et e ettt et e e te e et ee et e e eieeneeneenaenaenaen.e 24 2 1 1.00 1 0 0 0 0 0 1 0
.................................................. GTAAGCGGAATTCCT TTG TG T I . - . o . ottt ittt ettt e et et e e e e e e e e e e et e et et et 263 1 1.00 1 0 0 1 0 0 0 0
........................................................................ CCAAACCCCATAAACAAATGAATCCC .« e v e e ee e ee e e eeee e eeeeaeeecnacnacnaenecnecnnenaenaas26 0 1 1.00 1 0 0 1 0 0 0 0
..................................................... AGCGGAATTCCTTTGTGCTC x « e v e e e e e e e e e e e e e e e et e e et e e e e e e ea e e taea e e eaeneaaeaeneeaenenneaeneenenanaaea20 0 1 1.00 1 0 0 1 0 0 0 0
Anti-sense strand reads
M055
M057
GACGGGCCTTGGCCTGCTGTAAACGCAGTTCGACTGTCTCGCTGCGCCGCCATTCGCCTTAAGGAAACACGAGGTTTGGGGTATTTGTTTACTTAGGGCGAAAGTCGGTCCCTTTGGTAGTGAGCACTGACGGAATCGCGCGATTCGAAGGCGTTT female
Read # Hit |Total body embryo
ek ek ok k ok ko k ke kk ok ok ko k ko ko ko k ko kdkk ko kk (. (O (e e e e e e e e e 1)))).)))) L)) )))) .. L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k** 5jze Mismatch Count Norm Total
................ CTGTARACGCAGTTCGACTG ¢ « ¢ e v e e ettt et e e et et e e et e et e et e et e et e et e e e e et e e e e e et e e e e e e e e e e e e e e e e e e e 200 1 1.00 1 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|scaffold 4784:11686820- der 21|[CTGCCCGGAACCGGACGACATTTGCGTCAAGCTGACAGAGCGACGCGGCGEGTAAGCGGAAT-—-—-—=—=T--—-—CCTTT--GT-GCTCCAAACCCCATARSACARATSS=Soooooooooonaseaes GAA====T===C=CCECTTTCAGCCAGGGAAACCATCACTCGTGACTGCCTTAGCGCGCTAAGCTTCCGCAAAG
11686976 —
|[drovak3|3L:11736855-11737011 - I |creccclieancceeacGacATITGCGTCARGCTGACHGAGCGACGCGGCGETAAGCCEANN-——-——————T-—-——cc8rT--6T-crccEaaccijcAln REj{CARLF=====saasaasaasaaas e GAA= ==V CiCECTTNCAGCCAGGGAAACCATCACHCGTGACTGCCTTAGCGCGCT/EAGCTTCCGCARAG |
ldrosec2|scaffold 0:3890154-3890310 -| |creccceeancceeaceacaTTTGecTCANETGACHGAACGACGCGGCGETAAGCEEANN---—————f\-———_ccTféir--cT-clTccErEchccATHASACARAT========soosonaaoe s o ChEy==—-I\—-Cc-hceCTTTAGCCAGGGAAACEIATCACIICGTGACTGCCTAGCGCGCTEAGCTTCCGCAARG
l[drosim2|31:11411885-11412041 - I |cTeccceeaacceeaccacaTTTGCGTCAAGETGACEGARCCACGCGGCCETAAGCCCARLY CCTTT--GT-GRTCClEAffclcCATAA-ACAAAT -~~~ =~ —————————————— NAA= ==\ == ChICECTTTCACCCAGGGAAACRATCACIICGTGACTGCCTTAGCGCGCT]AGCTTCCGCARAG |
|dm3 lchr3r:11704001-11704157 - | |cTecceceeancceeaceacarTrecTearGETGACEGAGCGACGCGGCGETAAGCGEARN---——————T-————ccTf8iT--cT-[\rcCErECificATHAACARAT-==============oo oo GAA===-T\===C-JICCCTTTHAGCCAGGGAAACRATCACRCGTGACTGCCTRAGCGCGCTEAGCT TCCGCAAAG |
droEugl|lscf7180000409711:3579861- creecciieaaccleaccaljaTTTeeceTCARGETGACAGAGCHECGINGGCGETAAGCGGAALY Il AR TINT - - - — - - - — - — - - AINJATGliGCCCTAAREEEEEEEE e - - -ACGA-FAAARTRTTIliA T CIHINIITNING GINISNG c/Sle clef N Tj¥eleleliClNe T (efel» ShNNa Sikilelele T/NAGE
3580015 -
droBialllscf7180000302334:147875- [Slelelele 2 F\C/oe A  INSTTNENN ClNEleIelNSN-Xe CITer T C[eh:Nele A EXolelolelelelelel V-VNElo n [elc G R e T (oLl Al Cl e T T - - - - - — - — - — - —GT[EGCGITTTTTAAREE S e i o e e R T RCAG Cc cY canaccaTaCTCGEcaAETGCCcTEAGCGCBc TlgaGcTTCCGCAREs
148029 -
droTakl|[scf7180000414445:499052— cTcccceGaaccEcalcacaTrceceTcArGETGACGAGCGACGCGGCCETAAGCI AN TCUGCGIIGACT TG A R B Yo YN Il T T IAG C CAGGGAAACCATCACTCGEGACTGCCTEAGCGCECTAGCTTCCGCAREG
499206 +
droElel|lscf7180000490993:2090492- creecciicaaccacGACATTTGHGTCAAGETGACHGAGEGACGCGGCGETAAGHGEAAN-————————T-— = = CCT T - LT - e AGCGlIGACATAGACTCAAGTCCTAAL - - - TcCC-EEAANT TCHELI NE AT T VNNe A ENTSINe C Sle C/eh\ TN eleleliiCiNElelele A Sl GINEIIT N SIelelel. VG el
2090655 +
droRhol|lscf7180000767448:108021— CTGCCCGGAACCGGACGANATTTGCGTCAAGCTGACEGAGCGACGCGGCGGTAAGCLNCEAR c-EaaalTcEilicO e GINETINING AINIAING c e clefNrie T(elic/Nelslele c/hicra ililelele T/V-VNE
108184 +
droFicl|lscf7180000454113:2996197- crecccceageci¥aceacatidrceotiianiNercaccal¥lcaccececjeTaaclciEAT-———————- L el CGCRECH- - - - - - - - -ATPNCINIGACCTAAREEEE R s - - -aTTC-EGAATHECTINEIG CRITINTISNING AINITINC c/Sle clef A Tielslel iy Nelolele c /sl ci\a i kilelelel V-V NE
2996352 +
droKik1|lscf7180000302391:1134212- crecccileaaccI¥acoacatrccotlgancgrcacacaceccacceccccETAAGH A el ek g E ST —— — -~ --—--B8-lAcTC------------ac@icGlicTcTTeAREEEEEE R - - -TTCcCAAGAAR TR RN s c AN NI TINC A Se cl A Tidelslel iy Nelolele c T iGNl kiloleleIo ¥\ e
1134372 +
droAna3|scaffold 13337:5968163— TGCCCGAECCGGAGACATT NIV~ G TINC T NI € Ten E el Ve T el T G GGG TGGGGGCTGTAT TAGA-CA- —~GATCT CGIIGGCTTTG s ---TcTc-FAA-FalcEilicH.ElT CaESNCNIINNING c Je c A ele Tl chNeleles c/siic i~ SilifeleeldNC C/d
5968330 -
droBipl|lscf7180000396518:31029-31196 TGCCCGAACCGGAEGACATTGCGTCAAETGACEGAGCGAEGEGGGGTAAGEGGTMC“C C GGG T T T G - - -TCTG-EoaARAA I ElR T CEESNCNIINNING C el CiNelslelicENeelele c/shici~ Shlifelelelec G Cd
ldps |XR_group6:9988715-9988875 + || [BrecccceaecBaccaaTreccThaalarcaccalccicccc e TAACHC S ———————- e A AGGCRETCHEACAGCIGET TN T T TIATGlGGC TT T TR E e e - hhceieTTcAG i\ ceanacEaTiiacilceoTeacTeecTRaclccEc TaccTTecciaEaG |
ldroPer2|scaffold 61:269142-269302 + | [Brecccecaicciaccafiat@ircectiarearcacEcalccicceeccljeTaAchecEg-———————- A A GGC R T CREACAGGIGET TN T T TiATGliGGC TT T TR e e hhceeTReAC i i\ ccanacleaTiIaciccTeacTcecTRaclccEc TaccTTecoiaEaG |
droWil2|scf2 1100000004762:2640734- iArcecciloalgccaflcafiaTidrceo T alXeTEA CAGAcCldccic il ceTAAiNEcAAI- - - - ——-—- T-—-—- A GCRE Al e TiGA TIVNSA S T C A Y T T G T TV ATTT-EGETETAAAINIGEElISC A ANCINIS NI NG 2 e A SN Tie T/ShliF:Ne T elelc TilCINE TiliNeleelg C el
2640894 +
drovir3|lscaffold 13049:23921073- PTGl cllc A/ NaA CCACAT TTGCG TR ANET GACEGAGCGACG O - B-—--- i — i el i~ —————————=—— - e N EEEEREEEAG Al ccaAccATACldc e AT olic T TAGHGCcGeTAGC TTRcGcAlAG
23921173 -
droMoj3|lscaffold 6680:18548545- TGCCCGAACGACATTGCGTCAAGTGACEGAGCGCGEGGE ————————— B-—--- - -f- - B ---E BB - - - — - — - I HSNCING A IS A NG A S TN Tideleeli CINelolelel» Sl T/ ElelelelI N C CE
18548645 -
droGri2|lscaffold 15110:9761190- ErcicccAEc A corlATETGCGTCAAGETGACEGAGGACGCGa e — — === ===~ B-—--- i — i el i~ — ———=—=——=—=————————- ---E B - - - — - - - - I HSACING GIN TN c /e clef A e T[elicINe T/elel Sl i eI C /e
9761290 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:11686821-11686976
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:11686820-11686976
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_21.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:11736855-11737011
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:3890154-3890310
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:11411885-11412041
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:11704001-11704157
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:3579861-3580015
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302334:147875-148029
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414445:499052-499206
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490993:2090492-2090655
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000767448:108021-108184
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454113:2996197-2996352
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302391:1134212-1134372
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:5968163-5968330
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396518:31029-31196
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:9988715-9988875
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_61:269142-269302
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004762:2640734-2640894
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:23921073-23921173
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:18548545-18548645
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:9761190-9761290

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
der 25 |scaffold 4845:10618728-10618783 - | confident | Testes-restricted || intergenic
Legend: mature star mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 18 19 20 21 22 23 24 25 N & © I | I
Size Condition 10618800 10618750 10618700
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
MO055
V107 v108 V060 V040 GSM1528801
CTGTTATTTTACTATATAACTTATTTATGAAGAAGCTTTAGGATTTAATTTTTCCGACAATGCGATCTAGGCGT TTCTATCGCTGAGGTAGTATTGTTTGAAAGATTAAGT TAAAGCGTAATCATCAAAATTTTAAAATGTGAATAAGTACATAAG female
Read # Hit |Total male head body head embryo| follicle
***********************************(((((.. ((((((((((((. ((((((((_ ((((_ (((( ....... )))) .)))) .)))))))) .))))))))))))))))) L. Kk kkkkkkkkhkhkkkkhkhkkkkhkhkhkkkkhkhkkkkkhkkkkk | g]zae Mismatch Count/ Norm Total bOdy cells
................................................................................... TGAGGTAGTATTGT TTGARAGA . + v et e e e et e e eeteeeeeeeeanaeeeaneeeaaneeennneaaaa22 0 1 5023.00 5023 4474 503 22 19 5 0
................................................................................... TGAGGTAGTATTGT TTGARRG . « « v e et e e eee e s eeneeeenneeeaneeeeaneesaaneenanneaaaa2l 0 1 1087.001087 958 116 8 4 1 0
................................................................................... TGAGGTAGTAT TGT TTGARAGA R . L oottt t ittt ettt ettt ettt e e e 23 1 1 725.00 725 654 65 5 1 0 0
................................................................................... TGAGGTAGTAT TGT TTGARARAGAT . « e e v e v e e et e s eeeesenneeeanaeeeeaneeeanneenanneaaaa23 0 1 392.00 392 344 38 5 2 0 3
.................................................. T T TCCGACAATGCGATCTAGG + « e v e e et e et e e e e et e e et e e et e e e e et e et e et e et ee ettt eateaneaneaanenanaaa 2l 0 1 369.00 369 297 52 11 8 1 0
................................................................................... TGAGGTAGTATTGTTTGARR . « v e v v e e e e e et eee e s aneeaneeneeanseanenaeeaneeaneaneaas 20 0 1 203.00 203 171 26 2 3 1 0
................................................................................... TGAGGTAGTATTGT T TGARAGARA . . . ittt it ettt e ettt e et e e eiie e e 24 2 1 145.00 145 127 16 1 1 0 0
.................................................................................... GAGGTAGTAT TGTTTGARRAGA . « o v v e et v et e aeeeeesaneeaneeneeaneeaneaneeanennnaaa2l 0 1 133.00 133 115 18 0 0 0 0
................................................................................... TGAGGTAGTAT TG T T TGAR A . & o ittt et ettt ettt ettt e eee e eaiee e 2 1 1 55.00 55 47 7 0 0 1 0
.................................................. TTTCCGACARATGCGATCTAGGC e + e v e e e et e e e e e e e e e e e e aeee e e aaaeseaneeeeaeeeeaneeeeaneeeeaeeeeeneeeeaneeennneaaaa22 0 1 51.00 51 37 8 1 3 2 0
.................................................. TTTCCGACARATGCGATCTAG . « v v e e e e e et e e e e e e e aea e e e aaaeseanaesenaneeeeaeeeeeneeeeaneeeeaeeeeeneeeeaneeeannaaaaa20 0 1 40.00 40 33 2 4 1 0 0
................................................................................... TGAGGTAGTAT TG T T TGARAG . « v ittt e ettt ettt ettt et e it e eeaneeennnee.a 22 1 1 39.00 39 33 5 0 0 1 0
................................................................................... TGAGGTAGTATTGTTTGAR . & v v v e e et e e e et te e eeeteeeaeeeaneeeeaneeeeaneeennneaaaa 19 0 1 36.00 36 30 6 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGAAAGAR . . . ottt it it ittt ettt e i eie e 23 1 1 22.00 22 19 3 0 0 0 0
................................................................................... TGAGGTAGTAT TG T TTGAAAGAT . & o ittt ettt ettt et ettt e et e eeeanennn.. 24 1 1 17.00 17 13 3 1 0 0 0
................................................................................... TGAGGTAGTAT TGT TTGAAAGARA. .« oottt ittt ittt ettt ettt eeateeneeanennnaa 24 2 1 12.00 12 10 2 0 0 0 0
................................................................................... TGAGGTAGTAT TG T TTGAAAGE . -« v vt ettt et ettt eeeteeaeeeeeaneeanenanenneaaa22 1 1 11.00 11 11 0 0 0 0 0
.................................................................................... GAGGTAGTAT TGT TTGARAAGA R . « o ittt ettt ettt ettt et e et e e 22 1 1 11.00 11 10 0 0 1 0 0
................................................. TT T TCCGACARATGCGATCTAGG + « v e v v e e e et e e e e et e e e et e e e et e e e et e e e et e e et e ettt et et eeaneeennneaaaa 22 0 1 11.00 11 7 2 2 0 0 0
.................................................................................... GAGGTAGTAT TGT TTGARAG . « ¢ v e et e e e eeee e esneeenneeeeaeseeaneseaaneeeanneaaaa20 0 1 10.00 10 8 1 1 0 0 0
................................................................................... TGAGGTAGTAT TGT TTGARAGAT T e o v v v e e et e e e eeeeeeeeeeeneseeaneeeaaneennnneaaaa 24 0 1 9.00 9 9 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGARAAGAR. . . .ottt ittt ittt it ettt i eiie e 23 1 1 8.00 8 8 0 0 0 0 0
................................................................................... TGAGGTAGTAT TGT TTGAAE. . . . oottt ettt ittt ettt ianneenanneeaaa 2l 2 1 7.00 7 6 0 0 1 0 0
................................................................................... TGAGGTAGTAT TG T TTGAAAGAT . . . ..ttt t ittt et eee e eeneeneaaeeaneaanenneaas 25 2 1 5.00 5 4 1 0 0 0 0
.................................................. TTTCCGACAATGCGAT CTAGGCGT « « v e v e et e et e e et e e et e et e e e e e et e e et e e e e et e ee et eaeeaeeaneeaneeaeenaeeanenanana 24 0 1 5.00 5 5 0 0 0 0 0
.................................................. i eToe)-Noh- V-V e o] el ol r-NeTc - Hu 5 2 1 5.00 5 4 0 0 1 0 0
.................................................. i efe ey Nod- V- e o] el ol y-NeTc1 A~ 2 1 5.00 5 4 1 0 0 0 0
.................................................................................... GAGGTAGTAT TGT TTGARAGA R . . . ittt ettt ettt ete e eeieeeeaneeenaneaaa 23 2 1 4.00 4 4 0 0 0 0 0
................................................................................... TGAGGTAGTAT TGT TTGAAAGE . . o oot ittt e et ittt ettt et et eeaneeeanneenannnaaa 23 2 1 4.00 4 3 1 0 0 0 0
.................................................................................... GAGGTAGTAT TGT TTGARRAGAT « + e et v e e e et eeete e eeneeeenneeeaaneeeaneeennneeaas22 0 1 4.00 4 2 1 1 0 0 0
................................................................................... TGAGGTAGTAT TGT TTGAAAGHE . . . ottt ittt ettt et ettt eeeeaaneesanneeeanneeaas 23 2 1 3.00 3 3 0 0 0 0 0
.................................................. T T TCCGACAATGCGAT CTAGGC A . & o ittt ittt ettt ettt et et e et ettt e e et ettt ettt et et e e e 23 1 1 3.00 3 1 2 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGAAAGHAA . . o ot vttt ettt ettt ettt eteeeeeaneeananneanneaa. 24 3 1 3.00 3 3 0 0 0 0 0
.................................................. TTTCCGACAATGCGATCTAGGC . - o v ittt ittt et ittt ettt ettt ettt et ettt ettt et ae et eneanenaaaa 23 1 1 2.00 2 2 0 0 0 0 0
................................................................................... TGAGGTAGTAT TGT TTGA e+ v v e e e et e e e et e eeteeeeeeeeeaaeeeaneeeaanaeenannaaaa 18 0 1 2.00 2 2 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGARME. . . ..o i i e et e e i e e e 20 1 1 2.00 2 2 0 0 0 0 0
................................................................................... TGAGGTAGTA T TGT TTGARAGE . « « e ettt ettt e ee et e et eeee et 22 1 1 2.00 2 2 0 0 0 0 0
.................................................................................... GAGGTAGTATTGTTTGARR . & v e v e et e e eee e aeeeeeeneeeeanseeaneeeeaneennnneaaaa 19 0 1 2.00 2 1 1 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGARAAN. . . . o e ettt e i 211 1 2.00 2 1 1 0 0 0 0
.................................................................................. CTGAGGTAGTAT TGT TTGARAGA . « e et e e e et e e eeeeeenneeeaneeeeaneeeaaneenanneaaaa23 0 1 2.00 2 1 1 0 0 0 0
................................................... TTCCGACARTGCGATCTAGG .+« v e et e e et e e et e e et e e e e et e e et e et e e e e e et e et ettt et e et et e et eteaeeaneaana.a 20 0 1 2.00 2 0 2 0 0 0 0
.................................................. T T TCCGACAATGCGAT CTAGGCG M+ v v e v e et e et e e et e e et e et e e e e e et e et e e e e e et ee et eeeeaeeaaeeaaeaaeeaneanennnaaa 23 0 1 2.00 2 1 1 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGAAAGARGE. . . . ..ottt ittt ee et et eaneeaneaneaaneaa 25 3 1 1.00 1 1 0 0 0 0 0
.................................................. TTTCCGACAATGCGATCTAGGC AR . « . o ittt et ittt e ettt e ettt ettt ettt et e et e et e et e e et e e eiiee e 25 3 1 1.00 1 1 0 0 0 0 0
.................................................................................... GAGGTAGTATTGTTTGAAA. . . .ttt i i i it it ittt eeie e 20 1 1 1.00 1 0 0 1 0 0 0
.................................................................................. CTGAGGTAGTAT TG T TTGARRAGAT « v e vt e e e et e e e eeee s eneeeeaneeenaneeeaaneennnneaaa 24 0 1 1.00 1 1 0 0 0 0 0
.................................................. TTTCCGACAATGCGATCTAGGCGT T« v v v e et e e e et e e e e et e e e e et e e e et e e e et eeaeee e aaeeeeaneeeaaneeeaasseeaneeennnaaaaa 25 0 1 1.00 1 1 0 0 0 0 0
.................................................. TTTCCGACAATGCGATCTAGGA . . v v vt ettt e ettt e e et e e et e e ettt e et e et eete ettt eaeeeeanaeeaaneaaa 23 2 1 1.00 1 1 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGARARE . . . oottt it ittt ettt iiee e 21 1 1 1.00 1 1 0 0 0 0 0
.................................................................................... GAGGTAGTAT TG T TTGARAG . ¢ v ittt ettt ettt ettt ettt eeie e 21 1 1 1.00 1 1 0 0 0 0 0
................................................................................... TGAGGTAGTAT TGT TTGAR A . . . .ottt ittt ittt ettt ettt teeaeesanneenanneeaas 22 2 1 1.00 1 1 0 0 0 0 0
................................................................................... TGAGGTAGTAT TG T TTGARAAGA R . . . ...ttt ittt ittt et eaeeeaeanneanneaa 25 3 1 1.00 1 1 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGAAAGABE. .« oottt ittt et ettt ettt eaneeneaanennnaas 24 2 1 1.00 1 0 1 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGAM . . ittt e et e et e e et e e e e e 191 1 1.00 1 1 0 0 0 0 0
.................................................. TTTCCGACAATGCGATCT A . & oottt ittt it ettt et ettt ettt e ettt e ettt e ettt et e et e et e it e e 20 1 1 1.00 1 1 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGARAGEE . « - ot v vt ettt ettt ettt et eeeeeeaneesaanaenannnaaa 23 2 1 1.00 1 1 0 0 0 0 0
.................................................................................. CTGAGGTAGTAT TGT TTGARAGAR . L .ttt ittt ettt ettt et e e eeeennea. 24 1 1 1.00 1 0 1 0 0 0 0
....................................................................................... GTAGTAT TG T TTGARAGA . « & v e e e et e e eee e s aeneeeenneeeaneeeeaneeeanneenana 18 0 1 1.00 1 1 0 0 0 0 0
........................................................................................ TAGTATTGT TTGARAGAR. . . . i i i ittt i ettt i it e e 18 1 2 1.00 2 2 0 0 0 0 0
Anti-sense strand reads
V108
GACAATAAAATGATATATTGAATAAATACTTCTTCGAAATCCTAAATTAAAAAGGCTGTTACGCTAGATCCGCAAAGATAGCGACTCCATCATAACAAACTTTCTAATTCAATTTCGCATTAGTAGTTTTAAAATTTTACACTTATTCATGTATTC
Read # Hit Total head
dedkokdedkdkdek ok ke ke k ke dek ek ke ko (((( (.. (CCCCCCCCCCC COCCCCCC- - (e 1)) )Y IIIID)) L IIIID)DD)))) D)) ) ) L. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|scaffold 4845:10618678- |der 25|CT--GTT------—-—--- ATTTTACT ————————==—————————— A-mm—mmm o N e N ——,—S——, A i s ,HD I R Y T T ———a—as-s i i e - .-l i i IA__ st e ..t i —..-.“ b ii CTTTAGGATTTAAT THTTCCCACAATGCCATCTAGGCGT TTCTATCGCTGAGGTAGTATTGT TTGAAAGATT——————————~~— AAGTTAAAGCGT—-———=-———-~ AATCATC---AAAATTTT----- AAAATG-——=———=—=———=————————~ TGAATAAGTACATAAG
10618833 -
ldrovak3|2r:12724091-12724238 + |ldva_34|lcT--FEm------ T T T G T e i /2 . 1 — G N — — T _ _ _ _ — CTTTAGGATTTANT TERTC/ECACAATHCNATCTEGECGT TEC TITCGCTGAGGTAGTATTGTTTGEAAGAT—-——-———-——- AAGTTAARGRAGE---------- ARTCATC---J@ART TTT- -~~~ ErrATR-——-——- - B TERG THCATEAG]

droSec2|scaffold 1:14026261~-
14026315 -

___________ NN - -BeaTallcTACATARG

ldrosim2|2r:17041526-17041582 - ||

|dm3 lchr2R:16472056-16472124 |

droEugl|scf£7180000409474:1489501—
1489655 +

i 7 2.CATARG|
TN X 1A A )
——————————— - ———-BRE~ TAAGTEARANG

droTakl|scf7180000415401:100655~-

___________________ =AAETAETAE\

droElel|Er34866500491201:736802-
736956 -

- - - JGNARNA A CTTGTGCi /- TRAAEAANSACETATY
[ [ ]

droRhol|scf7180000780104:82895—
83097 -

INYSNICTGAAGAAATTTAARA TEEEENEINNA G T TA T TINUINE
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:10618678-10618833
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:10618678-10618833
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_25.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:12724091-12724238
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_34.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:14026261-14026315
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17041526-17041582
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:16472056-16472124
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:1489501-1489655
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415401:100655-100895
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:736802-736956
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780104:82895-83097

ID: Coordinate:

der 34

scaffold 4690:9672360-9672417 +

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

confident | Testes-restricted | antisense to_intron

Legend: mature star |51 =y ed (RTHEN PG _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity
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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 [Dere\GG18050-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
MO055
V107 /v108 V060
ATCCGGCAAAGTGAATACCAGTACTATACTGTATCTATACTTTTTAAAACATTCTTATTCGGTCCGCTTCTGCAAAGTTTTTATTGCAGCGTGTCAAATGAGARAGT TTTAGAAAGCGATTACAATCAACAACCCAAAATATCATATGTTTARACTTT female
Read # Hit Total male head head body
khkkkkkhkhkkkhkhkhkkhkhhkhkhkhhhkhkhhhkhkhkhhhhkhd (((((((((((. ((((((((. ((_ . (((. . (((((( ........ )))))) .))))) . ) ) ) ) ) ) )) .))))))))))) ______ khkkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkx gjze Mismatch | Count Norm Total bOdy
..................................................................................... GCAGCGTGTCAAATGAGARAGT « ¢ e v et et e teee e e et e te et te e eeaenenaeneneenen. 22 0 1 1041.001041 969 67 3 2
.................................................. ATTCTTATTCGGTCCGCTTCTG e &« v v et ettt et et et et et et e e e et e e e e e et et et et et et e ettt et et et et ie e e e 22 0 1 534.00 534 460 66 7 1
...................................................................................... CAGCGTGTCAAATGAGARAGTT . « vt e et teee e e et e te et te e eaeneeaenenaenenaes 22 0 1 459.00 459 396 56 3 4
..................................................................................... GCAGCGTGTCARATGAGARRG . « ¢ e ettt et te e ee et ieenienaeaenaeaenaenan. 200 1 427.00 427 395 27 3 2
...................................................................................... CAGCGTGTCARATGAGARAGT .« ¢ vt et et te et e et ie ettt 2l 0 1 377.00 377 307 68 1 1
.................................................. ATTCTTATTCGGTCCGCTTCT . ¢ e v et et et et et e e et et et e e et e et et e e e et et e e et e e et e et e e e e e en e e en a2l 0 1 288.00 288 253 33 2 0
.................................................. ATTCTTATTCGGTCCGCTTCTGCA « & ¢ v v e v et et e e et e e e e e e e e e e e e e e et e e e e e e e e e e et ettt e e e e e e e 24 0 1 123.00 123 115 8 0 0
...................................................................................... CAGCGTGTCAAATGAGARAG . « « ¢ o vt et et te e et e e et te e ie e ieaeeaenenaeneaae. 20 0 1 95.00 95 76 17 0 2
.................................................. ATTCTTATTCGGTCCGCTTCTGC . « e v et et et et et et et e e e e e e e e e e e e e e e e e e e e e e e e e e ettt ettt et ettt e e 23 0 1 60.00 60 57 1 1 1
..................................................................................... GCAGCGTGTCARATGAGARR . « « « et et e ee e e ta e e ea e en s s eneneneneneneneneneaeaa 20 0 1 50.00 50 45 5 0 0
.................................................. ATTCTTATTCGGTCCGCTTCTGCAR . « e v e v e e et e e e e et et e e e e e e e e e e e e e e e e e e e e e e et et e ettt ettt ettt eneneneneneee. 25 0 1 43.00 43 40 3 0 0
.................................................. ATTCTTATTCGGTCCGCTTC .t t vt ettt et et et et et et et e e et e et e e et e et et ettt et e e et e et e et ie e e e e aeaeaeaaeaaeaa. 20 0 1 37.00 37 35 2 0 0
.................................................. ATTCTTATTCGGTCCGCTTCTG . « ot ot vt ettt 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 et e e e e ettt et ettt e e 231 1 26.00 26 24 2 0 0
................................................. CATTCTTATTCGGTCCGCTTCTG e & ¢ v e v e e et ettt e e et e e e ettt e ettt et et et ettt ettt te et ie et ea i eieeaeaenaeaenaeaan. 23 0 1 20.00 20 20 0 0 0
...................................................................................... CAGCGTGTCAAATGAGARAGTTT . & o vttt teee e e ettt ie e ieeeieeaeaenenaenenae. 23 0 1 13.00 13 10 1 2 0
................................................. CATTCTTATTCGGTCCGCTTCTGC . ¢ et e v et et et et et et e e et et et e e e e et e e et et et et et e e e e e e enen s eaeneneneneneneneanna. 24 0 1 13.00 13 10 2 1 0
...................................................................................... CAGCGTGTCARATGAGARR . « « v et et e et teee e e e et e te et te e ia e eiaenenaeneeae 19 0 1 12.00 12 8 3 1 0
................................................. CATTCTTATTCGGTCCGCTTCTGCA & o v e e e et e e et e e et e et ettt e e et e e e et et et et ettt et te et ea e eaenaeaeneeaaa. 25 0 1 11.00 11 11 0 0 0
..................................................................................... GCAGCGTGTCARATGAGARAGTT « e v et et et teee e e e ee et ie e eaeaenaeaeneeaen 23 0 1 10.00 10 10 0 0 0
....................................................................................... AGCGTGTCAAATGAGARAGT « ¢ vt e et ee et ee e eee e eneeaeneaaeneaaeneeaenenaes 20 0 1 9.00 9 7 1 0 1
.................................................................................... TGCAGCGTGTCARATGAGARAG . « e v et ettt e ettt e et e et ie e ieeeiaenenaenena.. 22 0 1 9.00 9 7 2 0 0
....................................................................................... AGCGTGTCARATGAGARAGTT . « ot ot ettt ettt et e et 20 1 8.00 8 8 0 0 0
.................................................................................... TGCAGCGTGTCAAATGAGARR . « ¢ o et et ettt te et e et e et te e eaenenaenenae. 2l 0 1 7.00 7 7 0 0 0
.................................................. ATTCTTATTCGGTCCGCT T T -« - o vttt ettt et et ettt it et et ettt e et et e e et ee e 22 1 1 6.00 6 6 0 0 0
................................................. CATTCTTATTCGGTCCGCTTC . v e et et e et et e e e e e e e e e e e e et e e et e e e et e e et et ettt ettt e ettt et e et 20 1 4.00 4 2 2 0 0
.................................................................................... TGCAGCGTGTCARATGAGAR . ¢+« et et et et et et e et et e aea e e eaeaenenenenenenenenea. 20 0 1 4.00 4 4 0 0 0
................................................. CATTCTTATTCGGTCCGCTTCT . ¢ e e e e et et 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 et e et e e et ettt e et e e et eneneenenee. 22 0 1 4.00 4 3 1 0 0
.................................................. ATTCTTATTCGGTCCGCTT « « v v e et et ettt et e e e et e e et e e et e e e e e e e e e e e ettt ettt ettt et et e i eie e 190 1 4.00 4 3 1 0 0
..................................................................................... GCAGCGTGTCARATGAGAAAGE . « « ¢ vt vttt et et et e et e et et et et et 221 1 3.00 3 3 0 0 0
....................................................................................... AGCGTGTCARATGAGAAAGTTTT . ¢ o v ot ettt e et e et e te e eeeeeeaeneaeaeaeaeaeaeaes 23 0 1 3.00 3 3 0 0 0
.................................................. ATTCTTATTCGGTCCGCTTCTGIE . - -« v o ettt et e ettt e e e e e e e e e e e e e e e e e e et et ettt et et 24 2 1 3.00 3 2 1 0 0
................................................... TTCTTATTCGGTCCGCTTCTG e & ¢ v v ettt e e et et e e e e e e et e e et et e e et et ettt et et et et et e e e e e et eeeaaaaeneeaeanea. 2l 0 1 2.00 2 2 0 0 0
................................................... TTCTTATTCGGTCCGCTTCTGC . « o ¢ e e e e e e e e e e e e e e e e e e e e e e e e e e et e e et e e et e e e e e e eneeeneneneneneneneaeaeneaeaeananea22 0 1 2.00 2 0 2 0 0
..................................................................................... GCAGCGTGTCAAATGAGARAGE . « -« ¢ v ettt ettt ettt et et ea e 22 1 1 2.00 2 2 0 0 0
.............................................. AAACATTCTTATTCGGTCCGCT « v e v et e e a et e et et e e et e e e et e e e e e e e e et e et et e et e e ettt ettt ettt et e ieea e 220 1 2.00 2 2 0 0 0
..................................................................................... GCAGCGTGTCARATGAGAAR. . . .. ottt ittt it it ittt et e et e et e 2l 2 1 2.00 2 2 0 0 0
.................................................. ATTCTTATTCGGTCCGC T IO . - - - - o e ettt et te et te et e et e e et et et te et e e ee e e e eneaenaeaeneeaeneeaenae23 3 1 1.00 1 1 0 0 0
.................................................... O o€ e o] ol e e L R A SN O 1 1.00 1 1 0 0 0
.................................................. o - Tl Tole] eloli i - A PO o 1 1.00 1 1 0 0 0
...................................................................................... CAGCGTGTCARATGAGAR. - - - - o ittt ittt ittt ittt it et it en e e 20 2 1 1.00 1 1 0 0 0
.................................................................................... TGCAGCGTGTCARATGAGARAM. . . ... . i 221 1 1.00 1 0 1 0 0
.......................................................................................... GTGTCARATGAGAAAGTTTTAGH. . . ... i i i i i e 231 1 1.00 1 1 0 0 0
.................................................. ATTCTTATTCGGTCCGCTTCTGCARR . « ¢ e v e e et e e et et et et et e e e e e e e e e e et e e e e e e et et ettt ettt ettt et enaenenenen. 26 0 1 1.00 1 1 0 0 0
.................................................. ATTCTTATTCGGTCCGCTTCTG AR . - - o ottt ettt e ittt e ettt et et et et e e e ee e 261 1 1.00 1 1 0 0 0
............................................... AACATTCTTATTCGGTCCGCTTCTG x « e e e e e ettt e e e e e e e et et et et et et et et ettt et et et et ettt aaeaaanaeeaa. 25 0 1 1.00 1 1 0 0 0
........................................................................................ GCGTGTCAAATGAGARAG . - ¢« vt et e teeae e en e e eeeenenaeaenneaenneaeneeaan. 18 0 1 1.00 1 1 0 0 0
.......................................................................................... GTGTCARATGAGAAAGTT « « « t ettt e et e et e et ee e ee e eeaeneeaenenaen. 18 0 1 1.00 1 1 0 0 0
.................................................. ATTCTTATTCGGTCCGCTTCTE e & v ottt et et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e e et e e ettt et et et et et 221 1 1.00 1 0 1 0 0
................................................... TTCTTATTCGGTCCGCTTCT . ¢ e v et et et et et et et e e e e e e e e e e e e e e et et et et et et et et e e e e enea e e e 20 0 1 1.00 1 1 0 0 0
..................................................................................... GCAGCGTGTCAAATGAGARAGH. « ot ottt ittt ittt et et e e eneeeeaennenen. 22 1 1 1.00 1 0 1 0 0
................................................. CATTCTTATTCGGTCCGCT .+ v e e et e et ettt e et e e e et et ettt et et e e et et et et e et e et e e iaenaeeeneea... 19 0 1 1.00 1 1 0 0 0
.................................................. ATTCTTATTCGGTCCGCTTCTGR - « - ¢ o v et et 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 et et e e e e e e e e eaenenenenenenenennenea 23 1 1 1.00 1 0 1 0 0
.................................................. ATTCTTATTCGGTCCGCT « « « e v e e et et et et et e e et et et e e e e e e e e et e e et et et e e e e eaeaen e e ea e 18 0 1 1.00 1 1 0 0 0
Anti-sense strand reads
GSM1528801
TAGGCCGTTTCACTTATGGTCATGATATGACATAGATATGAAAAATTTTGTAAGAATAAGCCAGGCGAAGACGT TTCAAAAATAACGTCGCACAGT TTACTCTTTCAAAATCT TTCGCTAATGTTAGT TGTTGGGTTTTATAGTATACAAATTTGAAA
Read # Hit Total follicle
kg dk ek deok ke k ok ke k ke kdekkdkkdkkd OO COCCCCCC e e (O (e e e e e D)D) I I e kkkkkkkkkkkkkkkkkhkkkkkkkkkkkkk*kk*** gize Mismatch Count Norm Total cells
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|scaffold 4690:9672310- |[der 34|[ATC------—--—-————————- CGGCAAAGTGAATACCAGT-ACTATACTGTAT-——-—-— CTATACTTTTTAAAAC REFCTFATTCEETCCECTTCTCCARAG———— - ———————————————————————— TTTTTATTGCAGCGTGTCAAATGAGAAAGT TTTAGAAAGCGATTACAATCAACAACCCAARATATCA-—————- TATGTTTAAACTTT-
9672467 +
[drovak3|x:11901500-11901684 - |dva_37|ATE RN aIaer NN N EIeTN NG PN NN C A A AG T GA T A CLR T T e NN redacTTTTTAAAACEETCTTATTICEETCCECTTICTCCAA AT N - - — - — - - - - - - - - - - ———— TTTTTATTGCAGCGTGTCAAATGAGAAAGTTTTAGAAAGCGATMACAATCAACAEC cAARAATATCHY- - INENBNTATGTTTAAACT T T[S
droSec2|scaffold 8:1717185- ATC——-————————m—m - AEARGIYNEC T TINUNSA TAJITTG- - - - - — - - - -BcAcTaaA RN IS A R G IS G el e el A e e o e o N - R e arcaGAAAGTTTARAAAGCGATACAATCAACAACCCAARATATCH - - IR TA TG TT T[eAC TIGY-
1717322 +
ldrosim2|x:18324514-18324662 + | e Bcicanacehifia TaciREN TR T T AC TR T A TR NG ENNNT[eleln c TR T T Tlg Al BT E T TAT T CEC T\ CEC T TC T CCAA AR - - —— - - ——— - —— -~ e Tr\ACAAACETT TARNAAEGCI A T CcaATCAACAAECCAARATATCl- - INEX BT ATC T TTRAACTEN-
am3  |chixi19435219-19435297 B A TASY AR - — e -
+
droTakl|lscf7180000415526:14268- - - e — ety — — — — — — — - -GN CINA TR T T lshiciNddEE cHEdccTAS BN C TAT TCCAGCCT TTTTCCCT TCACAGGCA THRBNCINNEN O Nelelelle O GIV NN NNNA A NV INE T c TA A GG CCCINNTNCETINNNNI Tifs cAA A TG T TCIC TH T CINCTTE
14426 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:9672310-9672467
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:9672310-9672467
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_34.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:11901500-11901684
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_37.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1717185-1717322
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18324514-18324662
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:19435279-19435297
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415526:14268-14426

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

der 169 |scaffold 4690:1633026-1633099 - || Known Ortholog || Testes-restricted |antisense_to_intron

Legend: mature star (1) niz00d i B IEN T i1 (911 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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1633150 1633100 1633050 1633000 o @ & Qf\ i -
16330 T 1T T 1T 71T 1 o 3
Genomic Position 18 19 20 21 22 23 24 < I I | |
Size Condition 1633150 1633100 1633050 1633000
Genomic Position
Hairpin partition -#- Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
Antisense to intron [Dere\GG18704-in]; utr3 [utr3 minus 9916]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M055
V107 V108 V060 MO57 V040
ATTATTAAGTTATTGTTAACATTCAACTCGTTGGCGTGTGAGAAATTGCTCATGATATGCGATTCGGAACCATTCACTGCTGTTTTTCAATTT TCAGTGAATGATATCGAATGGCTCATTATT TGTATGATACGAACATCTCAATTTAATAACCGAAAATATGTGATAATAGAT female
Read # Hit |[Total male head body |head embryo embryo
khkkkkkkhkhhhhhhhhhhhhhhhkhkhkhkhkhkhkhkhkhkhkhkkkkkkkkkx (((. . (((((. . ((' ((((((. .. (((((((((. . (((' ... ) )) ... ) ) ) ) ) ) ) )) ... ) ) ) ) )) .)) . .))))) . .))) ...... khkkkkkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkkkkkkkkkkk*k**x**| gjze Mismatch /Count Norm Total bOdy
......................................................... TGCGATTCGGAACCATTCACTG . ¢« e e e et et et e e e et et et et e e et e e e et et et e e et e e e et et e e et et et e e ettt et et e eaeeaeeeeeen 22 0 1 2215.002215 1995115 82 19 2 2
......................................................... TGCGATTCGGAACCATTCACT « -« e e e e et et et e e e e e e e e et et e et e e e e e et et et ettt e e e e e e et e ettt e e e e ettt eeeaeaaaaanaeaaanaaa 2 0 1 622.00 622 538 56 22 4 2 0
......................................................... TGCGATTCGGAACCATTCAC . « e e e et et et et e e e e et et et et e e e e e e e e et et et e et e e e e e et e e ettt et e et et ettt et ettt 200 1 73.00 73 67 2 3 1 0 0
......................................................... TGCGAT TCGGAACCAT TCAC TG . - ¢ ot ittt ettt ettt et e ettt ettt et e e e ettt et et et ettt ettt et e e e e 23 1 1 47.00 47 43 1 3 0 0 0
......................................................... ieToley ik ol e eT-V-Xo ol il o) NP A BN 1 31.00 31 28 3 0 0 0 0
......................................................... ielofer il ot eel-V-XoloF-Ni il oF-\ ok [~ A | 1 22.00 22 21 0 0 1 0 0
......................................................... TGCGAT TCGGAACCAT TCAC TG . & o i ittt ettt ettt et e e ettt et e e e e e e e e ettt e e e et ettt et e et e e e 0231 1 15.00 15 14 1 0 0 0 0
......................................................... TGCGAT TCGGAACCAT T AC T . « . o ottt ettt ettt e e e et e et e e e e e e e e e e e et ettt e e et ettt 0221 1 11.00 11 9 1 1 0 0 0
................................................................................................ GTGAATGATATCGAATGGCTCA . + v e e et et et et et et e et e e e e e et etee e eaeaeaeaeananenanas 22 0 1 6.00 6 6 0 0 0 0 0
.......................................................... GCGATTCGGAACCATTCACT G+ « « e e e et et et et e e e e e e et et et e e e e e e e et et et e et et e e e e e e et ettt ettt ettt et e eeeeeee.. 210 1 5.00 5 1 0 4 0 0 0
......................................................... TGCGAT TCGGAACC AT T AR . .« . ottt ittt ettt ettt ettt et et e e e e et et e e et e e e e e e ettt et e et ettt e 20 1 1 5.00 5 4 1 0 0 0 0
......................................................... TGCGAT TCGGAACCAT T AC . . & ot ittt ettt ettt e e ettt ettt e et e et ettt ettt e ettt et e e e 20 1 1 5.00 5 4 1 0 0 0 0
........................................................... CGATTCGGAACCATTCACTG . « « v e e e e e e et e e e e e e e e et et e e et e e e e e e et et et e et et e e e e e e e et e e e eaeaeeeeeeneaeaeasaeaeaeenenaaa 20 0 1 2.00 2 1 0 1 0 0 0
............................................................ GATTCGGAACCATTCACT G e « « e e e e e et et et e et e e e e e et et et e e et e e e e et et et e e et et et et e e ettt ettt ettt e eaeaaeaena 19 0 1 2.00 2 1 0 1 0 0 0
......................................................... TGCGAT TCGGAACC AT T AC T . . & ot ittt ittt ittt ettt et e ettt et e et e et e e e e e et e et ettt et e et et ettt et et e et 232 1 2.00 2 2 0 0 0 0 0
......................................................... TGCGAT TCGGAACCAT TCACTGCT . ¢ o v et et e e e e e e e et et et e e et e e e et et et e e e e e e e et et e ettt et et ettt e eaeeaeeeeee. 24 0 1 1.00 1 1 0 0 0 0 0
......................................................... i elofey ik ot e el V-XoToF-Ni il oF- V.. P B 1 1.00 1 1 0 0 0 0 0
........................................................... COATTCGGARACCATTCACT « & 4 e e e et et et e e e e e e et et et et e e e e e e et et et e et e e e e e e e e e ettt e et ettt 190 1 1.00 1 0 1 0 0 0 0
............................................................ GATTCGGARACCATTCACT « + « e e e e e e et et et e e e e e et et et et et e e e e e e et et et e e et et e e e e e e et ee e tetetaeeeneneaeaeaeaa. 18 0 1 1.00 1 1 0 0 0 0 0
......................................................... TGCGATTCGGAACCAT TCAC TG . . . o o ittt ettt ettt et et et et et e et e ettt et et e et ettt et et et ettt et e e eeeneee. 25 3 1 1.00 1 1 0 0 0 0 0
......................................................... i elofer ik ot e el V-NoloF-Ni il U PP A B | 1 1.00 1 1 0 0 0 0 0
......................................................... TGCGAT TCGGAACCAT TCAC TG . . . o ¢ ottt ettt ittt ettt et e e e e e e e e e ettt e ettt e ettt e et et ettt et e e e eieieaee. 25 3 1 1.00 1 1 0 0 0 0 0
........................................................... CGATTCGGAACCAT T AC T . - . o ittt ettt ittt ettt ettt et e e et e e e et e e e et ettt et ettt e 20 1 1 1.00 1 1 0 0 0 0 0
......................................................... TGCGAT TCGGAACCAT TCACT R . . ¢ o ¢ ottt ettt ettt et et et ettt e e et et et e et et e e et e e e et et e e e e eeeeeneneneaeaeaennenenas 23 2 1 1.00 1 1 0 0 0 0 0
......................................................... elofer ik oteler-V-NoToF- N il oF- Yok . PP S 1 1.00 1 1 0 0 0 0 0
......................................................... TGCGATTCGGAACCATTCACTGC « & ¢ e e et et et e e e e e et et et e et e e e e e et et et e et e e e et e e e e ettt et e e et ettt et et e ettt 230 1 1.00 1 1 0 0 0 0 0
......................................................... TGCGAT TCGGAACCAT TCACE . - ¢ ot ittt ettt e ittt ettt e e et e e e et e et et e ettt et et et ettt e e 201 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
TAATAATTCAATAACAATTGTAAGTTGAGCAACCGCACACTCTTTAACGAGTACTATACGCTAAGCCTTGGTAAGTGACGACAAAAAGT TAAAAGTCACT TACTATAGCTTACCGAGTAATAAACATACTATGCTTGTAGAGT TAAATTATTGGCTTTTATACACTATTATCTA
Read # Hit |Total
khkkkkkhhkhhhhhhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkkkkkdk (((' . (((((' . ((_ ((((((_ .. (((((((((_ . (((_ ... ) )) .. .))))))))) .. _)))))) .)) .. ) ) ) )) .. ) )) ...... khkkhkkhkkhkhkhkhkhkhkhkhkkhkkhkhkkkkkkkkkkkkkkkkkdhdd** 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
droEre2|scaffold 4690:1632976- der 169|ATTATTAAGTTATTGTTAACATTCAACTCGTTGGCGTGTGAG-—————————————————————————— AAATTGCTCATGATATGCGATTCGGAACCATTCA-CTGCTGTTTTTCAATTTTCAGTGAATCGATATCCAATGCCTCAT - TATT TGTATGA-TACGAACAT ————CTCAA T T T A A~ — = — = — = = = = = = = = = = o o
1633149 -
T (RS e Y N —_———— T e e - ——ncer
droSec2|scaffold 4:2462291- ATTATAGTTATTGTIAACATTCAACTCGETGGCGEATGAG AR TCCClECA Tl T T TG T AT/ - T ARG A A C A — — - C T i — — = — = === == == ==~ = m = m e m e m -
2462435 +
droSim2|[x:3957076-3957220 - dsi- ATTATRAGTTATTGTRAACAT TCAACTCGETGGCAENTGAG-——————————————— o —— EraT T THET GA TETINC GA T T C Ol et A T T AL C T Ol i C AAT G G ClECA TIEA T T TG T A T[S A — T ARG A A C A 8- — — — C T C i~ — — — = — = == =~ =~ =~ = === m—m —m o -
mir-983
dm3 chrX:4262194-4262364 - dme-  [ATTATAGTTETTGTRAACATTCAACTCGETGGCGTIITGAG-—————— ===~ === - ——— o~ araTTRCTHATGATETNCAT TNkl T TiiANC TR T T T T TE\A A TENT TC A ClRRAR NG Al A TG A A T C C A ThYe A T T TG T A T[S A - T ARG A A CA T~ — — — C T | — — = = = = == == == = = = = m o m
mir-
983-1
droBial|lscf7180000301703:495594- IR TICINAR I NEE CITINI 2 I NNela T ClicEn e ldcaTTcAGATCTTTAAAACAAAGTGTTGTGCCTINAGIABC A G T TA TIAG C AN NS GIES TR TATGE - - - - - - - - GIRIINA - - TIAAT TCLViAANNTEEE Glita c T AIINA AISI T ARG GV NIEEE - i¥e NGl T T
495767 +
droTakl|[scf7180000415394:1160860- ATTAT TR AT TATTGT TAACA N C Al N ATCTT
1161004 +
droElel|[scf7180000491011:2113085- T S T e T T T C
2113187 +
droFicl|scf7180000453901:210103- Gid:NualC Al elAI\CAISENGIAC TA®A - - - - - AAThY- - -|
210292 +
GroKix1[EcE7180000302610:1780741- T e
1789745 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:1632976-1633149
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:1632976-1633149
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_169.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:4175810-4175845
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:2462291-2462435
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:3957076-3957220
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi-mir-983.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:4262194-4262364
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme-mir-983-1.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301703:495594-495767
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415394:1160860-1161004
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491011:2113085-2113187
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453901:210103-210292
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302610:1789741-1789745

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

der 50 |scaffold 4929:644262-644317 + | confident | Canonical miRNA | antisense_to_intron
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Show Alternate Folds H
Flybase annnotation
Antisense to intron [Dere\GG24636-in]
Repeatable elements
|Name “Class HFamily HStrand|
| (TATG)nH Simple_repeat” Simple_repeat“+ |
Sense Strand Reads
hide 3p reads‘ show mid mismatch reads H
MO055
V107 V108 V060 GSM1528801 V040
AAAAAAATAATTAAAAGGGAGAGAAGCACCCCGCTTGCGTGCATGTATGTATGTATGTATGTGCGACGTGCCAATTTGCATGGCACGTCGTACATACAAACATACATAACTGCATGTGGACGACCATTTTTTTGTACACTTCTTGTGTTTTTTTTT female
Read # Hit |Total male head body |head follicle |embryo
Feokddkkdok ok kkdkkdokkkkdekdkkdkkdekdkrdkdk (.. (CCCCCCCCC COCCCCCECEEeECeee. ... .. 1IN ) IDDDD)))) ) )))))) .. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k***** 5ize Mismatch Count Norm Total body cells
.................................................. ATGTATGTATGTGCGACGTGC + ¢ ¢ v e e e e e ee e et e ettt et e e et e e et e ettt e e et e et e e ettt e ettt e eieeneaeneeee. 20 1 567.00567 216 226 112 12 0 1
.................................................. ATGTATGTATGTGCGACGTGCC « « « v e vt e et ettt e et e e e e e e e e et et e e et et et e e et e e e e eaeeneeaeaeeneen. 22 O 1 344.00344 142 117 75 9 0 1
.................................................. ATGTATGTATGTGCGACGT G« « « e e e et e ettt et et e e e e e e e e e e e e et et et et et et et e ettt e eiaeiaeeneen. 20 0 1 260.00260 155 70 32 3 0 0
................................................... TGTATGTATGTGCGACGTGC + ¢ ¢ v v e e e et e et et et et e e et e e et te et e ea e e e eae e eneeaeneeaeneeaeneeaeneeaeneeaea. 20 0 1 122.00122 34 58 27 2 0 1
................................................... TGTATGTATGTGCGACGTGCC .« « v v et e et e e e e et et e et e e et e e e e e et e e e e e e e e e e et et et e et e e e e e i e 20 1 85.00 85 23 22 36 4 0 0
................................................... TGTATGTATGTGCGACGTGCCA . « « e e v e et e et et ee e et e et e e e e et e et e e et et et et ta e e ene e eneenaenaenaeeneeae 22 O 1 67.00 67 26 16 23 2 0 0
.................................................. ATGTATGTATGTGCGACGT . &+t et ettt ettt e ettt ettt e e e e e e e e e e e et et et et ettt ettt e e e 190 1 62.00 62 36 5 10 0 11 0
.................................................. ATGTATGTATGTGCGACG - « « « e e e e e e e et e et ee e a e e e e e et e e e te e e ta e e e e aeeneaeeaeaeeaeneeaeneeaeneeaenenaan. 18 0 1 42.00 42 8 14 19 1 0 0
.................................................. ATGTATGTATGTGCGACGTG. - v vttt it ettt ettt e e ettt e ettt e e e e et e e 2 1 38.00 38 34 4 0 0 0 0
.................................................. ATGTATGTATGTGCGACGTGCC . - - - ottt it i i it ettt ettt ettt e et e e e e e eaeaeananae.a 23 1 1 34.00 34 14 14 5 1 0 0
................................................... TGTATGTATGTGCGACGTG « + ¢ e e v e e e e et e e e et e e et e e e e e e te e e e ea e e e eaeeaeneeaeneeaeneeaeneeaeneaneneeaea 19 0 1 19.00 19 13 2 4 0 0 0
................................................................................... CACGTCGTACATACAAACATAC . ¢ o et e te e ettt e e e ettt te et te e eea e 22 0 1 14.00 14 5 2 7 0 0 0
.................................................. ATGTATGTATGTGCGACGT . - -« c ittt ittt i it e it e ettt ettt e et e eeee e e eeee e eaen e eaeaeaeaeanaeananaaa20 1 1 13.00 13 8 1 3 1 0 0
.................................................. ATGTATGTATGTGCGACGTGCCA . ¢« vt et v e te e et e ettt et et et et e e et ettt e et e e e ettt ettt e eieeneieeneeeea. 23 0 1 7.00 7 2 4 1 0 0 0
.................................................. ATGTATGTATGTGCGACGTGC. - - ottt i i i e it e ettt ettt ettt et e e 22 1 1 7.00 7 3 4 0 0 0 0
.................................................. ATGTATGTATGTGCGACGTGC . - ¢ ot ittt ettt e e e e e e e e e e e e e e e e et et e et e et et et et e et et et e 221 1 5.00 5 3 1 1 0 0 0
.................................................. ATGTATGTATGTGCGACGTG . - - ¢ ottt ittt e e it it e e ettt et ettt et e et e e e e e e e e e eaeaeaeaeaeananana.a 2l 1 1 5.00 5 3 1 1 0 0 0
.................................................. ATGTATGTATGTGCGACGTGIIl- - « - -+« o vt et ettt ettt et et e et et e e et et et et et et et et et e e e et ia e 222 1 5.00 5 5 0 0 0 0 0
................................................... TGTATGTATGTGCGACGTG. -« ¢ v ottt ettt ettt et et et et et et e e e e e e e e ettt ettt e ettt e e 20 1 1 4.00 4 2 0 2 0 0 0
................................................................................... CACGTCGTACATACAAACATACA .+« vt e e et e ta e e e et teen e eneaenenneaeneeaeaa 23 0 1 4.00 4 2 2 0 0 0 0
.................................................... GTATGTATGTGCGACGTGC .« « v v e e et et ettt e e e e e e e e e e et e e e e e e e e et et et et et e et et ie e e 190 1 3.00 3 1 0 2 0 0 0
................................................... TGTATGTATGTGCGACGTGCC . « -« v vt ittt ettt e e e et e e e e ettt e ettt ettt et et ettt 221 1 3.00 3 1 1 1 0 0 0
.................................................. ATGTATGTATGTGCGACGTH. . ¢ o ettt ittt ettt ettt e et e ettt et e e e et e et ettt ettt et et e e e 2001 1 3.00 3 2 0 1 0 0 0
...................................................... ATGTATGTGCGACGTGCC .« « vt ettt ettt e ettt e e e e e e e e e e e e e e e e e e et ettt ettt e e e 180 1 2.00 2 0 2 0 0 0 0
................................................... TGTATGTATGTGCGACGTGH. -« ¢ v ottt et ettt ettt et e e et et e et e e e e e e e e e e et et e e ettt e e 20 1 1 2.00 2 2 0 0 0 0 0
.................................................... GTATGTATGTGCGACGTGCC ¢ &+t o vt e e e e e e e e e e e e e e et et e e e e et e e te e e e eae e neenaeaaenaeaaeeneeneeae 20 O 1 2.00 2 0 0 2 0 0 0
.................................................. ATGTATGTATGTGCGACGTGCC . - - ¢ ot ittt i it ettt ettt ettt ettt et e e eaeaeaeaeananea.a 23 1 1 2.00 2 1 1 0 0 0 0
................................................................................... CACGTCGTACATACARACATA .+« vttt te e ettt ettt e et te et te e eieea e 20 1 2.00 2 2 0 0 0 0 0
.................................................. ATGTATGTATGTGCGACGTGCC. - - - - o oot ittt it it it ittt it e ettt e et e e e ie e 24 2 1 2.00 2 2 0 0 0 0 0
.................................................. ATGTATGTATGTGCGACGTIE . « . ¢ ot ittt ettt ettt et et e et ettt e e et e e e e et e e e e e e e e e e et et et et et e et et et e e 21 2 3 1.67 5 3 2 0 0 0 0
................................................................................... CACGTCGTACATACAAACATACK. - ¢ ot ittt it ittt i et i et et ee e e 23 1 1 1.00 1 0 0 1 0 0 0
................................................... TGTATGTATGTGCGACGTGCCE. - .« . o ettt ettt ettt ettt e e e ettt e et et e et e et e et 232 1 1.00 1 0 1 0 0 0 0
................................................. TATGTATGTATGTGCGACGTGIE . - « « o v ettt ettt ettt e e e e e e e e e e e et e e e e e e et e ettt et et ettt ee e 23 2 1 1.00 1 1 0 0 0 0 0
................................................... TGTATGTATGTGCGACGTGCCH . « « « vttt ettt ettt et et et e et e e e e e e e e e e e e e e e e e e e e e e e e e e e et et et et et et e 221 1 1.00 1 0 1 0 0 0 0
................................................ GTATGTATGTATGTGCGACGTG . « « « ¢ v e e e e et et te ettt et e et e e e e e e et e e et et et e e et ta e eaeeae e eneenaeeneea. 22 O 1 1.00 1 0 0 0 1 0 0
................................................... TGTATGTATGTGCGACGTGC . . ¢ ot ittt ittt et e et e e e e e et et et et e et et et et et et et et et et et e e 211 1 1.00 1 1 0 0 0 0 0
................................................... TGTATGTATGTGCGACGTGCCAR . « + t v ettt et et te et et e et et ettt et et e e e et e e et et e et te et 230 1 1.00 1 0 1 0 0 0 0
.................................................... GTATGTATGTGCGACGTGCCA . « « v vttt e et e e e e e e e et e e e e e e e e et e e et et et et e et i e e e 20 1 1.00 1 0 0 1 0 0 0
................................................. TATGTATGTATGTGCGACGTG - « ¢« v e v e e e e e ee e e et et et ta e e a e e a et e e e e e e et et et te e e e eneneeneeneenaenaeaaeaaeea. 2l 0 1 1.00 1 1 0 0 0 0 0
................................................... TGTATGTATGTGCGACG . - - ¢ ot ittt it i it ettt et ettt e ettt e e e e e e ea e e eaeaeaeaeaeananana. 18 1 1 1.00 1 0 0 1 0 0 0
.................................................................................... ACGTCGTACATACAAACATAC . « e e o e te e et e te et et ee e e e eeeeaeneaeneeaen. 2 0 1 1.00 1 1 0 0 0 0 0
................................................. TATGTATGTATGTGCGACGTGC . « -+ e v e e e e et e e ee e et te et et e et e e et e e e e e e et et et et ee e eneta e eneenaeaaenaeea. 22 0 1 1.00 1 1 0 0 0 0 0
.................................................................................. GCACGTCGTACATACARR . « « ettt ettt te e e e et et et ettt eieeaenaenneen.. 18 0 1 1.00 1 0 1 0 0 0 0
................................................... TGTATGTATGTGCGACG T, - ¢ ot it ittt ettt ettt e e et e e e et et e e e et et et et et et et e et 19 1 1.00 1 1 0 0 0 0 0
.................................................. ATGTATGTATGTGCGACGTGCHE . « - -« ¢ttt ittt ettt et e et et e et et et e e et e e et et et et e ettt e e 232 1 1.00 1 0 0 1 0 0 0
................................................. TATGTATGTATGTGCGACGTGCC ¢ &« v v e e e e et e e et e ettt et e et e e et et e ettt e ettt e et te et ae e teeneteeneeeneneenenaea 23 0 1 1.00 1 0 0 1 0 0 0
................................................................................... CACGTCGTACATACAAACAT « &t ettt te e ettt et e ettt ie et eaeeeaeneeaeneeaen. 20 0 1 1.00 1 0 0 1 0 0 0
................................................... TGTATGTATGTGCGACGT . ¢ & e e v e e ue e ee e ee et et e e et e et et e e e e e e e e e e e et et et et et te e eaeeaeeneeneenaeenee... 18 0 1 1.00 1 0 0 1 0 0 0
.................................................. ATGTATGTATGTGCGACGTGIA . « ¢ o e vttt et et 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 ettt et et et ettt et et e 22 2 2 0.50 1 0 1 0 0 0 0
................................................... TGTATGTATGTGCGACGTGI. - - - - - o ot i i i i it ettt ettt et e ettt e e e eaeaeaeananane. 2l 2 2 0.50 1 1 0 0 0 0 0
.................................................. ATGTATGTATGTGCGACGTE- - - - -« ¢ o v e ottt et e et et et et et et et et et et et e e ee ettt eaeeae e 223 4 0.50 2 0 1 1 0 0 0
.................................................. el el e o] 3N/ . A - B 4 0.25 1 0 1 0 0 0 0
.................................................. ATGTATGTATGTGCGACH . - ¢ ot ittt ettt e e e e e e e e e e e e e e et e e e e e 18 4 0.25 1 0 1 0 0 0 0
................................................... TGTATGTATGTGCGACGTGIl- - - - - - - - oo it e e e e ettt et ettt 22 3 4 0.25 1 1 0 0 0 0 0
................................................... TGTATGTATGTGCGACGTIE. - .« « - o ettt ettt ettt et et et e e et e e e e e e e e e e et e e et e ettt et e 20 2 5 0.20 1 1 0 0 0 0 0
Anti-sense strand reads
V107 v108
TTTTTTTATTAATTTTCCCTCTCTTCGTGGGGCGAACGCACGTACATACATACATACATACACGCTGCACGGTTAAACGTACCGTGCAGCATGTATGTTTGTATGTATTGACGTACACCTGCTGGTAAAAAAACATGTGAAGAACACAAAAAAAAA
Read # Hit Total male head
ek ok ok ke ke ko ok ke ok ek ke dek ok (.. (CCCCCCCC COCCECCEEEeEEee.e... .. 1)) DDDD))))) L)) ))))) .. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk***** 5ize Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|scaffold 4929:644212- der 50|[(AAA-AAAATA------ ATTAAAAGGGAGAGAAGCACCCCG--CTTGCGTGCATGTATGTATGTATGTATGTGCGACGTGCCAATTTGCATGGCACCTCCTACATACARACATACATAACTG-——-———————— CATGTGGACG----ACCATTTT--TTTGTAC—-—-ACTTCTT-————-————-———————— GTGTTTTTTTTT
644367 +
ldrovak3|2L:576928-577083 + | [p2ERranATE------ Erriaaaceciicalaaceallcccc--crroci MG TATGTATGTATCTAINGECCCACHTGCCAATT TGCET GCERACETCETACATACARACATACA TA TR - - ———- EcaTiTRcacG----EccarTrTifgr T Cc- - - -AcHRCT TRy - - - - - - ———————- CTGTRMTTTTT |
droSec2|scaffold 14:571074-571218 AT -B- - -INiCEEEE ATTAARAGGGENA R Al ccca- - Cla TN T R G TA TG TATGTATGT/ETCL\CHGACEGC CAART TGCATGCEANTCCTACATACARACATAC A TR — - - ———————— - - - — - — - - -[CEEEE GIEE CilA Tl TIFNSEEE C/ShNSINA T T GGAAA TREEEE GTGTTTRTTTTT
+
ldrosim2|21:562354-562525 + | [ErE-2ErarAEREeEA TTAAAAGGGARARA AR CARCCC G- - R R TG T A TG TAT G TATC TG CIAGHCACCEIGC CAART TGCAT GGOMN I COTACATACAAACATACA T A AT - - - ———- A 2NN~ AR r/EEEE Gl Clii~ THlC IR C SIS iNA T TGGAA A TR GTGTTTRTTTTT |
|an3 lchror:588475-588629 + | [Br-B-- - ATTAARAGGAA I AGcAlccCa- - CT TG T I G TA T GEATCEAT CT/ET G TGIGACGTGC CAAT TTGCAT GG I CCHECATACARACATACA T A A TNV N Tb T NN e A TR TN A G- — - - [ e — i - - — - T TC T T VY. _GTGTTTATTTTT |
droTakl|scf7180000415856:190547- Aey-ARAATIE------ T T — e T G TAT G T GlECIE ST GC C AT T T GC A b A N ICATACALACATACEE AT/ - - — - ——————- TIAAN- - - -EcTCAINSE G- - EEIGEVEUNe A BN C TIUNSIINA T TGCAAATGTCAAATAA AlCINHUNA ITTREN A
droElel |sCr7786800491026:218418- Al - Al eI p e FNelA A 2 GINARARNA AR C AN IR - - e T GREN T BT A TG TAT CSATC T/ T G T CRiC Al Thg C iYelele T CRYENAC CAR T CINI{cCATACARACATACA T TSI - - ———- - - I e CC - ———EACATTT T - - e — — — e T TN - — —————————————~— BrcTRrErTTTT
218562 -
droRhol|lsc£7180000779917:48399- AA-AnlATE------ cccTTINACEeTANAINNAFNA 2 2 A A TGlNCAA A - AINEARGHA CIAc AN C AllGiTehiaE clo cilelsleic ChliTIAClE - F3A TGEA CINTNiGHACINT NG - - - - AjlcEEE AT TR CG—- —-[8cCATETT-- QT TG T CRENEL Rt - — —— ——————-—-—-—-—~ BT T T T TR T
48543 -

Generated: 09/08/2015 at 0740 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

OFrRPO0OO0OO0ORrRORRPRFPFRPROOOR



http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:644212-644367
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:644212-644367
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_50.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:576928-577083
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_14:571074-571218
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:562354-562525
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:588475-588629
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415856:190547-190669
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491026:218418-218562
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779917:48399-48543

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

der 47 |scaffold 4690:17924568-17924630 - | confident | Canonical miRNA || antisense_to_intron

Legend: mature star (IR izt 811 ity lnit=i1 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 -e= Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
Antisense to intron [Dere\GG19734-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
MO55
V107 V108 V060 MO57 V040 GSM1528801
CGTGGCTGAGAATTATTGCCTGGAACCTCGAGATTGTTGTGAAATTCCCTTAAGGTCAGGAAAGTATAGCTCAGTGATTTGCGAATTTAGCAATACATTCTAGACCTTTGCGGAGTTTTTCAAAGGTCTTCCGTGAAAGTGT TCTGCTTGTTTTTGTGAATCT female
Read # Hit |Total male body |head head embryo embryo follicle
khkkhkkkhkkhkhkkkhkhkhkhkhkhkhkhhkhkhkhkhkhkhkhkkkhkhkkkkk (((_ ((((((((. .. ((((((. ((((. ((((. (((. ((( ......... ))) _))) .)))) _)))) .)))))) .. _)))))))) _))) L okkkkkkkkkkkkkkkkkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkddrd|gijze Mismatch Count Norm Total bOdy cells
.................................................. TAAGGTCAGGARAGTATAGCT « + ¢ e e v et ettt e te e et et et e e e e et e e et e et e e e e ettt e e ettt et ettt 210 1 718.00718 589 77 48 3 0 1 0
.................................................. TAAGGTCAGGARAGTATAGCTC . ¢ o e v vt e e et et te et te e et et ettt e e et et ettt e e et et ettt e ea e e e ta e ieeneataenneeenea 22 0 1 430.00 430 363 23 38 3 2 1 0
.................................................. TAAGGTCAGGARAGTATAGCTCA .« « v et ettt e te et et e e et et ettt e e et e e et e ettt et et e e et te ettt et iaeneaene. 23 0 1 405.00 405 355 17 320 0 1 0
................................................. T TAAGGTCAGGAARGTATAGCT « « « ¢ e e e e ettt et e et e e a e e et e e et e e e e et e e e e ea e e e e e eeeneaeeaeneeaeneeaeneneeaeneeneaanaa22 0 1 76.00 76 33 32 10 O 1 0 0
................................................... ARGGTCAGGARAGTATAGCTCA .t et et ettt ettt et e e et e et ettt et e e e ettt e et et e ettt et ettt 220 1 47.00 47 43 4 0 0 0 0 0
.................................................. TAAGGTCAGGARRGTATAGC  « + « e e v e e e e et et e e et e e a e et e e e e e a e e ee e e e e e e e e e e aeneaeeaeeeeaeneeaeneeneaenneaenaeaa20 0 1 32.00 32 29 1 2 0 0 0 0
................................................... ARGGTCAGGARAGTATAGCTC + ¢ o e e et et e et et ettt et e e et e et et e et e e e e e e e e e e e e e et e e ettt et ettt 210 1 27.00 27 25 2 0 0 0 0 0
.................................................. TAAGGTCAGGARAGT AT AGC T . - . o ottt it e it it e ittt et e et e e e et 221 1 22.00 22 20 2 0 0 0 0 0
.................................................. TAAGGTCAGGAAAGTATAGC T . . o . ottt ettt ettt et e et e e e e e e e e 231 1 12.00 12 12 0 0 0 0 0 0
........................................................................................ AGCAATACATTCTAGACCTTTG e « ¢ et et ettt te et e eae e e eeneneeaeneeaenenaenen. 22 0 1 8.00 8 0 6 2 0 0 0 0
................................................. TTAAGGTCAGGARAGTATAGC . + ¢« e e e e et ettt et e et e e e et e e e e e e e e e e e teea e e e e s aaeneaaeaeneeaeneeaenenneaeneeaenana2l 0 1 8.00 8 7 1 0 0 0 0 0
.......................................................................................... CAATACATTCTAGACCTTTGC .+t e et e te e ettt e et te et e et te e eeaeneaeaenaeae 2l 0 1 7.00 7 0 7 0 0 0 0 0
.......................................................................................... CAATACATTCTAGACCTTTGCG  « e e v vt e et ee e e ee e eneaecaenacaeneaaenenneaenneaes 22 0 1 7.00 7 3 4 0 0 0 0 0
.................................................. TAAGGTCAGGARAGTATAG . « « « t e e v et ettt et ettt et e et e e et e e et e et e et e et e e e e e e e e e et et 190 1 6.00 6 4 0 2 0 0 0 0
.......................................................................................... CAATACATTCTAGACCTTTG e+« e et ete e et e e et e e e e eaenenaeaenaeaeneeaes 20 0 1 4.00 4 0 4 0 0 0 0 0
................................................... ARAGGTCAGGARAGTATAGCT .+« e e et et e et et et et et et et e et e et e et e e e e et e e e e e e e et 2000 1 3.00 3 1 2 0 0 0 0 0
.................................................. TAAGGTCAGGAAAGTATAGCTCAM . « . o oottt e e e e e e e e e e 241 1 3.00 3 2 0 1 0 0 0 0
.................................................. TAAGGTCAGGARAGTATAGCTCAR . « . o ottt ettt ettt e ettt e et e e e e e et et e et et et e e et et 24 1 2.00 2 2 0 0 0 0 0 0
........................................................................................ AGCAATACATTCTAGACCTTTGC « « + e e e v et et e e ea e e te e ee et ia e eeaenenneaeneea 23 0 1 2.00 2 0 2 0 0 0 0 0
................................................. TTAAGGTCAGGAAAGTATAGC T . . ¢ oottt ittt et ettt et e ettt et e e et e et e e . 231 1 1.00 1 0 1 0 0 0 0 0
................................................. TTAAGGTCAGGARAGTATAG . & « ¢ e e e e e et et e e et et et e e m e e ta e e e e e e e e e e ta e e e e e s eaeneaeeaeneeaeneaaenenneaeneeaenea. 20 0 1 1.00 1 0 1 0 0 0 0 0
.................................................. TAAGGTCAGGAAAGTATAGCTC . - ¢ v vttt ittt et e et e ettt e et e e e e e e e e e e e e .0 231 1 1.00 1 0 0 1 0 0 0 0
.................................................. TAAGGTCAGGARAGT AT AGC T . . . . o ¢ ottt it ettt ettt et ettt 23 2 1 1.00 1 1 0 0 0 0 0 0
.......................................................................................... CAATACATTCTAGACCTTTGCG. - ¢ vttt ettt ettt et e e e e e 231 1 1.00 1 0 1 0 0 0 0 0
.......................................................................................... CAATACATTCTAGACCTTTGH. « ¢ ot ottt ettt ettt ettt e et ee e 2l 1 1 1.00 1 0 1 0 0 0 0 0
......................................................................................... GCAATACATTCTAGACCTTTG . « « « e e e e ee et e eeeaeeeneneeaeneeaenenaeaenneaenaeaa2l 0 1 1.00 1 0 1 0 0 0 0 0
........................................................................................... AATACATTCTAGACCTTTGC .+t v e ettt et e te et e et e et te e eeeeneaeneneeae. 20 0 1 1.00 1 0 1 0 0 0 0 0
.................................................... AGGTCAGGARAGTATAGCTC . « ¢ e e e e e et e e et e e m e et e e et e e a e e ettt e et e e et e et e e eeeaeneeaeneaaeaeneeaeneaaeaea. 20 0 1 1.00 1 1 0 0 0 0 0 0
.................................................... AGGTCAGGARAGTATAGCTCA + « + e e e e et ettt et et et e e et e e ettt e et e e et ettt ettt e ettt ettt 200 1 1.00 1 0 1 0 0 0 0 0
.................................................. TAAGGTCAGGARAGT AT A . . . o o o i it e e e et 19 1 1.00 1 0 0 1 0 0 0 0
................................................. TTAAGGTCAGGARRGTATA . « et et ettt te e e et et ettt e e et et e e e e e et et e e e e e et e ettt e et te ettt 190 1 1.00 1 0 1 0 0 0 0 0
................................................... AAGGTCAGGAAAGTATAGCTCAM . « . o .ottt et ettt e e e e e 231 1 1.00 1 1 0 0 0 0 0 0
.................................................. TAAGGTCAGGARAGTATAGC . .« ¢ o oottt ittt ittt it ettt it ettt ettt ettt e e e et 20 1 1.00 1 0 0 0 0 1 0 0
................................................. TTAAGGTCAGGAAAGTATAGCT . « ¢ ot v vt ettt ettt et e et e et e e e e et e e e e e e ettt e e ettt e et et e ettt 231 1 1.00 1 0 1 0 0 0 0 0
........................................................................................ AGCAATACATTCTAGACCTH. « « ot vttt et it ettt ettt ee et eneeeneneene.. 20 1 1 1.00 1 0 1 0 0 0 0 0
.................................................. TAAGGTCAGGARAGT AT AGC T . - o ottt e ittt ettt ettt et et e e e e e et 221 1 1.00 1 0 0 1 0 0 0 0
Anti-sense strand reads
V040
GCACCGACTCTTAATAACGGACCTTGGAGCTCTAACAACACTTTAAGGGAATTCCAGTCCTTTCATATCGAGTCACTAAACGCTTAAATCGTTATGTAAGATCTGGAAACGCCTCAAAAAGTTTCCAGAAGGCACTTTCACAAGACGAACAAAAACACTTAGA
Read # Hit |Total embryo
khkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkhkkhkhhhkhhkhkhkhkk (((_ ((((((((. .. ((((((. ((((. ((((_ (((. ((( ......... ))) . ) )) .)))) .)))) . ) ) ) ) )) .. .)))))))) .))) LD kkkkkkkkkhkkhkhkhkkhkkkkkkkkkkhkkkhkkkkkkkkk g]ze Mismatch Count Norm |[Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
droEre2|scaffold 4690:17924518- der 47 [CGTGGCTGAG-AATTA-TTGCCTGGAACCTC-————-——————-———- GAG--AT--TGTTGTGAA--ATTCCCTTAAGGTCAGGAAAGTATAGCTCAGTGATT -TGCGAATTTAGCAATACATICTAGACCTTT-GCGGAGTTTTTCAAAGGTCTTCCGTGAAAGTGTTCTG- -~~~ CTTGTTTTTGTGA---—-— ATCT
17924680 -
ldrovak3|x:20580787-20580919 - ldva 40 |[ccgeccTacRarEn |
droSec2|scaffold 8:3725789-3725964(dse 127|ciXgNccTAcHAATA - TTGIETHGEABCTC-—--— - - - ——————- GAl--HrifTc TG TeAA AT TCCcCTMAAGETCENGAAAGTAAGCTCAGTRA TTHTRCE A A T T Tl CARTECATTCLNACACC T =G GGAGT T T THARAEG TClgTcclilTEarrAG TG T THT GREEENEC TEG T T T C ALY NS I Xe T
ldrosim2|x:20141512-20141675 - ldsi 6 |[ci@XcctachaaTila-TrciXeTlcEAcTC- - - - - —————- cald--prpkircTicTeargiaTTcccTEaAGE TN cAAAGTABAGCTCAGTINA T THTICIA AT T TS CARTECATECINACACCHET =G CcGCACTTRT THARARc TClgrcclltEraac To T THT CREESNEC TIEC T T T - —— —— - - - |
am3 lchrx:21443073-21443238 - |dme_444|RorcRINNEaAA TR GGAAATAATAGAATGGAR A |
droEugl|lscf7180000408193:45614- cOT NN I\~ A TfafT TN TN A Cl TR - - - - - - - - - -—-————- k- -pTEENNNT e TCAeA T ThEC TTAAGG T CRICIAEAGTATAGC TCAG TR A TRIN NS NA 2 T T{eRiCCARTACAT T CL A CACH T R TSN\ GEl T T T AlE G TE T T C i~ — — — — et — — = — = = - -
45752 +
droTakl|lscf7180000415769:353398— GTGTEAGEAETEA—ET@ ————————————————— - -l T- - T TG TGAASNT THCC TTAAGCT CHCEEAAGTATAGC T A G TGA T T TE N A T Tl A A e A T T O N A T T T g — - — — — B — — — — = — --—-
353498 -
droElel|scf7180000491087:1001992- TTITEAAAG- AINGIBTREGNA A TITETGT TA A REEEEE TR Mol -AT--TRrTGTGAARNA T TIRNC TTAAGGT CRRIGAARIATATAIMCTINA G TIA T TR TN A A e T A A A A T T O N A T ol et 7. 27\ G T G T T i — — — = = e — = = = = = ———-]
1002115 4+
droRhol|scf7180000774347:138-264 +|| [rEETcaACA AT A R T T T C R T T afed--lr--TirreTeAANA T TIINC TTAAGGT CRiGGAAAGT AT ANCIN NG T T i N NN A 1l A A T N N G A T T G LN 2 G T e T T et — — — — e — = = = = = ----]
droFicl|lscf7180000453926:397666— FGTGG@GGEAET—HTC@GCTE ——————————— GCCGCANARECIEEG T CIENET A TINEN T TR FVNEIE I T el N NNELF NI NEle A A clec CINBI A - AlNCiic C TE[O G NN Nliela e N i — - — - — - —— —— — - ———————— e — — — — = — - -
397783 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:17924518-17924680
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:17924518-17924680
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_47.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:20580787-20580919
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_40.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:3725789-3725964
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_127.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:20141512-20141675
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_6.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:21443073-21443238
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_444.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408193:45614-45752
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415769:353398-353498
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491087:1001992-1002115
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000774347:138-264
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453926:397666-397783
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[View on UCSC Genome Browser {Cornell Mirror}]

der 210 |scaffold 1361:4367-4420 - | candidate | Canonical miRNA || intergenic

Legend: mature Star [t cd LR gt 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
intergenic
Repeatable elements
|Narne HClassHFamilyHStrand‘
IDEFIX_L-inf|LTR ||Gypsy|[+ |
mature [star
1. der 210 scaffold 1361:4400-4420 -
2. scaffold 2704:9047-9067 +
3. scaffold 3067:5076-5096 -
4. scaffold 3146:3529-3549 +
5. scaffold 3264:3989-4009 -
6. scaffold 4709:16154-16174 +
7. scaffold 4784:24402328-24402348 -
8. scaffold 4784:25307269-25307289 -
9. scaffold 4845:379626-379646 -
10. scaffold 4913:3741-3761 +
Sense Strand Reads
hide 3p reads “ show mid mismatch reads “
MO55
V107/v108 v040 V060 M0O57 GSM1528801
AGTAGGTTTACTTCAATATTTACTTCATTGGACATTGGTGACATATGGTCATACTTCCCATATTACTTATCTGTATGAGATAAGTAATTTGGGAAGTATGTGACATCGCTTAACTCTCTTGGTCTGGTCTGGAATTATTGTATTTACTTTTAAT female
Read # Hit Total male head body embryo head embryo follicle
khkkkkkkkkkkkhkkhkhkhkhkhkhkhkhkhkkhkkhkkhkkhhhkkk (((((. ... ((_ . (((((((((((. ((((((((((( ..... ))))))))))) . ) ) ) ) ) ) ) ) ) )) .. .))))))) ........ khkkkkkkkkkkkkkkkkkkhkkhkkkkkkkkkkkkkkkx gjze Mismatch Count Norm Total body cells
................................................................................. ARG T AAT TTGGGAAG TATG TG A e « v vt ettt ettt e et e e e e e e e e e e eeeaeaaanannneeeeennaaa 22 0 1 711.00711 476 114 103 8 8 2 0
................................................................................. AAGTAAT TTGGGAAGTATGTG . « o« v v e v e e e et e e eeeaneeeseeaneeeeaenaeeeeannaneenaas2l 0 1 261.00261 134 78 40 5 4 0 0
................................................................................ TAAGTAATTTGGGARAGTATGTGA . + v e e e et e e e e e e e e s eeaneeseeanaeeeeaaneeeeennnaeaa. 23 0 1 159.00159 116 24 17 1 1 0 0
................................................................................ TAAGTAAT TTGGGAAGTATGT G e v v oo eeeeeeeeeeeeeeeeeeeeeeeeeaaeaananananaaa22 0 1 159.00159 103 37 15 3 0 1 0
............................................................................... AT AAGTAAT TTGGGARGTATG e + e e vt e et e e et e et e e ee et eeeateeeaeaaaeeeaanneeeaaa 2l 0 1 76.00 76 49 20 5 2 0 0 0
................................................................................ TAAGTAATTTGGGAAGTAT G . « v v v v e e et e e e e eeaneessenannneseeanneeeeanaaeeeeannaeaa. 20 0 1 54.00 54 42 5 5 1 0 1 0
............................................................................... AT ARG T AAT T TGGGAAG TATG T e« v v vt e ettt ettt e e e e e e e e e e e e e eeeeeeaeaaaineaneenneaaa 22 0 1 44.00 44 27 9 3 3 1 1 0
................................................................................ TAAGTAATTTGGGARAGTAT G T « ¢ e v v e e e et e e e eeaeeeeeeenneeseaananeeseanaeeeeeannaaa 2l 0 1 41.00 41 26 7 5 1 1 1 0
.................................................................................. AGTAATTTGGGAAGTATGTGA s + e e e vt e e ee e et e seeeaeeeseeaaeeeeeaaneeeennnnneaaa. 2l 0 1 37.00 37 13 6 17 1 0 0 0
................................................................................. ARG T AAT TTGGGAAG T A TG T e « « e v et ettt ettt e e eeeeeeeeeeeaaaaaaaaananneneeennnnaaa 20 0 1 30.00 30 17 6 7 0 0 0 0
................................................................................. AAGTAATTTGGGAAGTATGTGAR . « o o ittt ittt ittt et ettt ettt et e et e e e e e e 231 1 27.00 27 11 0 13 2 0 1 0
................................................................................. AAGTAAT TTGGGAAGTATGTGAC . « v v v v v e e et e s e eeennesseanneeseaannnesenanneeenaas 23 0 1 26.00 26 13 5 7 0 0 1 0
................................................................................. AAGTAATTTGGGAAGTATGTG . ¢ ot vttt ettt et et ettt e e e e e e 221 1 20.00 20 15 5 0 0 0 0 0
.................................................................................. AGTAATTTGGGAAGTATGTGAC . « o v v e v e e e et e s e eeeneeeeeaanaeeeeeaneneeenananeaas 22 0 1 18.00 18 10 4 3 0 0 1 0
................................................................................. AAGTAAT TTGGGAAGTATG e « v e e e e e e e e e et e e eeeeeeeeseaaneeeeaaaneeeenanneeaaaaa 19 0 1 16.00 16 12 3 1 0 0 0 0
................................................................................ TAAGTAATTTGGGAAGTATGT . . -« oottt ittt i it e e e e e e e 22 1 1 12.00 12 8 0 4 0 0 0 0
............................................................................... AT AAGTAAT TTGGGARGTAT « + v e e et e et e e e e e e e e e et eeeaaeeeeeaaeeeeaanaeeeaaa 20 0 1 11.00 11 10 0 1 0 0 0 0
............................................................................... ATAAGTAAT TTGGGARAGTATGTG M « v v v e v e e eee e e e eeeennesseannneeeeanneeeeeannneennaaa 23 0 1 10.00 10 5 4 1 0 0 0 0
................................................................................ TAAGTAATTTGGGAAGTATGTGAC . « v v e et eeeeeaeeeeeeeeeeeeeeeenenanannaaa 248 0 1 10.00 10 7 1 0 0 0 2 0
................................................................................ TAAGTAATTTGGGAAGTATGTG. - . oottt i i i i e e e e ee e 23 1 1 9.00 9 6 2 1 0 0 0 0
.................................................................................. AGTAATTTGGGAAGTATGTG e « v e e e et e e eeeeeeeeseeeeeeseaaneeeseaaneeeennanneaa. 20 0 1 8.00 8 4 0 4 0 0 0 0
................................................................................ TAAGTAATTTGGGAAGTATGTGAR . ¢ o ¢ ittt ittt ettt ettt et et ettt e e e e e 241 1 7.00 7 5 0 2 0 0 0 0
................................................................................ TAAGTARTTTGGGARGTAT « « v v e v e e e et e e e e e et e eeaaeeseeaaeeeeeaaaeeeeennnaaaa. 19 0 1 6.00 6 5 0 1 0 0 0 0
.................................................................................. AGTAATTTGGGAAGTATGTGAR. . . . i ittt ittt ieieie e 22 1 1 5.00 5 2 1 2 0 0 0 0
.................................................................................. AGTAAT T TGGGAAGTATG TGACA . ¢ vttt ettt ettt et eeeeeeeeeanaaananannneneneeeeeaaa 23 0 1 5.00 5 3 1 0 1 0 0 0
................................................................................. AAGTAAT TTGGGARAGTAT « « v v e et e e e e e e et et e e eee e eaaaeeeeeaaaeeeenanneeeaaa 18 0 1 2.00 2 1 0 1 0 0 0 0
................................................................................... GTAAT TTGGGAAGTATGTGA . « e e e e e e oo eeeeeeeeeeeeeeeeeeeeeeeeeeaaaaannnaaaaa 20 0 1 2.00 2 1 0 1 0 0 0 0
.................................................................................... TAAT T TGGGAAGTATGTG . « « v v e v e e e et et aeeaaeeeeaeaneeeeaenaeeeeeennaeaeaaas 18 0 1 2.00 2 1 1 0 0 0 0 0
............................................................................... ATAAGTAAT TTGGGARAGTATGTGA . « v v v v e e e et e s eeeenneseeeaneeeeeannneeeeennnneneaas 24 0 1 2.00 2 1 1 0 0 0 0 0
......................................................................................................... TCGCTTAACTCTCTTGGTCTGGT w v v v e e eveeeeeeeneeannnneanas 23 0 1 1.00 1 0 0 1 0 0 0 0
.................................................................................... TAAT T TGGGAAGTATGTGA . « v v e v e e e et et ee e aat e eaeanaeeeeaeaaeeeeennnaeaeaaas 19 0 1 1.00 1 0 1 0 0 0 0 0
................................................................................ TAAGTAATTTGGGAAGTATGTG. - . ..o i i i i i i i e e 23 1 1 1.00 1 0 0 1 0 0 0 0
................................................................................. AAGTAATTTGGGAAGTATGT. . - . oo ittt i i i et e e e e e e 21 1 1.00 1 1 0 0 0 0 0 0
................................................................................ TAAGTAATTTGGGAAGTATGTGACH . -« ot ittt e e e e e e e e e e e 251 1 1.00 1 0 0 1 0 0 0 0
............................................................................... ATAAGTAATTTGGGAAGTATGT . « o ¢ ittt ittt it ittt ettt e ettt e e e e 231 1 1.00 1 1 0 0 0 0 0 0
.................................................................................................. TGTGACATCGCTTAACTCTCTTGG e v v v v veeeeeeeeneeeeeeeeeeeeeeaas 24 0 1 1.00 1 0 0 1 0 0 0 0
..................................................................................... AT TTGGGAAGTATGTGA . « ¢ v e e e et et ee e et aeeeaeeeeeeeaaeeeeaaaneeeennnaaa 18 0 1 1.00 1 0 0 1 0 0 0 0
................................................................................... GTAAT TTGGGAAGTATGTG M « v v v v v e e et et ee e eeeeeeeeeaaeeseaaneeeeenanaeeenaaa 19 0 1 1.00 1 0 0 1 0 0 0 0
..................................................................................................... GACATCGCTTAACTCTCTTGGTCTGG e v v v v v v e e e eeennnnnneenenaas 26 0 1 1.00 1 0 0 1 0 0 0 0
................................................................................. AAGTAATTTGGGAAGTATGTGACH . - ¢ ot vttt i e e et e e e e e 241 1 1.00 1 0 1 0 0 0 0 0
................................................................................... GTAAT TTGGGAAGTATGTGACA . « v v v e e et e s eeeeneesseeenneesaananeesnaananeneaas 22 0 1 1.00 1 0 1 0 0 0 0 0
................................................................................... GTAATTTGGGAAGTATGTGAM . . . .ottt it i iiiieeeeea 21 1 1.00 1 0 0 1 0 0 0 0
................................................................................. AAGTAATTTGGGAAGTATGTGAM. . . ... i i i i i e e e e e e 23 1 1 1.00 1 1 0 0 0 0 0 0
................................................................................. AAGTAATTTGGGAAGTATGTGAM. . . . . oottt ittt ittt ittt et et ettt e eea e 242 1 1.00 1 1 0 0 0 0 0 0
.............................................................................. GATAAGTAAT TTGGGAAGTAT G . v o e e oo eeeeeeeeeeeeeeeeeeeeeeeeeeeneaaaanananaaa22 0 1 1.00 1 1 0 0 0 0 0 0
................................................................................ TAAGTAATT TGGGAAGTATGTGAM . « o ¢ ottt ittt ittt ettt et et e e e e e 241 1 1.00 1 0 1 0 0 0 0 0
.................................................................................................... TGACATCGCTTAACTCTCTTGGTC e v v e e e ee e eeeeeeesnnannnnnnnns 24 0 1 1.00 1 0 0 1 0 0 0 0
.................................................................................. AT AT TTGGGAAG TATG T+« v v v e e et e et ettt e e e e eeeeeeeeeeeaaaaaaanananeneeeeaa 19 0 1 1.00 1 0 1 0 0 0 0 0
.................................................................................. AGTAATTTGGGAAGTATGTGA. . . ottt i i i i i ittt e i iee e 22 1 1 1.00 1 1 0 0 0 0 0 0
................................................................................. AAGTAATTTGGGAAGTATGTA . « o ¢ ittt ittt ettt e et et et e et e ettt e e e 211 1 1.00 1 1 0 0 0 0 0 0
................................................................................. AAGTAATTTGGGAAGTATGTGE. - ¢ o ittt it it ittt et ee e e e e e 22 1 1 1.00 1 1 0 0 0 0 0 0
.................................................................................. AGTAATTTGGGAAGTATGTGACH. - . . .o i it it 23 1 1 1.00 1 1 0 0 0 0 0 0
................... TTACT TCAT TGGACAT TGGTGACA .+« e e v 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 eeeaaaeseeeeaeesseeeeeeeseeaaeeeeeeaaeeeeeeeaaeeeeeanaeeeenannneeeaaa24 0 2 1.00 2 0 0 2 0 0 0 0
...................................................................... CTGTATGAGATAAGTAAT TTGGGAAR . « o e e e e e e e e e oo eeaaeeeeeeeeeeeeeeeeeeeeeeeaaaaaananaaaaa25 0 2 0.50 1 0 0 1 0 0 0 0
.......................................................................................... GGGAAGTATGTGACATCGC T . v it it et e et ettt et et sseeenseeanseneeeeneaaas 20 0 2 0.50 1 0 0 1 0 0 0 0
................................................................................ TAAGTAATT TGGGAAGTATGE . ¢ ot vt ittt et ettt e e e et et et e ettt et e e e e 211 2 0.50 1 0 0 1 0 0 0 0
................................................ TCATACTTCCCATAT TACT TAT « « v v e e e e e e e e e e e e e e e e e ee e e e e e e e aeeeeeeeeeeeeeeeeeeeeeeeaeeeeeeeeeeeeeeeeeeeeeeenana 22 0 2 0.50 1 0 0 0 0 0 1 0
......................................................................... TATGAGATAAGTARATTTGGGA . « ¢ v v e e et e e e e e eae e s eeenneeseeeaneeeeeeaneeseenaaneeenneaaa2l 0 2 0.50 1 1 0 0 0 0 0 0
................................................... TACTTCCCATAT TACT TATCTGTATGAGA . « v v v e e et e e e e e e et e e e e e e e e e e e e aee e e eeaaeeeeeeaaeeeeeeanaaeeenanneeenaaa29 0 2 0.50 1 0 0 0 0 0 0 1
.................... TACT TCATTGGACAT TGGTGACATA . « e e e e e e e e e e e e e e e e e eeeeeeeeeeeeeeeeeneeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaaaaaaanaaaaa 25 0 2 0.50 1 0 0 1 0 0 0 0
.................................................. ATACTTCCCATATTACTTATC + + e e v e e e e e et e e e e e e et e e e e e et e e e e e ettt e e e e e et e eeeteeeeeaaaeeseaanaeaenaana. 2l 0 10 0.30 3 0 0 1 0 0 2 0
.................................................. AT ACTTCCCAT AT TAC T TAT « + e e et e e e e e e et e e e e e et e e e e e et e e e e e et e e e eeeeeeeeeeeeeeseeanaeeseaanaeeennanaaa. 20 0 20 0.20 4 0 0 4 0 0 0 0
................................................................................. AAGTAATTTGGGAAGTATIBA . - . - .« ot ittt ittt ittt ittt teteteeeeaeaeaeaeaeaeaea 2l 3 7 0.14 1 0 0 1 0 0 0 0
.................................................. ATACTTCCCATATTACT TATCT « & & v v v e v e e e e e e e e e e e e e e e e e e e e e e ee e aaeeeeeeeaeeeeeeeaeeeeeeeeeeeeeeaaneeeeannanaaaa 22 0 10 0.10 1 0 0 1 0 0 0 0
...................................................... TTCCCATATTACT TATCTGTATG e « v v e e et e e e e e e e e e e e e e et e e e e ee e e e e e e eeeeeseeenaaeeeeeaneseeeeaneeeennaneeaa. 23 0 10 0.10 1 0 0 1 0 0 0 0
................................................................................. AAGTAATTTGGGAAGTATGTGE . - ¢ ot vttt ettt et et et et e et ettt e e e e e e 221 11 0.09 1 1 0 0 0 0 0 0
Anti-sense strand reads
MO55
V040 V107
TCATCCAAATGAAGTTATAAATGAAGTAACCTGTAACCACTGTATACCAGTATGAAGGGTATAATGAATAGACATACTCTATTCATTAAACCCTTCATACACTGTAGCGAATTGAGAGAACCAGACCAGACCTTAATAACATAAATGAAAATTA female
Read # Hit |Total body | embryo male
Kkhkkhkkkkkhkkhkkhkkkkhkdkkkdkrkrkrkrkkrx  (((( (... (Coo CCCCCCCCCCC (.. ... I DI IN)))) e hkkkkkkkhkkkkkhkkkkkkkkkkkkkkkkkkk*x*k*x* gize Mismatch Count Norm |Total body
e e CCR AT GAAG T TAT AR AT GAAGT AR .« e v e e e e e e e e e e e e e e e e e e e e et ettt ettt ettt ettt ettt e e et e e e e e e e e e e e e e e ettt e e e e 25 0 1 1.00 1 1 0 0
............................................................................................................. AATTGAGAGAACCAGACCAGACCT . v v vt v eeeeeeennnnnaas 24 0 1 1.00 1 1 0 0
........................... AACCTGTAACCAC TG AT ACCAG T AT .+t v e v e et et et ettt e e e e e e e e e e e e e e e e e ettt ettt ettt eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaaaaaaaaaaaanaaeannaa 26 0 2 0.50 1 1 0 0
.......................................... B T A CCAG T ATGAAGGGTATARTGA . « « v e e et et et et e e e eeeeeeeseeee e aseseenesaneeneeeeeeeeeeeeeeeeeeeeeeeeeaeeeaeaeaeaeaeaes 25 2 2 0.50 1 0 1 0
................................................ AGTATGAAGGG TAT AR T GART « + e e et v e e e e ettt e e e e ettt e e e e e et e e e e e et e e e e ettt e e et eeaaaeeeeaaaaaeenaannanenaa 2l 0 2 0.50 1 1 0 0
.................................. AACCACT GTATACCAG T AT GAAGG G e « ¢ e v e e e vt et e e e e e e e e e e e e e e e e e e e e e aeaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaaeaaaannaeeneeaaaa25 0 2 0.50 1 1 0 0
.............................................. CCAGTATGAAGGGTATAAT GART « « + e e e e e e e e e e et e e e e e e et e e e e e ettt e e e ettt e e ettt e et e eeeeeeeaaeeeeeaaaaea 23 0 2 0.50 1 0 0 1
..................................................... GAAGGGTATAATGAATAGACATACT . & & v v v e v e e e e e e e e e e e e e eeaeaeeseeeeneeseeeaneeeeeeaneeeeeeaneeeeannneeenaas 25 0 10 0.10 1 1 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroEre2|scaffold 1361:4317-4470 -  |der 210[A---------GTAGGTTTACTTCAATATTTACTTCATTGGACATTGGTG-~------------——————————————ACATATGGTCATACTTC == =CCATATTACTTATCT GTAT--------- GA-GAT--AAGTAA-TTTG--—-—-- GGAAGTATGTGACATCGCTT-A---ACTCTCTTGGTCTGGTC--TGG-————— AATT---ATTGTATTTACTTTTAAT---
ldrovak3|lve_chrun 5527:8492-8623 - || |a------——-QrEccrrracTTcEATEr TSR TNRT THGARSATGGTG- - -~ —— - —————————— AT GG T A AT A et - ———— — — - -Eaclni- TATH---—-- INGAANTATINT e cleriNediT T - [ - - el rciXcEcTeeTC- - T6G- - - - - AATT---ATEGTATTTACTMTTART---
ldrosec2|scaffold 1084:9787-9918 + | = |a---------Brf@ecTTTACTTCEATAT T NOUNRT THAA CREAT GGTG-— - - - - —————————————————————— AR TR T N A AT N = = NG N — — — — —— — - - -EacEAl- T - ——-- e AlGIECTGTGHGT TN RN T TC TS AN TIEG T ClE THCR el AATT---AT@GTATTTACTTTTART---
ldrosim2|node 15741:508-639 - | |a---------Brf@ecTTTACTTCAATAT TGO NRT THAA CREAT GGTG- - - - ———————————————————————— AR TG T N A AT N = = NG N — — — — ——— - - -EacEal- TRt -——-- AECHANGHTATGTGlA TSGR C TC TS AN TIEG Til el Rl AATT-—-AT@GTATTTACTETTART-—-
|dm3 lchru:1506065-1506193 + | |A--------- [ EEEEETACTTCEATAT TEOOINRT THGACRT GGTG- - - - - - - ———————————————————— A YeT GG T N A AT = = NG N — — — — — — — - PeAANTATCTINACE TN T- 2 - - -yt T ThiclgcBccTc--Tee--—--- AATT---ATTGTATTTECTETTART---

ldroEug1|lsc£7180000407429:5128-5256 -
ldroBialllsc£7180000302222:2691-2825 +
ldroTak1|lsc£7180000415049:9611-9761 -
ldroEle1|sc£7180000489511:311-449 +

AATT---ATHGTATTTECTTTTART---

ErrTiEA TN T AT TT/EC T8 T TART - - -

AATTIRNEATGTATTTACTTTTART-- -

AATTATCERRGNACINGAG-ITAMN- TiEliATEEF A A CINEA TSI TG TGC TC T GRS G Tl T CSINC T GIINT C ClopEtNele R AATT---ATEGTATTTACTTTTART---

|droRho1|lsc£7180000773232:398-539 + | TWATTAAAAATAINEAGHEG-IITGI - TCAIATTTGTGTTG- - - TC T TGTING T T Ti RN GG TI T C/iiA e Ti eI CR Uelc AATT---ATTITATTTACTT[@TART-- -
ldroFic1|lsc£7180000453068:3975-4118 + | NAATGATCATAARSCINEFACAAN- ThlGiAFEEEr EXeacEreTificATCNT T-[d- - - AldTlyTc T T/ TG TC- - TGG- - — - - AATT---ATTRTATTTACTE TR T
ldrokik1|lsc£7180000298521:632-760 + | - -EcEAn - - ——-- CCAACTATHINC R CchyTT-A- - - rhirc T8 TcgccTc--T6G-—-- - - AnEr---ATEcTAaTTTECTT T TERT - - -
|droAna3|scaffold €91:831-963 + | AGTTATTATATIARNARG-ITAN- Tililia BEEES TTINNECT--- - - - - - -[EGGH TN - TC T CGETGGAA A Sl c—— AATT---ATTRTATTTECTEET AT - - -
|[droBip1|lsc£7180000395855:8913-9053 + | NiATAATCATAAINRCINES VAT AN - Tl T TAGINEGTHERIT GALNRSC AT N I TISIINT TG i T/l [l cI—— AATT---@TTRTATTTACTTTTART-- -
dp5 Unknown singleton 1458:11146- ’@ ———————— BXecE T TTAfT TClA T[ET T TidEgeC AATT---ATTRTATTT[ECTT/ETART---

11285 -
|droPer2|lscaffold 9123:271-411 + I [ ——— TAGAANEIA IS TINIGIERAT GGCS |
droWil2|lscf2 1100000004932:56224- GGTGCTTTTACHGEHERIITGINI¥NiG G2

56354 +
ldrovir3|lscaffold 4701:719-859 + | |
l[droMoj3|scaffold 1774:724-829 + [ BrEccrrEagrrcEaTEer THEATH |
|droGri2|lscaffold 15124:75070-75201 - | la--------—- i TTTART TCRATATT ThielcleR |
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1361:4317-4470
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_210.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1361:4400-4420
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2704:9047-9067
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3067:5076-5096
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3146:3529-3549
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3264:3989-4009
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4709:16154-16174
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:24402328-24402348
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:25307269-25307289
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:379626-379646
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4913:3741-3761
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1361:4317-4470
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_210.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_5527:8492-8623
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1084:9787-9918
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=node_15741:508-639
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:1506065-1506193
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000407429:5128-5256
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302222:2691-2825
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415049:9611-9761
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000489511:311-449
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000773232:398-539
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453068:3975-4118
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000298521:632-760
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_691:831-963
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395855:8913-9053
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_1458:11146-11285
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_9123:271-411
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004932:56224-56354
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_4701:719-859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_1774:724-829
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15124:75070-75201
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ID: Coordinate:

scatfold 4690:9673197-9673257 +

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

confident | Testes-restricted | antisense to_intron

Legend: mature Star [t i cd AL gt S mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
Antisense to intron [Dere\GG18050-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
MO055
V107 v1i08 V060
ATACACAGAGTATGGATGAGGTTGGATGAGATTTTACAGGGCTGTTACATAAATCTCTTCAAGCCGAAGGTCTATGTAAGTTTGGTTGGAATTCTGTGAGAAGAGATTTCTATAGCATCCTGAATACAGTCGGAATCTTCCAAGCTAATCAGTTGAATGTC female
Read # Hit Total male head body  head
khkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhhhhkhhkhkkkkkk (((((. (((((_.. (((((((((('. ((. (((.. (((( ............ )))) .))).)) ..))))))))))'._)))))))))) L. kkkkkkkkhkkhkhkhkhkhkhkhkhkhkhkkhkkkkkkkkkkkkkkk gjze/Mismatch//Count Norm Total bOdy
........................................................................................ GAATTCTGTGAGAAGAGATTTC . « . v e v ettt et e e e e e e e e e eaeaeeneeneennennenae 22 0 1 506.00506 480 20 5 1
......................................................................................... AATTCTGTGAGAAGAGATTTCT « ¢ v vt e et te et e enee e eeeaenaeaeneaaenenaeneeae22 0 1 426.00426 394 29 2 1
........................................................................................ GAATTCTGTGAGAAGAGATTT .« et et et e te et e et ee e eee e eaeneeaenennene. 2l 0 1 65.00 65 62 3 0 0
......................................................................................... AATTCTGTGAGAAGAGATTTC . ¢ o vt ottt eee e e eeeeneeeeaaeeaeeneeneennennena 2l 0 1 11.00 11 11 0 0 0
........................................................................................ GAATTCTGTGAGAAGAGATTTCT ¢ & v v vttt ete et e ee e e e eee e eneeaeneeaenenaenenaa 23 0 1 6.00 6 6 0 0 0
.......................................................................................... ATTCTGTGAGAAGAGATTTCT .+ ¢ o e v e ee et e e e e aeeeeaeneeaeneeaeneeneaenneaan.2l 0 1 5.00 5 4 0 1 0
........................................................................................ GAATTCTGTGAGAAGAGATT « « « e v vttt et et et et et et iaeiaeaeeneeneeanennena. 20 0 1 5.00 5 4 0 0 1
........................................................................................ GAATTCTGTGAGAAGAGATTT. . .« .o i i i i it e e e e 22 1 1 4.00 4 4 0 0 0
.................................................. ARATCTCTTCAAGCCGARGGTC « & ¢ v vt e et e te e e te e e et et e e e e e e e e et e et e e e e e e e et ettt e e et te et e 220 1 3.00 3 3 0 0 0
.................................................. AAATCTCTTCAAGCCGAAGGTCT . « ¢ e et ettt et et et e e et et e e e e e e e e e e et et e e e eaeaaeeneeaeeaneneeneennennenae23 0 1 2.00 2 1 1 0 0
.................................................. ARATCTCTTCAAGCCGARGGT . ¢ e v vt e et e te et te e e et et et et e e e e e et e et e e ettt e ettt e et ettt 20 1 2.00 2 1 1 0 0
........................................................................................ GAATTCTGTGAGAAGAGATTTCE . .« vttt ettt it ettt et et et e e e 231 1 1.00 1 1 0 0 0
........................................................................................ GAATTCTGTGAGAAGAGATTTH. . . o ittt it it et ee e 22 1 1 1.00 1 1 0 0 0
......................................................................... ATGTAAGTTTGGTTGGAATTC . « o e et et e eeta e e te e e e et ee e eee e eneeaeneeaeneaaeneaneaenneaea 2l 0 1 1.00 1 1 0 0 0
................................................... AATCTCTTCAAGCCGAAGGTCTA . « v vt e e et ettt et e e et e e et e e e e et e e et e et e ettt e ettt ettt eaeneaeneeae. 23 0 1 1.00 1 1 0 0 0
.......................................................................................... ATTCTGTGAGAAGAGATTT . « + ¢ e et te e et te et e et te e eteenenaeaenaeaenneaena. 19 0 1 1.00 1 0 1 0 0
............................. GAT T TTACAGGGCTGTTACAT « ¢ o et ettt te e et e e et et et et et et e e e e et et e e e et e e et et ettt ettt e ettt e et te et et et 2l 0 1 1.00 1 1 0 0 0
................................................... AATCTCTTCAAGCCGAAGGTC « « e e v e et e e ee e te e te ettt e et e et e e et ettt e e e e e e te et te et ea e ee e ta e eeneaeanenaeneea. 2l 0 1 1.00 1 1 0 0 0
................................................... AATCTCTTCAAGCCGAAGGTCT « e v e et et te e te et e et et e et et e et ettt et e e e e e e e e e e et e et et ee et 220 1 1.00 1 0 1 0 0
........................................................................................ GAATTCTGTGAGAAGAGATTTCH. . . .o i i i e i e ii e 231 1 1.00 1 1 0 0 0
......................................................................................... AATTCTGTGAGAAGAGATTTCT. « . ot ittt ettt ittt it e ee et i e 231 1 1.00 1 1 0 0 0
......................................................................................... AATTCTGTGAGAAGAGATTT .+« ot te e et e teeae e et ie e eneeaeneeaeneeeeneneenen. 20 0 1 1.00 1 1 0 0 0
................................ TTTACAGGGCTGTTACATA . « « vt e et et et e te e et et et et et et e ettt e et e et e e et e e e e et e e e e e e e e e et e e ettt e e et e i e 190 1 1.00 1 1 0 0 0
....................................................................................... GGAATTCTGTGAGAAGAGATTTC . ¢ v et et ettt te e e ee et e e e e eeaenennenenaenen. 23 0 1 1.00 1 1 0 0 0
Anti-sense strand reads
TATGTGTCTCATACCTACTCCAACCTACTCTAAAATGTCCCGACAATGTATTTAGAGAAGTTCGGCTTCCAGATACATTCAAACCAACCTTAAGACACTCTTCTCTAAAGATATCGTAGGACTTATGTCAGCCTTAGAAGGTTCGATTAGTCAACTTACAG
Read # Hit Total
dedkde kg dokdok ke kk ok k ok k ko kkdkkdkkdekddkrdkkdk (L (CCCCe e CCCCCCCCCCe e (e (e e (O e e e e 1)))S))) L)) dIIIIDD)) L)) )))))))) L. Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k* 5jze Mismatch Count Norm Total
No data available in table
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|scaffold 4690:9673147- ||der 57 |----ATACA----CAGAGTATGGATGAGGTTGGATGAGATTTTA-—--- CAGGGCTGTTACATRAATCTCTTCAAGCCCARGETCTATGTAAGT TTGGT TGGAATTCTGTGAGAAGAGATTTCTATAGCATCCTGAATACAGTCGGAATCTTCCAAGCTAATCAGT T -~ ~GAATGTC—— - -
9673307 +
drovak3|x:11900764-11900927 - |dya 55 |[ENS3ARAEA- [TV NEREIYeATGGATGAGGTTGGATGAGATTETA-———- CAGGGETGTTACAT RARATHTCTTCAACCCEAMNCTCTATGTAANT TTGGTTGEGAATTClEGTGAGAAGAGATTTCTATAGCAMCTGAAT AlgAGCIGAATCTTCCAAGCTAATCAGT T---GAANGTC—-—-
droSec2|lscaffold 8:1718422- dse 116|----ATACA----EaEGIATGGATGAGT TGGANNAGATT]ETE- - -- BAGRGETGTTACATAARTIFCTTCARCCCCARCETC T T G THAR T T TGIAT TRVGAAT TC TG TCRGAAGANAT T TITATAGCAT CI TLN A [eA GECIGAAT CT THCEAGCMAATCAGT T - - - GAGAG TCEEY
droSim2 |#f+83585969-18325872 + [dsi 203|----ATHCEER- - cEecRaTcCATGAGRT TGGANAGAT T/gTfE--- - - WaclcETcTTACA T RARTFCTTCAALNGCEARGETC Tl Tc TiARr TTclr T\ GAAT TCTCTECAACAI AT T TR TATAGCAT CHTI A e cclcAATC T THCEAGCEAATCAGTT - - -l Alc TN
dm3 chrx:19436176-19436341 --—-ATACA--- - alfeciIA TGGATIAGRT TGGATIAGAT TS T{RENNENA GGG TG T TAIA T RARTINTC T TCAAINCCCARINE T Th TG THA G T TTGRAT TR GAA T TC TN T CleCANGAI A T T Tl T ATAGCATCC TH e A G T CliGAATC TTHCEAGIeA A TCAGTE G ARG TC - - - -
+
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:9673147-9673307
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:9673147-9673307
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_57.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:11900764-11900927
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_55.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1718422-1718583
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_116.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18325709-18325872
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_203.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:19436176-19436341

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

der_ 359 |scatfold 4770:1183335-1183392 - | confident | Canonical miRNA || CDS

Legend: mature star [\\1&) iie1(d 1§11t \1iT31 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 [Dere\GG11222-cds]
Repeatable elements
|Narne HClass HFarnilyH Strand|
|Gypsy8-I_Dpse-int“LTR HGypsyH- |
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
MO055
V108 V107 GSM1528801 V060 MO57 V040
CAGCGGATGCACCCGTACGCGGCGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCEGCTGCCGCCGGACAGACCTCGTTTGTGCCGTTCAGTTCGGCGGCCACGGCGGTGGCGGCCACGCCCACATTCCAGCACCTGCCGCAGATCTCCTGCTACAACGT female
Read # Hit Total head male body follicle head embryo embryo
kkkhkhkkhkkhhkhkkhhhkhhhkhkhhhhhhhkhdhhhkkhkkk R N T e D I D D I D D D R D D D D D I D D D D D D D D D 0 D B ) I kkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkk*xk*** gize Mismatch Count Norm Total body cells
..................................................................................... TCAGTTCGGCGGCCACGGCGGT « v v v e e v et et et te e et e et te e eieeeenenaeneneenen. 22 0 1 236.00236 145 30 24 20 7 4 6
..................................................................................... TCAGTTCGGCGGCCACGGCGG - + v e e e v et e en s oeeaeaseeenaeaneaensoaeneaneaennaanaaa2l 0 1 157.00157 101 32 19 0 4 1 0
..................................................................................... TCAGTTCGGCGGCCACGGCTG « « + v v e et et et e et e et e et ta e ieeaeneaenenaeaen. 20 0 1 121.00121 76 22 13 0 10 0 0
..................................................................................... TCAGTTCGGCGGCCACGG e « ¢ v v e ettt eeea e e e ea e e eaeneeaeneaaenenneaenenaeaan. 18 0 1 99.00 99 83 8 6 0 2 0 0
....................................................................................... AGTTCGGCGGCCACGGCGGTGG M + v v e e v e te et e et e et ie e eeaenenaeaeneeaes 22 0 1 87.00 87 24 2 16 44 0 1 0
..................................................................................... TCAGTTCGGCGGCCACGGC . ¢ v v v et et et eeeae e e e e e eeeaeneaaeaeneeaenenaeaena. 19 0 1 61.00 61 35 14 8 0 4 0 0
.................................................. olelelofelel Jetolelelooleles-Noy.Ne).N ol LN PP -5 S O 1 57.00 57 27 1 7 19 2 1 0
..................................................................................... TCAGTTCGGCGGCCACGGM. « - o ittt i i i i e i e it e e e 191 1 50.00 50 29 14 2 0 5 0 0
..................................................................................... TCAGTTCGGCGGCCACGGCGGT. - - - - oo e i i e e 231 1 26.00 26 19 5 2 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGGCGM . « v vt vttt ettt ettt e et ee e e 201 1 25.00 25 15 5 3 0 2 0 0
....................................................................................... AGTTCGGCGGCCACGGCGGT - « v v e e vt e e e s tecaeancaensoecneaneaaneaaeaeaneaas 20 O 1 21.00 21 8 6 6 0 1 0 0
..................................................................................... TCAGTTCGGCGGCCACGGE. -« v vt vttt et ittt ettt et ettt ettt e e i e 20 2 2 20.50 41 24 7 3 0 7 0 0
................................................ elelelelelolelolieTefe] elel e cleT.No).Vec . NP P23 S O 1 19.00 19 8 1 5 0 4 0 1
....................................................................................... AGTTCGGCGGCCACGGCGG « & e v vt ettt e te et te et e e e te e eaeneeeaeneeae 19 0 1 15.00 15 10 1 3 0 1 0 0
..................................................................................... TCAGTTCGGCGGCCACGGC. -« oo i it i i i i e i e e i e ee e 20 1 1 8.00 8 4 0 2 0 2 0 0
................................................ elelelelelolelel elofe]elolo cleT Vo).V UGPSR N0 1 7.00 7 0 0 6 0 0 1 0
....................................................................................... AGTTCGGCGGCCACGGCGGTGGl. - o« ot ottt e i i i i e ie i e 231 1 7.00 7 4 1 2 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGE. « -« vttt ettt et it ettt e et e ieea e 19 2 4 6.50 26 20 5 1 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACG. - o ottt i i i e i e i e e e 181 1 6.00 6 5 1 0 0 0 0 0
.................................................. olelelo]elol Jeto]elcle] ol eles.No.Ne).NPuNm NN P21 B0 1 6.00 6 4 0 1 0 0 0 1
..................................................................................... TCAGTTCGGCGGCCACGGCGG. - - - v i it e i i i i i i i e e e e 22 1 1 6.00 6 1 1 0 0 2 0 2
..................................................................................... TCAGTTCGGCGGCCACGGCGGT. - - -+ oo e i i e 231 1 6.00 6 4 2 0 0 0 0 0
....................................................................................... AGTTCGGCGGCCACGGCG. v v vttt ettt ettt et ettt ettt e i e e e 19 2 5.50 11 3 5 0 0 3 0 0
..................................................................................... TCAGTTCGGCGGCCACGGIE - - « -« o v v ee e et e et eeie e teeneeeeaeneeaenenaeaenae. 2l 3 4 5.50 22 15 3 2 0 2 0 0
..................................................................................... TCAGTTCGGCGGCCACGGCGR. « v vt vttt ettt ettt e ettt ee e eieen e 20 1 1 5.00 5 2 2 0 0 1 0 0
....................................................................................... AGTTCGGCGGCCACGGCGGTG e & v v et vt e teee e e e eaeeeneaeeneneeaeneaneaenneaes 2l 0 1 5.00 5 3 1 0 0 0 1 0
....................................................................................... AGTTCGGCGGCCACGGCG A « e v v e et et e e ea e eeeeeeecaeneaaeaeneeaeneeneaenneaas 18 0 1 4.00 4 3 0 0 0 1 0 0
....................................................................................... AGTTCGGCGGCCACGGCGGTGG. « « o v vttt it ittt et e e i 242 1 4.00 4 1 1 2 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGGCH- - - - - - - oo e 20 2 1 4.00 4 4 0 0 0 0 0 0
.................................................. CGCCGCTGCCGCCGGACAG . « &+ e e e e e et e e et e et e e et e e e e et e e e e et e e e e e e e e e te e eeeaeneeaeaenaeaeneeneaenaeaaa 19 0 1 4.00 4 4 0 0 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGGCGG. - -« oo i i i i i e ee e 22 1 1 3.00 3 0 1 0 0 0 2 0
.................................................. CGCCGCTGCCGCCGGACAGAC . + ¢ e e e e e e e et e et e e et e e e e et e e a e ee e e e e teeae e eaeneaeeneaeeaeneeaeneneeaeneeneaenneaaa2l 0 1 3.00 3 3 0 0 0 0 0 0
...................................................................................... CAGTTCGGCGGCCACGGCG . « e v et et e et e e et e et ee et ee e eieeneneeaeneeae 19 0 1 3.00 3 0 0 2 0 1 0 0
..................................................................................... TCAGTTCGGCGGCCACGGCGIl. - - - - - oo e i i i i i e 22 2 1 3.00 3 1 2 0 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGGCGGTRl. « v v v et e ettt et et e et eeee e 23 1 1 3.00 3 2 0 0 0 0 0 1
..................................................................................... TCAGTTCGGCGGCCACGGA. -« v vt ittt ettt et te e et e e et e e ieen e 20 2 1 2.00 2 1 1 0 0 0 0 0
........................................................................................ GTTCGGCGGCCACGGCGGTGG. - - v v v i e e i i e i i et i e e e 22 1 1 2.00 2 0 0 2 0 0 0 0
....................................................................................... AGTTCGGCGGCCACGGCGGM . « « v v vt ettt ettt te et ettt ea e 20 1 1 2.00 2 2 0 0 0 0 0 0
................................................ elolofelololelol etofo]elo o cleT. Vo). NPuN NN OO~ o I O 1 2.00 2 0 0 2 0 0 0 0
................................................. CCGCCGCTGCCGCCGGACAGR . « « + v e e e e e et e et e e ee et e e e et e e e m e e e et e e e e e en e e eeeneaeeneaaeaeneaaeaenneaenea 2l 0 1 2.00 2 0 0 1 0 1 0 0
..................................................................................... TCAGTTCGGCGGCCACGGCGG . - - - oo i i i i e i e 22 1 1 2.00 2 1 1 0 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGGCGIAA. . . v\ vttt ettt ettt ettt ee e teeniaeaenaeaen.. 23 3 1 2.00 2 0 2 0 0 0 0 0
....................................................................................... AGTTCGGCGGCCACGGCGGTIl- - - - - - - o i e e 22 2 1 2.00 2 1 1 0 0 0 0 0
...................................................................................... CAGTTCGGCGGCCACGGCGGT . « v vt et et e e et e e e eeeneeeeneneeaeneaneaenneas 2l 0 1 2.00 2 1 0 1 0 0 0 0
....................................................................................... AGTTCGGCGGCCACGGCGGT. « v v vt ettt ettt et ettt ettt i e e e 21 1 2.00 2 1 0 1 0 0 0 0
....................................................................................... AGTTCGGCGGCCACGGCGGT. -+ v v it i e ittt i i e it e e e eeee a2l 1 1 2.00 2 1 0 1 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGH. - ¢ vttt ettt ettt et te ettt e i e e, 18 1 1 2.00 2 2 0 0 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGGC. . . oot ittt it et i ettt e ieen e 20 2 1 2.00 2 2 0 0 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGGCGGTIE. « - ¢ vttt ittt ettt it ettt e e e ieea e 24 2 1 2.00 2 1 1 0 0 0 0 0
....................................................................................... AGTTCGGCGGCCACGGCGGTGR . - - - o oo i i i i e e e 22 1 1 2.00 2 1 0 1 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGGR . « v vt ettt ettt it ettt et e e eeeeneeeneeeae.. 19 1 2 1.50 3 2 0 1 0 0 0 0
....................................................................................... AGTTCGGCGGCCACGGCGG/- « « v v vt ettt e et e et te ettt eeea e 20 1 1 1.00 1 1 0 0 0 0 0 0
...................................................................................... CAGTTCGGCGGCCACGGCGGTl. . v v vttt ettt ettt ettt e ie e 221 1 1.00 1 1 0 0 0 0 0 0
...................................................................................... CAGTTCGGCGGCCACGGCGG « & e v vt ettt e e e e ee e e e eneieeaeeeaenenneaeneeaes 20 0 1 1.00 1 1 0 0 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGGCH. - - - - - - - - oo e i i i i i .22 3 1 1.00 1 1 0 0 0 0 0 0
.................................................................................... TTCAGTTCGGCGGCCACGGCGG + « + v e e v e ee et e e e et e et ee e eieeaeneaenennenenae 22 0 1 1.00 1 1 0 0 0 0 0 0
1 Neloleley b ele).Nololofek-No clo] ele] o c]e ol P 25 0 1 1.00 1 0 0 1 0 0 0 0
....................................................................................... AGTTCGGCGGCCACGGCGGTGGM- - - - - - - -« - v vt veemtieieenieeneaeaeneeanaea 25 3 1 1.00 1 0 0 1 0 0 0 0
........................................................................................ GTTCGGCGGCCACGGCGGTGG M + v v v e e v et et e e e e e e e eneeeaeneeaenenaeaeneeaes 20 0 1 1.00 1 0 0 1 0 0 0 0
...................................................................................... CAGTTCGGCGGCCACGGC. - .« oo i i i e i 190 1 1.00 1 0 0 1 0 0 0 0
........................................ ielele)Nelololelolofelole]elohi ele] oleolo]e ey o N AP~ AN ¢ 1 1.00 1 0 0 1 0 0 0 0
.................................................................................... TTCAGTTCGGCGGCCACGGCGGR/- « « v v vt te et it te et e ee et eeiieiaennieeneeeene. 23 1 1 1.00 1 1 0 0 0 0 0 0
................................................................................... GTTCAGTTCGGCGGCCACGGCGGTG . - « v e v e e e s teeaeaenacnseoansaaeaenseaeneaneaeaneaas 25 0 1 1.00 1 1 0 0 0 0 0 0
........................................................................................ GTTCGGCGGCCACGGCGGTG e « + v e v s v e v o sa s anaosasonensaaensasoaessassonasaaes20 0 1 1.00 1 0 0 1 0 0 0 0
.......................... olelel ok oleloli eV ok il cleToF-N et o] o PP~ N 0 1 1.00 1 0 0 0 0 0 1 0
................................................. ofeleto]eleloli elolofelofe]elc). Yol PP~ B 1 1.00 1 0 0 1 0 0 0 0
.................................................. olelelefelol Jetelelcloolees.No Ve L PN P~ N 1 1.00 1 0 0 1 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGGCGG TR - - « « v« v e o v e et e et teee e eeeneeaenenaenenaea 25 3 1 1.00 1 1 0 0 0 0 0 0
....................................................................................... AGTTCGGCGGCCACGGCR. - ot it e it i i i e i i et ee e 18 1 1.00 1 1 0 0 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGGCH. . ottt i e i it e e et et ei e e e 20 1 1 1.00 1 0 0 1 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGGCGR/. « « vt vt et ittt ittt ettt et e i e en a2 1 1 1.00 1 0 0 1 0 0 0 0
....................................................................................... AGTTCGGCGGCCACGGCGGTGG. - -« o oo i i i it ee e 23 1 1 1.00 1 0 0 0 1 0 0 0
................................................ elolofelololelol etofo]elolo cler Vo). Ve )Y - AU OO c S 1 1.00 1 1 0 0 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGGCGGTRE . « . o vttt ittt it ettt ettt eiieea . 24 2 1 1.00 1 1 0 0 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGGCGGRA. . . ittt ittt ettt ettt e e i e 23 2 1 1.00 1 0 1 0 0 0 0 0
....................................................................................... AGTTCGGCGGCCACGGCGH. v vttt i ittt it ittt e e it e e e e ee e 101 2 1.00 2 1 1 0 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGHM. - -« ittt ittt e ittt et i ettt eeieeen e 19 2 5 0.80 4 2 1 0 0 1 0 0
....................................................................................... AGTTCGGCGGCCACGGCG. « . vt vttt ettt et e it it e ee e e i e 20 2 4 0.75 3 2 0 1 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGGH- - - - - - - -« - o i 2003 3 0.67 2 2 0 0 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGGREA. .« v vt ittt ettt ettt te et et ee e, 20 2 2 0.50 1 1 0 0 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGGCHA . « -« ot ottt ittt ittt ittt et e iea e 22 3 2 0.50 1 0 1 0 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGGERE. . . o oottt ittt ittt et it et e i e e 203 2 0.50 1 0 1 0 0 0 0 0
.................................................. olelele]eloliJelolelele ol ey No Ve - A~ R 2 0.50 1 0 0 0 0 1 0 0
...................................................................................... CAGTTCGGCGGCCACGGH. « v vt ettt ittt e e et it e i e 18 2 0.50 1 0 0 1 0 0 0 0
....................................................................................... AGTTCGGCGGCCACGGCGE. « -« v vt vttt ettt ettt ettt ie e i 20 2 3 0.33 1 1 0 0 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGGH- - - - - - - - - o e i e 2003 3 0.33 1 0 1 0 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGHEA. . « ¢ ot ottt ettt ettt te et e e ieee i 20 3 6 0.33 2 2 0 0 0 0 0 0
..................................................................................... TCAGTTCGGCGGCCACGGC M. . . . .ottt ettt ittt it e it e e 22 3 4 0.25 1 1 0 0 0 0 0 0
Anti-sense strand reads
V107 v1i08
GTCGCCTACGTGGGCATGCGCCGCCGGCGGAGCGAGTTGAACCGTCGGCGGCGGCGACGECGGCCTGTCTGGAGCAAACACGGCAAGTCAAGCCGCCGGTGCCGCCACCGCCGGTGCGGGTGTAAGGTCGTGGACGGCGTCTAGAGGACGATGTTGCA
Read # Hit |Total male head
Khkhkkkrkhkhkhkhhhkkkkkkkhkkkkkkkkhkkrrrk A N T e o e O I D D D D D D D D I D D D D D D D D D 0 D D D kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k**** 5ize Mismatch Count Norm Total body
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|scaffold 4770:1183285-1183442|der 59 CAGC---GGATGCACCCGTACGCG--—--=--—=-—-= GCGGCCGCCTCGCTCAACTTGGCAGCCGCHEECEEIEECEEEE CCACGCCCACATTCCAGCACC-TGCC---GCAGATCTCCTGCTACAACGT
larovak3|3R:1255641-1255798 - |dva_1786 |cacc---GGATGCACCCGTACGCG------------ GCGGCCGCCTCGCTCAACTTGGCAGCCGCHEC0EONEO0E00E CCACGCCCACATTCCAGCACC-TGCC---GCAGATCTCCTGCTACAARGT |
ldrosec2|lscaffold 6:1033611-1033768 - |ldse 1834 |[CAGC---GGATGCACCCGTACGCG--—————————- GCGGCCGCCTCGCTCAACTTGGCAGCCGCEEECEETEECEEEE CCACGCCCACATTCCAGCACC-TGCC---GCAGATCTCCTGCTACAACGT |
ldrosim2|[3r:817596-817753 - |dsi_32437|[cAGC---GGATGCACCCGTACGCG--—--------~- GCGGCCGCCTCGCTCAACTTGGCAGCCGCHEECECTCCMECEE CCACGCCCACATTCCAGCACC-TGCC---GCAGATCTCCTGCTACAACGT |
lam3 lchr3R:910099-910256 - |dme 377 |lcacc---GGATGCACCCGTACGCG-—---------- GCGGCCGCCTCGCTCAACTTGGCAGCCGCEEECECTECCECEE CCACGCCCACATTCCAGCACC-TGCC---GCAGATCTCCTGCTACAACGT |
droEugl|scf7180000409759:861185- CAGC---GGATGCACCCGTAMGCG-—----—-—--- GCGGCCGCETCGCTCAACTTGGCAGCCGCEEEEECIECCaCEE CCACGCCIIACATTCCAGCACC-TGCC---GCAGATCTCCTGCTACAACGT
861342 -
droBial|scf7180000302411:644881- CAGC---GGATGCAflccETAlGCG-—----—-—--- GCGGCCGCCTCGCTCAACHTGGCAGCCO e EeIEeCEEEE CCACGCCCACATTCCAGCACC-TGCC---GCAGATCTCCTGCTACAACGT
645035 -
droTakl|lscf7180000415789:614409- CAGC---GGATGCAfccETrAfGCl------------ GCcGGeeoCTCGCTCAACRTGGCHGCCoMCECETECCECHE CCACGCCCACATTCCAGCACC-TGCC---[§CAGATCTCCTGCTACAACGT
614563 -
droElel|lsc£7180000491104:2702015- CAGC---GGATGCACCCGTARNGCG-—-—-—-—-—-- GCGGCCGCCTCGCTCAACTTGGCEGCccGcEETINEELNECEECHe CCACGCCCACATTCCAGCACC-TGCC---GCAGATCTCCTGCTAMAARGT
2702157 -
droRhol|sc£7180000779558:37768-37910 CAGC---GGATGCARCCGTACGCG-—----—-——-- GCGGCCGCCTCGCTCAACTTGGCAGCCGCEEECECTECCECHE CCACGCCCACATTCCAGCACC-TGCC---GCAGATCTCCTGCTACAACGT
droFicl|scf7180000453850:254234- CAGI---GGATGCACCCGTACGCG-—--—-—-——-- GCGGCCGCCTCGCTEAACTTGGCEGCCGCEEECECTECCECHE CCACGCCCACATTCCAGCACC-TGCC---GCAGATCTCCTGCTACAACGT
254391 -
droKikl|lsc£7180000302634:592889— CAG---caTGeAfjcCGTANGCG-—--—-——-—--- GCGGCCGCCTCGCTCAACETGGCAGCCGCHECHECTECCEEEE CCACGCCCACATTCCAGCACC-TGCC---GCAGATCTCCTGCTACAACGT
593046 -
droAna3|lscaffold 13340:23109635- dan 4055 |lcAGC---GGATGCARCCATARCHM------------ e T CGC ThA AT GGCAGCCGCEEECECTECCECCEL Yt iileleclec CCACGCCCACATTCCAGCARC-TGCC---GCAGATCTCCTGCTACAARGT
23109792 -
droBipl|lscf7180000396395:117273~ CAGC---GGATGCARCcCTANCHR-—------—--- e ClT CGCTCARNETGGCAGCCGCEEECECTECCECCE/L N Yt SiTelechic CCACGCCCACATTCCAGCARC-TGCC---GCAGATCTCCTGCTACAACGT
117430 -
ldps |2:21905641-21905801 + ldps 3837 |lcacc---cearceacccrafjecg------------ eleleletel clefeleliel NS NN Chlelefel Clefeln elel e el le T G eSS ESleE GGAGCC TGGEGE cldacceecacaTTccaGCAC- TGCINEIAGCAGATIATCCTGCTACAARGT |
|dropPer2|scaffold 3:4687071-4687231 + | |cacc---ceaTceacccraficcc------------ elelelelelclelelehie RN NN Chlelelel Clefel T/elel e el el T G eSS ESlelE GGAGCC TGGEGE clgacceecacaTTccaGCAlC- TGCIEIAGCAGATIAT CCTGCTACAANGT |
droWil2|lscf2 1100000004943:13032103- [dwi 5421 |[caGC---GlaTGcapccATARlE-—-—-—-—-—-- e CTClcTCcArNTTGGCEG WaccecacarTecalcafic-TGcl}---ceallaTiTccTecTAfAANGT
13032269 +
drovir3|lscaffold 12855:7979120- dvi_ 24659 |lcacciecEaTccaliccldTacccl¥e- - -Xgddes\ccccecoecTcfec TN e acClgcc EElgCEa N tiiac======aan cec--------—--—-- CAGHTEEINSehlbeItelele Chlii T G[e/C ARIElelelelele G/Nele T SRR E TR ceecldccg--------- ci¥eccecilacaTTccaceale-Teefl---GCARNATCTCCTGCTACAACGT
7979289 +
droMoj3|lscaffold 6540:23216860- dmo 3161 |(caccifecEaTccalicclTacoci YN NgeldeseccccCceCCc T TCldaNasiccacceccEelgcea N Ciifec========= Glc-—---—-—-—-—-- Beleckl- - TcoTTTeToccracEeiYcceceacEaceic - - - - —-—- celciicce---FXgddeciXeccecilacaTTecaceallc-TGel---GealaTcTCCTGCTACAACGT
23217038 +
droGri2|lscaffold 15245:7396537- ScaTRERIlecCledec-—-—-—-—- G--—-———————- [elelelels] - - »[ShiclelehlelCING - ielelslcle - TlslcElc TEGliEle T el TEEEEE TR ce--—-—-—————- TGETTGRE GG T/ec - FNE - - TEleale T cGlele TR GGTGGCGCENS-—--- - - - Alefela AcAGCININETINCE A 2 e TeRERTe A \CIA Alfe G Clefe Al G - cAlEA)
7396680 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:1183285-1183442
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:1183285-1183442
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_59.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:1255641-1255798
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1786.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_6:1033611-1033768
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1834.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:817596-817753
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32437.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:910099-910256
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_377.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409759:861185-861342
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302411:644881-645035
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415789:614409-614563
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491104:2702015-2702157
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779558:37768-37910
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453850:254234-254391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302634:592889-593046
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:23109635-23109792
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4055.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396395:117273-117430
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:21905641-21905801
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3837.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:4687071-4687231
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:13032103-13032269
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5421.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:7979120-7979289
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24659.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:23216860-23217038
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3161.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:7396537-7396680

der 70

Coordinate:

scaffold 4929:10902676-10902733 -

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

confident |3p tailed mirtron |antisense to SpUTR

PSR L P dmismatch in alignment] _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 20 21 22 23 24 25 26 27 28 29 ,(é? | | |
Size Condition 10902750 10902700 10902650
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
der_70_annot [-13.2]
Show Alternate Folds H
Flybase annnotation
Antisense to utr5 [utrS plus 1467]; intron [Dere\GG23954-in]; CDS [Dere\GG23954-cds]; CDS [Dere\GG23954-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
MO55
V108 V107 v060 M0O57 v040
CGGACCTGATGCTCCATGGTGTTTCTTCGATTCAATGGCTGATAGGAAAGGCAAGATAGATCTTAGAAATTCGCCAATTGACCTTTCTAGATTCTAATACTTGCACAAATAATTTTTCAGGCGAACAAAATGGATACAATATACCTGAAATTACGTGT female
Read |# Hit ||Total head body male head embryo embryo
**************************************************(((((_ (((( . ((((((( ((( ..... ))) . '))))))) . )))) .. ))))) L. Kkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkkkkkkkhkhkhkhkhkhkhkhkhkhkkkkkkkkkkkkkhkkhdk gjze/Mismatch Count Norm |Total bOdy
.................................................................................... TTCTAGAT TCTAATACT TG ACA . + v ettt et e et e et et e ettt et ettt ettt e eie e 23 0 1 72.00 72 35 16 14 6 1 0
.................................................................................... TTCTAGAT TCTAATACT TGCAC . v v e e et et e te et e eete e te e teeeeeeneeseeneeeenenaa 22 0 1 53.00 53 30 14 3 6 0 0
.................................................................................... TTCTAGAT TC T AATACT TG A e v e v v ettt et e ottt et te et et et et eeeeieeneen 2 0 1 36.00 36 22 7 2 5 0 0
................................................................................... TTTCTAGAT TCTAATACT TGCAC . v v e v et et e e e teeeeseeteeaesseseeeeenesaeeneneennaaa 23 0 1 29.00 29 10 14 3 0 2 0
................................................................................... TTTCTAGAT TCTAATACT TG C A . « v v e e et e e ettt et ettt e et ettt ettt e et 22 0 1 29.00 29 12 9 3 5 0 0
................................................................................... TTTCTAGAT TCTAATACT TGCACA . & v v v et e te e oee e tte e eeeesaeeenaeesneeeneeeneennea 248 0 1 29.00 29 8 6 8 4 2 1
.................................................................................... TTCTAGAT TCTAATACTTGCACH . - . ot i e et i e e e e 231 1 14.00 14 11 2 0 1 0 0
................................................................................... TTTCTAGATTCTAATACTTGCACH. . . ot i e ittt eeeee e 241 1 14.00 14 9 0 3 1 1 0
................................................................................... TTTCTAGAT TCTAATACT TG C e v v v e e et e e e te et te et te e st et e s et esaeannaennea 2 0 1 10.00 10 5 4 0 1 0 0
.................................................................................... TTCTAGAT TCTAATACT TGCACAR . & o v et et et e e e teesteeseeeseeeeneeesaeenanananenaa 24 0 1 8.00 8 0 5 0 0 2 1
.................................................. GO AR GA T AGAT C T T AGA A AT « v v e e e e e e e e e e e e e et e et e et et e et e et et e et e e e et e e e e e e e e e e . 200 1 4.00 4 4 0 0 0 0 0
...................................................................... TCGCCAAT TGACC T T TC T AGAT TC T e o v v e e e v e e e e e e e ae e e ae e oesneseeseeneeneseeeeeneeneeeeneenaaa 25 0 1 3.00 3 1 2 0 0 0 0
..................................................................................... TCTAGAT TCTAATACT TGCACA s « v e ettt e et ettt ettt ettt et ettt e e e 22 0 1 3.00 3 1 2 0 0 0 0
.................................................................................... TTCTAGAT TCTAATACT TGC e« e v v e e e e e e e te e e tee e tee e eeeeaeeeeeeeeaeeeaeeenneaaaa 20 0 1 3.00 3 1 2 0 0 0 0
...................................................................................... CTAGAT TCTAATACT TGCACA . « v v e ettt e et e ettt et ettt ettt eieeinee. 20 1 2.00 2 1 1 0 0 0 0
................................................................................... TTTCTAGAT TCTAATACT TG e v v v vt e e e e e te e ee e saeeseeesnseeenseeeneeeneenneenneaaa 20 0 1 2.00 2 0 2 0 0 0 0
................................................................................... TTTCTAGATTCTAATACTTGCAM. . .. ot i i i i i it e e eee e 23 1 1 2.00 2 2 0 0 0 0 0
................................................................................... TTTCTAGATTCTAATACT TGCAR. L & ottt it e e ettt ettt et i et e e 231 1 1.00 1 1 0 0 0 0 0
................................................................................ ACCTTTCTAGAT TCTAATACT TGCACA . « v v vt et ee et eeeteeeeeeeeaeeeaeeeaeeeneeaneennnenaa 27 0 1 1.00 1 1 0 0 0 0 0
...................................................................... TCGCCAAT TGACC T T TC T AGA T TC T AR T « v v e e e e e e et e et e e e te e te et e te et et tee et eeeieeieenaana. 28 0 1 1.00 1 0 1 0 0 0 0
...................................................................... TCGCCAAT TGACC T T T T AGA T T -+ v e e e e e e e e e e e e e ae e ae e oeeneseeeeenseeneeeeeeeseeneeeenenaaa 23 0 1 1.00 1 0 1 0 0 0 0
.................................................................................... TTCTAGAT TCTAATACTTGCAM. « - ot it e ettt eee e 22 1 1 1.00 1 1 0 0 0 0 0
...................................................................... TCGCCAATTGACCT TTCTAGAT TCTARATA . & v e v e e et e e et ae e ee et ae e eee e taeeeneeeneeeneeeneeeneeaneaaaa 29 0 1 1.00 1 0 1 0 0 0 0
Anti-sense strand reads
GCCTGGACTACGAGGTACCACAAAGAAGCTAAGTTACCGACTATCCTTTCCGTTCTATCTAGAATCTTTAAGCGGTTAACTGGAAAGATCTAAGATTATGAACGTGTTTATTAAAAAGTCCGCTTGTTTTACCTATGTTATATGGACTTTAATGCACA
Read # Hit Total
***************************************************(((((. (((( . ((((((( ((( _____ ))) . ))))))) . )))) .. .))))) L. khkkkhkkhkhkhkhkkkkkkkkkkkhkhkhkhhkhkhkhkhkhkhkhkkhkkkkkkkkkkkhkhkhkhdd g ze/Mismatch Count Norm [Total

No data

available in table

Show Alignment With Reads‘

Re-alignment of all predicted orthologs

Species/ Coordinate ID Alignment

droEre2|scaffold 4929:10902626- der 70|[CGGACCTGATGCTCCATGGTGTTTCTTCGATTCAATGGCTGATAGGAAAGECARAGATA- -~ ——————=——=—=o—oo G-ATCTTA------ e N ooV N i T ————————_S$ il i i A e i S - i ., e e e i i E i s i AN N— i Nl ailiih R ACCTTTCTAGATTCTAAT-ACTTGCACA---AATAATTTTTCAGGCGAACAAAATGGATACAATATACCTGAAATTACGTGT
10902783 -

|drovak3|21:12970329-12970486 - | |[CGGACCTGATGCTCCATGGTGTTTCTTCGATTCAATGGCTGATAGRAAAGECARCRITA======———=—————————- AN C TV N —— e N N TG 2ol N . A = G i A . L e N s s —— s . G A N . — N ACCTTTCTAGATTCTAAT-ACTTGCECA---AATANTTTT[8CAGGCGAACABAATGGATACAATATACCTGAAATTACGTGT|

droSec2|lscaffold 3:5721173-5721321 CGGACCTGATGCTCCATGGTGTTTCTTCGATTCAATGGCTGAEGHAAAGECAACTA-——————————————————~- -aflcTTA-—---- e T T - — - — - — - — - [ e e e e e e e ACCTIlECTAGHTTCTHAT-ACTTINCACA---AATARTIT TTCAGGCGAACAAATGGATACAATATACCTGAAATTACGTGT

ldrosim2|21:9974192-9974341 - | | CGGACCTGATGCTCCATGGTGTTTCTTCGATTCAATGGCTGAT/EGRAAAACECARCHIASSSSSssssssssassans -aflcTTA-—-—-- e T T - — - — - — - - T e e e e ACCTHACTACHTTCTHAT-ACT TN ACA - - - AATATET TTCAGGCGAACAAATGGATACAATATACCTGAAATTACGTGT]

|dm3 lchr21:10296073-10296221 - | lcceACCGATGCTCCATGGTGTTTCTTCGATTCARTGGCTGATEGRAAAAGECARCIA= === == =—————————— = A-ATCTTA------ e — — — — — — — — — T accri¥iciachrrcTilaT-AcTTACECA- - - AATETAT TTCAGGCGAACABAATGGATACAATATACCTGAAATTACGTGT|

droEugl|scf7180000409554:4624381- Recacd@eaTcceclgrceTd@TTCTTHGAT TCHATGGC TGATAGIA LA CIEIROAGHTr RS TN STl TN T JeTeh S Neh TN Tetetel B S TeT.N deln c c TINAC TAINT T C Thu TlelabN T TERElCl- - - AR TARNTINT T TCAGGHGAACAEAATGGATACAATATACCTGAAAT TACGTGT
4624595 +

droBial|lsc£7180000301468:426776— CCATACTAGGTGCATGCTCTTTCTCCTTAGAAAGAACTTAAGCATAAAATAGATACAGATTCAAATTCTTCGATTTCCTTTGTATGTTCCTTCGCGCCTACT T TT TG TR T TT TGTAT T TGl E e ettt Epge g T TR TSN S ThNT - N TENCAINA - - - AATARNTINT T TCAGGHGAACA§AATGGATACAATATACCTGAAATTACGTGT
427045 -

droTakl|scf7180000415438:503268- [ [ I T 7 - e TR T T~ ALNT T GCRYNA - - - AT AR TENT TTCAGGHGAACAJ§AATGGATACAATATACCTGAAATTACGTGT
503335 -

droElel|[scf7180000491186:3384236- RGGACCTGATGCICCATGGTG@T THT TCGATTCAATGGCTGA A G A At A A S o N O e R e mmmmmmmmm OO REET B — — — — — — = = = = = = = = = = = = - e - - - - et - mae T p XA Clelelebi A ASANTINT TfCAGGHGAACAJ§AATGGATACAATATACCTGAAATTACGTGT
3384381 —

droFicl|scf7180000453838:526776- CGGACCTGATGCRCCATGGTGTTTHTTCGARTCAATGGCTGATAGRAAAGEHACCHT S E LTV TT XIS X VY NI N = A S (el ATTTAT. T TG A T T e N - — e — e ¥ \A C AN A T AN T T T THiA GGCGAACAI§AATGGATACAATATACCTGAAAT TACEITGT
526980 -

droKik1|[sc£7180000302472:3040753~ BGGHCCGATGCTCCATGGTGET TIT TCGATTCAATGGCTGATAGAAAGEIARIETNY - N - -HINa AT T TTCAGGCGAACAlEAASGGATACAATATACCTGAAATTACGTGT
3040904 +

droAna3|scaffold 12916:14124774- RccaccTGATGCCCHTGGTGET TRT THGA T TCHATGGCEGATAGAAA GERYARL ARy
14124928 -

droBipl|scf7180000396572:2831038- RecaccTGaTcceclTGGTGETTRT THRGATTCRATGGCRGATAGRAAAGEIIAA NI
2831188 +

dp5 l4_group2:1222173-1222237 | |BccEccRearccRccATGETGTTTHT TCGATTCAATGGCTGATAGRAAECENARCETA

droPer2|scaffold 1:1239344-1239408 MGGECCIGATGCICCATGGTGT T TIT TCGATTCAATGGCTGATAGEAAEGEIAACHTA

droWil2|lscf2 1100000004852:711674-| | i ———_————D._S i e—YYY— - ATWTTA-—-—-- AP riNicTATAINNAAC]
711753 +

droVir3|scaffold 12963:14163196-
14163258 +

droMoj3|lscaffold 6500:29815595- RccaccGATGCTCCTGGTGT T THT TIGAT TCAATGGCEGABAGRAAAGEIIAANYTAS S S S S S EEEEmEE e e e e
29815652 +

droGri2|scaffold 15126:1713886- AcGAccGATGCTCCATGGTGTTTCTTHGART CAATGGCRAGATACHAAACEIOANAI TR,
1714033 -

Generated: 09/08/2015 at 06:59 PM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:10902626-10902783
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:10902626-10902783
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_70.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:12970329-12970486
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:5721173-5721321
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:9974192-9974341
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:10296073-10296221
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409554:4624381-4624595
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301468:426776-427045
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415438:503268-503335
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491186:3384236-3384381
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453838:526776-526980
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302472:3040753-3040904
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:14124774-14124928
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396572:2831038-2831188
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group2:1222173-1222237
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:1239344-1239408
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004852:711674-711753
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:14163196-14163258
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:29815595-29815652
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15126:1713886-1714033

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

der 1521 |scaffold 4770:16945935-16946022 + | confident|| Canonical miRNA || 3pUTR

Legend: mature star it nib1ed W1 1fi) 1119111 mismatch in read
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der 1521 annot [-17.0]
Show Alternate Folds H
Flybase annnotation
utr3 [utr3_minus_7095]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
MO055
V108 V107 M0O57 V060 /GSM1528801 V040
ATTTGAGAAAAAAGAAGAAAAAACCCCACAAACCAAACAACAACAAAACAATAGAAAAAAACAAATAAACAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACCAAAAAAATCCTCAAATTTGTGTTTTTATTTGCGT TATCACGTACAGTTTTTCGTTGGCAATTTCAA female
Read # Hit |Total head body |male embryo head| follicle embryo
khkkkkkkkkkhkkkkkhhhhhhhhhkhhhhkhkhhhhhhkhkhkhkhkhkhkkhkkhkkkkkkkkx (((((((((_ ((((((_ (((((’ .. .))))) _)))))) .))))))))) ................... khkkkkkkkkkkhkkhkkkkhkhkkhkkkhkhkkhkkkhkkkhkkkhkkkhkkkkkkkkkkkkkkkkkkkkk*k gjze Mismatch Count Norm |Total bOdy cells
.................................................................................................... TTAAAGCTTTGTATAATTARCC . ot ettt ettt e et e e et e et e e et et ettt ie e eeieeiaeaeneeeee. 22 0 1 59.0059 31 9 11 4 3 0 1
..................................................................................................... TAAAGCTTTGTATAATTAACC . &+ e vttt et et e e e e e et et et e eae e eneaeeaeeaenaennenaeanen. 2l 0 1 27.00 27 20 0 5 2 0 0 0
..................................................................................................... TARAGCTTTGTATAATTARCCA .+« ettt e e te e e e ettt e e et e et e e ettt e it eieeneneeaeen. 22 0 1 21.00 21 11 5 4 0 1 0 0
.................................................................................................... TTAAAGCTTTGTATAATTAACH. . . .ottt i e it e e e e i i 22 1 1 17.00 17 11 1 2 1 2 0 0
.................................................................... ACARTTGTACATGGCTTTCGTA  « v v e et e e te 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 e e e e e e et e ettt et et e i eeeeneeaen. 22 0 1 10.00 10 3 1 3 0 1 0 2
.................................................................... ACAATTGTACATGGCTTTCGT . « ¢ e et e et et ue e ettt e et e et e e e e e e e et et et e et e e e ettt e et et e e et e et ettt 200 1 9.00 9 1 1 6 0 1 0 0
oo« TGAGARRARAGAAGAARRARCCCCACA . « o ettt te ettt ettt e et e e e et ettt et e e e ettt e e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 27 0 1 6.00 6 0 2 0 0 0 4 0
.................................................................................................... TTAAAGCTTTGTATAATTARCCA . ¢« e ettt ettt et e et et e e et e ee et e et eieeneenaenneneeneea. 23 0 1 6.00 6 4 0 1 1 0 0 0
................................................................... ARCAATTGTACATGGCTTTCGT .+« v vt et ettt et et e e e e et ettt ettt et e et e e e e e ettt e et et e e e e e ettt ettt ee e 220 1 6.00 6 1 1 4 0 0 0 0
.................................................................................................... TTAAAGCTTTGTATAATTARC . « o e v e e ve e et e et te e et ee e e e e eeeeaeeaeaeeaenaenaenaenneneeaeea. 2l 0 1 5.00 5 2 1 2 0 0 0 0
........................................................................................... AGTAATTTATTARAGCTTTGT . « « e e vt e ue et e e et e et e et e e e e e ettt e e e e et et e et et ie e 200 1 5.00 5 0 1 4 0 0 0 0
............................................................................................ GTAATTTATTARAGCTTTGT .+« vt ettt ettt e e e e ettt et et e e et e et e et e e ie e, 20 0 1 4.00 4 0 0 4 0 0 0 0
.................................................................... ACAATTGTACATGGCTTTCG « - « ¢ e v e e e ee e e e et et et e e et et e e e e e e e et et e et e e e et e e e et et et e e ee et en e ta e eea e 20 0 1 4.00 4 1 1 2 0 0 0 0
..................................................................... CAATTGTACATGGCTTTCGT . « « e e v e e ettt e et e e e e e e e e et e et et e et e et e e e et e et e e e e e e et e ettt et e e ettt e i ei e 20 0 1 3.00 3 1 1 1 0 0 0 0
.................................................................................................. TATTAAAGCTTTGTATAATT . « ¢ e e v e e et et et e e e e e e e e e e e et e eaeeneeneeneeaeeaenaennenaenneas 20 0 1 3.00 3 3 0 0 0 0 0 0
.................................................................................... TTCGTAAAGTAATTTATTARAGCTTTG . « « v e e v e e ue e e e e e e et e et e e e e e e e e e e et et et ee ettt ie i i eieeneeneeneen. 2T 0 1 3.00 3 0 3 0 0 0 0 0
..................................................................... CAATTGTACATGGCTTTCGTA . « + et ettt e et et e e et et e e et et e e et et et et ettt et e et et et et e et ettt et eieeneeneneeaea. 210 1 3.00 3 1 1 1 0 0 0 0
.................................................................................................... TTAAAGCTTTGTATAATTAACCE . ¢ . oot i i e e it ettt 23 1 3.00 3 2 1 0 0 0 0 0
..................................................................................................... TAAAGCTTTGTATAATTARAC . « &+ e ettt e et et e e e e et e et et et e ie e e ta e ieieeaenaenaennea. 20 0 1 3.00 3 3 0 0 0 0 0 0
.................................................................. ARACAATTGTACATGGCTTTC .+« v vttt ettt ettt ettt e et e e e e e e ettt et e et et e e e e e et et et ettt et ettt 200 1 3.00 3 0 0 0o 2 0 0 1
.................................................................. ARACAATTGTACATGGCTTTCGT « &« v e e v e e ee e e e e e et e et e e e e e e e e e et et e e et e e e e e e e e et et et ee e ie e e ta e te e eiaeaenaennenaa 23 0 1 3.00 3 0 1 1 0 1 0 0
..................................................................................................... TAAAGCTTTGTATAATTAACCAR . ¢ . et ettt et et e e ettt e et e e et te e et ettt iaeiaenaeneeaeea. 23 0 1 2.00 2 0 2 0 0 0 0 0
......................................................................... TGTACATGGCTTTCGTAAAGTAATTTATT . « e e e e e e e e e e e e et ettt a e et e e e e e e e et e e e e e eneeneeneeneeaeaaenaennenaennenea29 0 1 2.00 2 0 1 1 0 0 0 0
........................................................................ TTGTACATGGCTTTCGTARRGTAATT . « . v et et ettt et e e e e e e e e e et e e e e e e e et e et et e e e e e et et ettt e et eiaeneneeneen. 26 0 1 2.00 2 0 1 1 0 0 0 0
..................................................................................................... TARAGCTTTGTATAATTAACH . . . ..o i i i e e et i e 21 1 2.00 2 1 1 0 0 0 0 0
.................................................................................................... TTAAAGCTTTGTATAATTAACK. . ¢ . ittt ittt et et e et et et e e e et e e et 221 1 2.00 2 2 0 0 0 0 0 0
................................................................................................... ATTAAAGCTTTGTATAATTAAC . « & vt o et et ee e te e e e ettt et et et ie e et ee e teeeaeaenaeneeanea. 22 0 1 2.00 2 0 1 1 0 0 0 0
.................................................................. ARACAATTGTACATGGCTTTCG . « v v et v ettt ettt ettt e et e e e e e e e e e e et e et e et e e e e e ettt e et e ettt et i e ittt ee e 220 1 2.00 2 1 0 1 0 0 0 0
................................................................... AACAATTGTACATGGCTTTCGTARAG . « ¢« e e e e ettt e e et e e e e e e et e et et et et e e e e e et et et et te e te e e te i ee e eaaenaenneneea 26 0 1 2.00 2 0 2 0 0 0 0 0
........................................................................ TTGTACATGGCTTTCGTARRGTART . ¢« vttt et e e et e et e e e ettt et e e et e et e e e e e et e e e e e e et e et ettt e ettt eie e 25 0 1 2.00 2 0 1 0 0 1 0 0
........................................................................... TACATGGCTTTCGTAARGTAATTTATT . &+t e et et ue et et ettt et ettt et e et ettt ettt et et et e et ie e e eaeaennenaenaenaea. 27 0 1 2.00 2 1 1 0 0 0 0 0
...................................................................................................... ARAGCTTTGTATAATTARCCA . « « et e e te et ettt e e et e e et te e et e et e te et eianeeneeneea. 200 1 2.00 2 2 0 0 0 0 0 0
....................................................................................... GTAAAGTAATTTATTARAGCTTTGT . ¢ v v e ettt et e e et et e e et e e e et et et et ie e et ie et 25 0 1 2.00 2 0 0 2 0 0 0 0
.......................... CACAAACCAAACAACAACARARACAR . « « vt e et e et et et et e et et et e e e e ettt et e et e e e e e e e e e e et e et e e e e e e e e e e e e e e e e e e e e et 250 1 2.00 2 0 2 0 0 0 0 0
........................................................................... TACATGGCTTTCGTARRGTAAT .« ¢ . v et ettt ee e e e e e et et e et e e et e e e e et et et et et e te e ee ee et et eneneeneeneen. 22 0 1 2.00 2 1 0 0 0 1 0 0
. TTTGAGARRARAGAAGARARARCCCCAC . « o ettt ettt ettt ettt et e et e e e e et e e et et e e e 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 28 0 1 1.00 1 0 1 0 0 0 0 0
..................................................................................................... TAAAGCT TTGTATAAT TAACHE . - - . o oottt it ettt ettt et et et ettt 22 2 1 1.00 1 1 0 0 0 0 0 0
................................................................................................. TTATTAAAGCTTTGTATAATTARCCAR . &+t o et et te e et et et e et et et e ee e et ea it enaenaeneeneee. 2T 0 1 1.00 1 0 1 0 0 0 0 0
...................................................................... ARATTGTACATGGCTTTCGT « « vt ettt e e ettt et et e et e et e e e e et e ettt e e e e e e e et et et et e ettt i et ei e 190 1 1.00 1 0 0 0 0 0 0 1
................ GAAAAAACCCCACARACCARACAACAACA . ¢t e e et et e e e et et et et e et e e et ettt et et et e e e e e e et et et et e e e e e et e e et e e e e e e e e e e ettt 290 1 1.00 1 0 1 0 0 0 0 0
............................................................... ARTAAACAATTGTACATGGCTTTCGT « « ¢ v e e et ettt et e et e et e e e et e e e e e e et e e e e e e e e et e e e e e e e e e ettt et ettt et e e i 260 1 1.00 1 0 0 1 0 0 0 0
....................................................................................................... AAGCTTTGTATAATTAACC . « - e e e ettt ee e e e e e e et et e eae e eneeneeaeeaeaaennenaennenaea 19 0 1 1.00 1 1 0 0 0 0 0 0
..................................................................................................... TAAAGCTTTGTATAATTA . « e e e v e ettt e et et e e e e et e e et et e aeaeen e taeeaeaenaenaenaenne. 18 0 1 1.00 1 1 0 0 0 0 0 0
.................................................................................................... TTAAAGCTTTGTATAATTA . .« ettt ettt ettt ettt et e e et ettt e ettt et e 190 1 1.00 1 1 0 0 0 0 0 0
........................................................................... TACATGGCTTTCGTARRGT « « ¢ & e e e ettt te e e e e e e e et e e et e et et e e e e e e et et et e e ae e e ee e eaenaenaennenaeaaea. 19 0 1 1.00 1 1 0 0 0 0 0 0
........................................................................................... AGTAATTTATTARAGCTTTGTAT « « ¢ v e e e e et e et et e et e e e e e e e e e et et e e e e e et e ie e eiaeneeneeaeea. 23 0 1 1.00 1 0 0 1 0 0 0 0
.............................. AACCAAACAACAACARRAACAATAGARR . « o ettt ettt ettt et ettt et ettt et et ettt et et et e et e e et et et e e e e e e e e e e e e 2T 0 1 1.00 1 0 1 0 0 0 0 0
........................................................................... TACATGGCTTTCGTARAGTA . « « e e e ettt te e et et e e et et e et et e e e e e et e et et e et e et et e ettt et iaeieeneeneeneen. 20 0 1 1.00 1 0 0 1 0 0 0 0
............................................................... AATAAACAATTGTACATGG. - « ¢ o ettt ettt ettt ettt ettt et et e e e e e e e et e e e e e e e e e e e e 201 1 1.00 1 0 0 0 0 0 0 1
..................................................................... CAAT TGTACATGGCT T T G T . -« o ettt ettt e ettt et e e e et e e e e e e e e e e e e e e e 20 1 1.00 1 0 0 1 0 0 0 0
................................................................................................. TTATTAAAGCTTTGTATAATTAAC . &+ ¢ v e et et ee e e e e e et e et e e et e aeae e ea e eeaenaenneneea. 24 0 1 1.00 1 0 0 1 0 0 0 0
.............................. AACCAAACAACAACARRAACAATAGARRR . « o ot ettt ettt ittt ettt et et e e et e et e et e e et e e e e e ettt et et e e e e e e e e e e e e 280 1 1.00 1 0 1 0 0 0 0 0
e e -GAGAAAARAGAAGAARRARCCCCACA . « o e v e e ue e ettt et e et et et e e e e e ettt et et e e e e ettt et et e e e ettt et e e e e ettt e e e e e e e et e e e e 26 0 1 1.00 1 0 1 0 0 0 0 0
.......................................................................................... AAGTAATTTATTAAAGCTTTGTATART . « ¢ vttt te e ue e et e et et et e e e e e e e e et e et e e e e et eieeneeneeneeaeea. 2T 0 1 1.00 1 0 0 1 0 0 0 0
. TTTGAGAARARAGAAGARARAACCCCACA . « « v vttt et ettt ettt e et et et ettt et ettt et et e et e et ettt 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 29 0 1 1.00 1 0 1 0 0 0 0 0
................. ARARAACCCCACARRACCARAC . + « vttt e e te et et ettt ettt et e e et e ettt 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 e e e e e e e e e e e e e e 210 1 1.00 1 0 0 0 1 0 0 0
..................................................................... CAATTGTACATGGCTTTCGTAR . « ¢« ettt e et et e e et e e e e e e et e e et e et e et e e e et e ettt et et et e e ettt a et et eieeaeeneeneea. 22 0 1 1.00 1 0 1 0 0 0 0 0
........................................................................ TTGTACATGGCTTTCGTARR . « « e e v et ettt et e et e e et et ettt ettt et e et e et ettt et et e ettt ettt it ea e 200 1 1.00 1 0 1 0 0 0 0 0
................................................................................................ TTTATTAAAGCTTTGTATARTT . « ¢ v e e et ettt et e e e e e e e e et et et e ae e e ee e eeeaaenaenneneea 22 0 1 1.00 1 0 1 0 0 0 0 0
................................................................. TARACAATTGTACATGGCTTTCGTA . + « v vt ettt e et e e et e e e e e e e et e et e et e e e e e e e et e et e et e e e e e et e ettt et ei e 250 1 1.00 1 0 1 0 0 0 0 0
.......................................................... AAACAAATARACAATTGTACATGGCTTTC t & ¢« e e v e e ue e et ettt e et e e e e e e e e et et et e e et e e e et et et ee e e e e e ee e eaenaenaennenaeaa 29 0 1 1.00 1 0 1 0 0 0 0 0
....................... CCCCACARACCAAACAACAACARRRCA . .ttt ettt ettt et e e et et e e e e e et e e et et e e e e e e e et e e e e e e e e e e e et e et e e e e e e e e e e e e e e e e e e 2T 0 1 1.00 1 0 0 0 1 0 0 0
....................... CCCCACARACCAARCAACAACARARCAR . « ¢ttt ettt ettt ettt et et et et e ettt e et et ettt et e et et ettt et e e e et ettt et et e ettt et et it e e ... 280 1 1.00 1 0 1 0 0 0 0 0
................................................................... AACAATTGTACATGGCTTTC t & ¢ v e e ve e te e et et et e et e e e e e e e et et et e e e e e e e et e et e et et e e e ettt et ee et e 200 1 1.00 1 1 0 0 0 0 0 0
.......................................................................................... AAGTAATTTATTARAGCTTTGT . « &+ e et e et e et e e ee e e e e e e et et e e e et et et e et e ie et eeieenenneneeneea. 22 0 1 1.00 1 1 0 0 0 0 0 0
................................................................................................... ATTAAAGCTTTGTATAATTAACCARRR . « o ettt ettt ettt et et et et e e e e ie e ie e iiaeaaenaeneeaeea. 27 0 1 1.00 1 1 0 0 0 0 0 0
................................................................................................. TTATTAAAGCTTTGTATAATTAACC . + ¢ v e e et e e ee e e e et e et te e et e eae e e e eneaeeaeaaenaenneneeae 25 0 1 1.00 1 1 0 0 0 0 0 0
................................................................................... TTTCGTAAAGTAATTTATTARAGC . « e e v et ettt e et e et et e e et e et e et e et et et e e et e et i et eieenenaeneeaea. 24 0 1 1.00 1 0 1 0 0 0 0 0
................................................................................................... ATTAAAGCTTTGTATAATTAACCA . + « o ettt te e e et e e ettt e e et et te e et e ee e eiaeaenaenaeaeea. 24 0 1 1.00 1 0 0 1 0 0 0 0
..................................................................... CAATTGTACATGGCTTTCGTARR . « . e e vttt et e e et e e e e e e e e e e et et et e e e e e e e et et et et e e ie e ae e ea e ie e eeeaeenaeneeneeneea. 23 0 1 1.00 1 1 0 0 0 0 0 0
o+ - TGAGARRARAGAAGARRRARCCCCAC . « ¢ ottt ettt ettt ettt et e et e e e e e et e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 26 0 1 1.00 1 0 1 0 0 0 0 0
.............................. AACCAAACAACAACAAAACAATAGAR . &« « et e et te e et e et e e et et et et e et e e e e et et et e e e e e ettt e e et et e e e e e et et e e e 260 1 1.00 1 0 1 0 0 0 0 0
........................................................... AACAAATAAACAATTGTACATGGCT « « e et ettt et e et e et e et e et e e e e e e e e et et e e e e e e e e e e e et e e e e e et e e ettt ettt 250 1 1.00 1 0 1 0 0 0 0 0
.................................................................... ACARTTGTACATGGCTTTC . « & et ettt e te e ettt et e et e et et e e e e et e et e et e e e e e e ettt ettt ettt ettt 190 1 1.00 1 0 0 0 1 0 0 0
.................................................................................... TTCGTAAAGTAAT TTATTARAGCTTTGT . « « o et et ve e et et et e et e e e e e e e et e et et et et ee et e e te e ieeaenaeneeneen. 28 0 1 1.00 1 0 1 0 0 0 0 0
............................................................................ ACATGGCTTTCGTARAGTARTTT . . ¢« e vt e e et ettt et e et e e et et e e e et e e et et et et et ee e e ettt 23 0 1 1.00 1 0 1 0 0 0 0 0
T TTGAGARRARAGAAGAARRARCCCCA . & ¢t e ettt te ettt ettt e et et e e ettt e e e ettt e e e e e e ettt e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 27 0 1 1.00 1 0 1 0 0 0 0 0
............................................................................ ACATGGCTTTCGTARAGTART . « ¢ et e et e e e e et ettt e et e et e e e e e e e e e et et et et et te e e e ettt 21 0 1 1.00 1 0 1 0 0 0 0 0
.............................................................. ARATAAACAATTGTACATGGCTTTC . ¢ vttt ue et et ettt e et et e e e e e e et et et e et e et e e e e e et e et et ettt it ettt i it ei e e 250 1 1.00 1 0 0 0 1 0 0 0
.......................................................... AAACAAATARACAATTGTACATGGC . « - ¢ ¢ e e e e e ee e ee e et e e et e et e e e e e e e e e et et et e e e et e e e et et et te e e ene e eaeeaeaeaaenaennenaeaa 25 0 1 1.00 1 0 1 0 0 0 0 0
.............................. AACCAAACAACAACARRACARATAGR . « .« t ettt et et e ettt ettt e et e e e e e et e et e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 250 1 1.00 1 0 1 0 0 0 0 0
............................................................................... TGGCTTTCGTAAAGTAATTTATTARRGC . « ¢« v ettt ettt et et e et e ettt ettt et et et e e et ie e ie e . 28 0 1 1.00 1 0 1 0 0 0 0 0
................................................................ ATARACAATTGTACATGGCTTTC t &+« e e e e ee e e e e e et et e et e e e e e e et et e et e e et e e e e e et et et e eeen e ie e te e eaeaenaenaeneeaa 23 0 1 1.00 1 0 1 0 0 0 0 0
................................................................................................. TTATTAAAGCTTTGTATARTTA .+« ettt e et e et e e e et e e e e e et et e e e et e e e et e et eeei e 22 0 1 1.00 1 1 0 0 0 0 0 0
................................................................................................... ATTARAGCTTTGTATARTT . o . vttt et et te ettt et ettt et et et e e et ee e ie e e, 190 1 1.00 1 0 0 1 0 0 0 0
........................................................................... TACATGGCTTTCGTARAGTAATTTAT . « .« e o et e e e et ue e ettt e e e et et et e e e e e e e et e e et et eeae e ee e ta e eaenaennenaeanen. 26 0 1 1.00 1 0 1 0 0 0 0 0
...................................................................................................... ARAGCTTTGTATAATTARCCARR . .ttt ettt ettt ettt e et et et et et e et 23 0 1 1.00 1 1 0 0 0 0 0 0
....................................................................................................... AAGCTTTGTATAATTAACCA . &+t ettt et ee e e e et e et et e eaeeeeneeneeaeeaeaaenaenaennenaea 20 0 1 1.00 1 1 0 0 0 0 0 0
......... AAAAGAAGAAAARACCCCACARACCARR . « ot ettt ettt e et e e e e e e e e e et e e e e e e e et e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 280 1 1.00 1 0 1 0 0 0 0 0
.................. ARARACCCCACARACCARACARCAACA . « ¢ttt ettt ettt ettt et e e et ettt ettt e et et et e e e e ettt et e et et e e e e e e e e e e e e e e e e e e e e e e 2T 0 1 1.00 1 0 1 0 0 0 0 0
.................................................................................................. TATTAAAGCTTTGTATARTTA . « e et et et ettt et et et ettt e e et et te e ee e e ee e eaenaeneeneea. 2l 0 1 1.00 1 0 1 0 0 0 0 0
.................................................................................................... TTAAAGCTTTGTATAATTAR . « ¢ttt et ue e et e e e et e et e e e e e e e ettt et e e e ieeiaeneeaeeneeeeea. 20 0 1 1.00 1 0 1 0 0 0 0 0
........................................................... AACAAATAAACAATTGTACATGGCTT . « o vttt ettt et ettt e et e et et e ettt e et e e ettt e e e e e e e e ettt et et e ettt et e ittt 260 1 1.00 1 0 1 0 0 0 0 0
..................................................................................................... TAAAGCT TTGTATAAT TAACK. . o ¢ ottt it i ittt e it et ettt et e e e 201 1 1.00 1 1 0 0 0 0 0 0
......................................................... ARAACARATAAACAATTGTACATGGCT .+« ettt ettt ettt e et e et e e e e e e e e et et e et e e e e e e e e e e et e e e e e e e e et e ettt 2T 0 1 1.00 1 0 1 0 0 0 0 0
......................................................................... TGTACATGGCTTTCGTARRGTAATT . « ¢ e e ettt e ee e e e et et e et et e e e e e ea e e e e e e e e eneeneeneeneeaeaaeaaennenaeanenaea25 0 1 1.00 1 0 1 0 0 0 0 0
o« . TGAGAARAAAGAAGARARRACCCCACAR . &« et ettt et e e et et e e e et e e 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 e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 28 0 1 1.00 1 0 1 0 0 0 0 0
..................... AACCCCACARACCAAACAACAACARARCA. « « ottt ettt ettt et ettt e e et et ettt e e et et et e e e et e e et et e e e e e e e et e e et e e e e e e e e e e 290 1 1.00 1 0 1 0 0 0 0 0
................................................................. TAAACAATTGTACATGGCTTTCG . « « v e v v e ettt e et e e e e e e e e et e e et et e e e e e e e et e et e e e e e e e e et e e e ettt et 230 1 1.00 1 1 0 0 0 0 0 0
................................................................................................... ATTAAAGCTTTGTATAATTAACH . . . . oottt ittt i i it it e et e e et ieeie e 231 1 1.00 1 1 0 0 0 0 0 0
................................................................. TARACAATTGTACATGGCTTTCGT « &+ v v v ettt e e et et e et ae et e et e e et e et e et et e et et ettt et ettt e e et i e e ie i e 24 0 1 1.00 1 0 0 0 0 0 1 0
............................................................... AATAAACAATTGTACATGGCT . + ¢ e et et te ettt ettt et e e et e e e e e e e e e e e e et e e e e e e e et e et e et e e e e e e e 210 1 1.00 1 0 1 0 0 0 0 0
.......................................................................... GTACATGGCTTTCGTARAGTARTT . & o e ettt et e et e et e e e e e et e et e e et e e et ettt e et e e et et et i e ettt 24 0 1 1.00 1 0 1 0 0 0 0 0
.............................................................. AAATAAACAATTGTACATGGCTTTCGT . « « e et e et e eu e e et et e et e et e e e e et e e e et e et e e e e e et e et e e e e et e e et ettt ettt 27 0 1 1.00 1 0 1 0 0 0 0 0
...................................................................... AATTGTACATGGCTTTCGTA &+« e v e et ue e ettt et e et e et et e e e e et e e et et e e e et e et e et et et et ie e e et e eneenaenneneea. 20 0 1 1.00 1 0 0 0 0 0 0 1
ATTTGAGAARRARGARGARR . .« oo vttt ettt et e e ettt ettt ettt et e e e e et ettt et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 20 0 1 1.00 1 0 0 1 0 0 0 0
................................................................................................... ATTAAAGCT TTGTATAAT TABE . « . o o o ettt ittt et ettt et et et e e te et ettt i 22 2 2 0.50 1 0 0 1 0 0 0 0
Anti-sense strand reads
MO055
V040
TAAACTCTTTTTTCTTCTTTTTTGGGGTGTTTGGTTTGTTGTTGTTTTGTTATCTTTTTTTGT TTATTIGT TAACATGTACCGAAAGCATTTCATTAAATAAT TTCGAAACATATTAATTGGT TTTTTTAGGAGTTTAAACACAAAAATAAACGCAATAGTGCATGTCAAAAAGCAACCGTTAAAGTT female
Read # Hit |Total body embryo
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............................................................................................................................................... ARARATAAACGCAATAGTGCATGTCAR. o vvvvennennen... 27 0 1 1.00 1 1 0
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species|/Coordinate ID Alignment
droEre2|scaffold 4770:16945885- der 1521 [ATTTGAGAAAAAAG-——-————————————————————————~—~——~—~—_ A=AGAAAA-———————————————m——m o AACCC-CACAAA-CCA--——————————————— A----ACAACA-ACA---—-—-- AAACAATAGAAAA--—-—————-—- AAACAAATAARSCAATTCTACATCCCTTTCCTAAAGTAAT TTATTAAAGCTTTCTATAATTAACCAAAAAA-——-ATCCT-CAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAGT-TTTTCGTTGGCAATTTCAA
16946072 +
ldrovak3|[3R:8702157-8702349 - ldva_1796 |BWTTTGAGAARAARG=——=—==—=————=----——---—--—-----—- e N - R ——— AACCC-[ECAAA-CCA-———————————————— A----ACAACA-ACA---—-—-- AAACAATAGAAGAR-----—--FXaaACAAATAARS CAATTGTACATGCCTRTCCTAAAGTAAT TTATTAAAGCTTTGTATAATTAACCAAAAAANN- - ATCCT-CAAA-TTTGTGTTTTRATTTGCGTTAT - --CACGTACAGT-TTTTCGTTGGCAATTTHAA|
droSec2|scaffold 0:17217363- dse 1844 [ATTTGAGAAARAAAG-——-—=——————————————————————————— Arcarnfg-—----- - afccc-cacaan-cCA---——-——--——- - AN CAACA-ACA--——-——- AAACAATAGAAAA--——-—————-— AaAACAAATAARSCARTTCTACATCECTTTCCTAAACIAATT TATTAAAGCTTTCTATEATTAACCAAAAAAN- - - ATHCT-[8AAA-TTTGTGT TTTTATTTGCGTTAT—--CACGTACAGT -TTTTCRATTGGCAAT TTHAA
17217554 +
|drosim2|[3r:16351715-16351910 + lasi 75 |ATTTGAGAAAAAAG---------mmmmm ArGanag------ - AfcCC-CACAAA-CCA-——-—-—————— - \acaac----I--Hcaacaaca VYRSV TR N Y N NA2ACAAATAARS CAATTGTACATCCCRTTCETIAAAGAATTTATTAAAGCTTTGTATEATTAACCAAAAAAN- - -ATCCT-[8AAA- TTTGTGTTTTTATTTGCGT TAT - -~ CACGTACAGT - TTTTCGTTGGCAATTTHAR]
|dm3 lchr3Rr:4640223-4640413 - ldme 421 |aTTTGAGAARAARG-—------mmmm o Acanrfg----—- - afccc-cacara-cCcA-—-—-—-—- - AYg¥canca-ACcA--—-—-—- AAACAATAGARAA--—————————- B22EARATAA RS CAATTGTACATCCOTTTCCTAAACHAAT T TATEAASGCTTTGTATEATTAACCAAAAAANY- - ATCC-CAAA-TTTGTGTTTTTATTTGCGTTAT-- ~CACGTACAGT-TTTTCGTTGGCART TTHAA]
droEugl|scf7180000409490:80930- arrToAlWeAnfEA - -E- - - - - - - Blicaran/¥SISNN. ICCC-CACAAANCCA-———————————————— AN canCA-ACA-—-——-—- AAACAATAGAAAA-—-————-—- EAACAAATAAA—CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACEAAAAAA————AECCT—CAAA—TTTGTGTTTTATTTGCGTTAT———CACGTACAGT—TTTTCGTTGGCAATTTW‘
81131 +
droBial|lscf7180000302402:7353486— ATTTGARAAAAARAN-----—-—-[fg--—-—-—-— - - —— AMrcarafg----- - afjccc-cacaaaifcca----- - —- A-—--Fcaaca-ngp----—--- AANCEATAGARAAA-———-———————- HAAEAATAAA—CAATTGTACAGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACEAAAAAAE——@c—EAAA—TTTGTGTTTTTATTTGCGTTAT———CACGTACGT—TTTTCGTTGGCAATTTW‘
7353675 -
droTakl|scf7180000414009:179059- ATTTGAGAAAAAASN---———--J\fg- - - — - - - Aacarafg------— - afcce-pafianatlcca---—--—-— - - ————— AN cancA-AleA-—-—--—- AAACAATAGAAAA-—-——-—————- HAACAAATAAA—CAATTGTACAGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAAEAAAAAH————AQCCT—CAAA—TTTGTGTTTTTATTTGCGTTAT———CACGTACAQT—TTTTCGTTGGCEATTTW‘
179251 +
droElel|lscf7180000491212:1154154- ATTTGAGAAAAARM-----—-—- - - 2 T - B e agcc-cacanrai¥eca--f----- - Er----EBcaacE-aded-------- BaacaaTAarAfg----—-—-—-—- AAACAAATAAA—CAATTGTACAEGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACEAAAAAAE———AECCE—CAAA—TTTGTGTTTTTATTTGCGTTAT———CACGTAEAET—TTTTCGTTGGCHATTTE&%
1154344 +
droRhol|lscf7180000778307:14039- ATTTGAGAAAAARM-----—-—- - AMrGrAAA - - agcc-cacaraflcca-—-—-—-— - - Ag¥Nelcanca-fca--—-—--- AAACAATAGAAAA--—-———————- AAACAAATAAA—CAATTGTACAEGGCTTTCGTAAAGEAATTTATTEAAGCTTTGTATAATTAACEAAAAAA————AQCCT—CAAA—TTTGTGTTTTTATTTGCGTEAT———CACGTACAQT—TTTTEGTTGGCHATTTE&%
14232 +
droFicl|scf7180000454106:2527554—- FTTTGAGAAAAAE ————————— ——————————————————————— acAr - - afccc-cacaralgeca--}-----ga- - -IXI\n - - - -cancld-aca-------- AAACAATAGAAAA-—-——-—-———- =ACAAATAAA—CAATTGTACAGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACEAAAAAA————AECCT—CAA—ETTGTGTTTTTATTTGCTTAT———CACGTACET—TTTTCGTTEGEAATTTW‘
2527747 +
droKik1|lscf7180000302247:250327- ATTTGAGAAAAAMN---———— X -—-— - - - 2 TN — B e afccc-cacaraflcca-—-—-—-— - - Ag¥NelcAlicA-AcA--—-—-—- AAACAATAGAAGARN-N- - T¥¥ A a [T A A A TAA R CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAAINAA A A AEARN- - [ INACE- A AA-TTTGTGTTTTTATTTGCITAT -~ -CACGTACAMT-TTTTCGTTGGCEAT T THAR|
250526 +
droAna3|scaffold 13340:11049281- |dan 90  [AaTTTGAAEAA[EA/)--[¥V¥VVSQOIY - - — - — — e e TATTTGAAAINNGAANA - - - - -B- — -EETCEEEEEA A CcCCTCAIEEECHYNG CENT TR AAECAATAGAAAA-—-——-—————- i A TAARSCARTTCTACACCCCTTICCTAA AGTEAT TTATTAAAGCHTTGTATAATTAAG A A AN - — - - PR CAAA-TTTGTGTTTTTAT T T R — ~ - ma T eCAT T GRAATEC AR
11049454 -
droBipl|lscf7180000396374:34239- aTTTGARAEAAAAGIYNNNNN NV Y - AMrcarafg------- - - ——-F--—-—-E- - - B TEEEE & -\ - - - -fcanc-aca-------- ANECAATAGAAAA--—————————- A TAARSCAATTCTACACECTITCETAAAGTEAT TTATTAAAGC T TGTATAATTAACI A A A A S - - - - R CAAA-TTTGTGT TT TTAT T T — — A - C AT ¥Ye A Te A
34401 +
dp5 [2:27294837-27295048 - ldps_3827 |AaTTTGAGAAAAAREN-—--- - Aacarag------—- - aacccpiiacara-ccaAl¥B-----f§------ C-B--cancaldala-—-—--—- AAACAATAGAAGAN-INNNNY-[N¥Ya A A n T2 A B TNAAT T GTACASGECT T TREMIEA AG TAA T TTET TAAAGCTTTGTATEATTAARNCAA AR A AN - - ATNNNS- CAAA-TTTGTGTTTTTATTTGCT THTRRACEC G TRIARTRT TTTRGTTGeCEAT T iR
droPer2|scaffold 6:2585036-2585249 |dpe 2481 [ATTTGAGAAAAAGN---—-—-—mmmmmmmmm ArGanAg--- - aacccppiacara-cCALN M- -—--f§---—-- E-B--Slcaacaldnla-—-——-—- AAACAATAGAAEAN- TN TV A/ A A A TA AR NAAT TG TACASGEC T T TR NIEA AGTAAT T T TAAAGCT TTGTATIEATTAANCAA A A A ATNNNARC Cf8- CAAA-TTTGTGTTTTTATTTGCRIT TRy /RN NSC G TRRA R T T T T TG T T GG CJEAT T[Ny
droWwil2|scf2 1100000004902:4649890-|dwi 5415 |ATTTGAGAAAAAAMN--------- ACAAAAAAAAAACCAAAACAAAAGA- - - - — - — e AAAGAAAAGTTTREEEEFNIAAANA - - - - -B- - -BETcAAAACAREEACCAIERECHYNG CA NG R AAACAATAGAAAQ-—-------—--- A TAA RS CAAT T CTACACCCT I TR NI A7 AGTAATT TATTAAAGCTTTGTATAATTACCAAA A A A NN A Sl - I A A - T T T TG T T T T T A T T T - ~ - B
4650075 +
drovir3|lscaffold 13047:1834994- dvi 24634|[FXrGARNAEARA-———————Jg- - G C 2N - B e INNGAGER - — - - -B- - - B CEEEEEA 2. cCREC AREEEECINYI . - - R AAACAATAGAAALL-INNNXGNINNA 2 22 A 2 T2 A I AT TCTACACECTT T CETAA AGLA AT TTAT T/EAAGCT TTGTATAATTAACI A A 2 A A ALY - - AR CC TR A 8- T T TG TG T T T T T AT T T — ~ R - B
1835158 +
droMoj3|scaffold 6540:3761875- I Y- - - - I[NV B A A B A AR AAAACGAAACAAAATG-[- - - - - - EEEEEEE A A A GAA A G R AN - - e - — - - - XXJe - - &~ - - -Ecaaca-aca--[X¥NNN A nScAATAGAA A ALY NEENNNY- INNA 2 Al A 2 72 A RS C AT T CTACAGNCCTTTCCTA AGIIA A TT TAT TS AAGC T T TGTATAATTAAINIA AR AR A - — - - AN CT- A AT TTG TG T T T T TAT T TG T TA TH - - A CIT A C 2 -
3762078 + \
droGri2|scaffold 14906:8668115- dgr 462 |ATTTGAGAAAAFAG N e ¥\ T GRIA - — - — - - B CEEEEA 2 CCEEC ALEEEE CSFY - — - B NC R AAACAATAGAAAA-—-——-—-———- B A ATAARSCAATTCTACACECTITCCTAAAGIIAATT TATEAAGCTTTGTATAATTAACCAAAAAA NN A CCT-[Erllg- T T TG TG T T T TA T TTGCH T TAT - - - - D
8668297 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:16945885-16946072
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:16945885-16946072
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1521.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:8702157-8702349
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1796.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:17217363-17217554
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1844.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:16351715-16351910
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_75.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:4640223-4640413
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_421.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409490:80930-81131
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:7353486-7353675
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414009:179059-179251
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491212:1154154-1154344
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778307:14039-14232
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:2527554-2527747
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302247:250327-250526
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:11049281-11049454
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_90.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396374:34239-34401
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:27294837-27295048
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3827.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:2585036-2585249
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2481.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:4649890-4650075
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5415.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:1834994-1835158
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24634.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:3761875-3762078
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3126.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:8668115-8668297
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_462.html

ID: Coordinate: Confidence: || Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
der 1514 |scaffold 4690:17921943-17922075 -|| confident | Canonical miRNA | intergenic
PG RS P Tdmis match in alignmen _
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
8 con
L]
- . sne
) - 0 ® *em L o ®
O -~
g
o
— (=] U
%) 5 o " ®
- c
i ® o
—-— D i
[(F] c o o O o
T o - o ° o -
— © G 5 )
@
— = o w
5 \ £ e S
(o \ ‘ o
— —
i - o -
1 o 1
= '
o L L £ [ '
a
| | | | | o — 2 ) 5 < o - .
17922100 17922050 17922000 17921950 17921900 ) | I I | | | | A \Qi-'\g o2 (,}9‘ @
el o
: . & N
Genomic Position 18 19 20 o1 95 o3 o4 < I | | | |
Size Condition 17922100 17922050 17922000 17921950 17921900
Genomic Position
Hairpin partition -# Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
MO55
V108 V107 GSM1528801 V060 V040 MO57
AGTTTCTTATGACCGCATCTGAAGGATTCGTGAAGGGCCGACTAATGGCTGCAAAGGAGAAATGCGCTTTCATCTGGTGTCCGAATGTCTACGGGCTTGGTACAAATTTCCCAGT TAATATTGTAAATTTGTAGCCATTTCGTGGACTTACGGCCAAGAGAAATGCGATCAGCAGAGTGATTGATAGTGAAAAAAACGCGGAAAGCTAATCAGTTGCCACAAATTCAGATGGA female
Read # Hit |Total body head male follicle |head embryo embryo
Kok ke ok ok k ko ke k ok ok ke ko ok ke ko ko ke ko ke ko ke ok ko (L (e (e CCCCCCCCCe e CCCCCCCCCCCCe e CCCCe )Y ) o)) o)D) ) e i) ))u)) iu))) . ek kkekok ko kk ok kkokkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x**** gjze Mismatch Count Norm Total body cells
..................................................................................... B el ol ol e]e eloliut e e N e NP U PP - B ¢! 1 85.00 85 20 43 19 0 3 0 0
..................................................................................... TGTCTACGGGCTTGGTACARATT . « ¢« e et ue et e e e et ee et e et ae e e e e e et et e e e e e e e e e e e e e et e e e e e e e e e et ee et ae e e e e ee e et tee e tae e ta e eaaeenaenaeeneeenae 23 0 1 42.00 42 24 13 2 0 0 2 1
............................................................................................................................... TTTGTAGCCATTTCGTGGACTTA L ¢« v e v e ettt et et e e et e et e e e et e e e et et et et et e te et et ettt eiaeaennena 23 0 1 28.00 28 14 3 72 2 0 0
..................................................................................... TGTCTACGGGCTTGGTACAR . + ¢ v v e et et ue e e e e e et et e e et e et et e e et e e e e et e et e et et et et e e e et e et et et et et et et e e e ettt et 2000 1 27.00 27 15 4 8 0 0 0 0
............................................................................................................................... TTTGTAGCCATTTCGTGGACT « & v et e ettt e ee et e et e et e e e e e e e e et e ettt et e e e e e et e et e ie e ie e i 200 1 24.00 24 12 0 110 1 0 0
..................................................................................... TGTCTACGGGCTTGGTACARAT « &« ¢ e et et e et ee e e e ettt et e et et e e e e e e e e et et e et et e et e e e e e et e e e e e e et et et et e te e et et e et 220 1 17.00 17 16 1 0 0 0 0 0
..................................................................................... TGTCTACGGGCTTGGTACARR . « .ttt ettt e et e e e ettt et e et e et et e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e e e e e e 210 1 13.00 13 9 1 3 0 0 0 0
............................................................................................................................... T T TG TAGCCATTTCGTGGACTT « - ¢ v e e v e e e e e ettt e e e et e e e e e e e et et et et e e eae e neeneeneeaeeaenaennenae 22 O 1 11.00 11 9 0o 2 0 0 0 0
..................................................................................... TGTCTACGGGCTTGGTACARATTT . « et e e ue e ue e e e et et e et e et e et 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 e e e e e e e e e e e e e e e e e e e e et et et e ettt 240 1 9.00 9 3 1 0 5 0 0 0
..................................................................................... TGTCTACGGGCTTGGTAC . « e+t e vt e et et e et e et ettt et et ettt et e e e e e e e et ettt ettt et ettt e e e e et e e et et et ettt ittt et et e i i i i 180 1 3.00 3 2 1 0 0 0 0 0
................................................................................................................................ TTGTAGCCATTTCGTGGACT - + ¢ v e e et e e e e et ettt e et et e et e e e e e e e e e et et et et aeeaeeaeene e eeaeaeeaenaenaena. 20 0 1 2.00 2 2 0 0 0 0 0 0
..................................................................................... TGTCTACGGGCTTGGTACARATTTE. . . . o ittt ettt ittt ettt et et et e e e e e e ettt et et e et e e e e e e e e e ettt e ettt e ettt i it e i e 251 1 1.00 1 0 0 1 0 0 0 0
............................................................................................................................... TTTGTAGCCATTTCGTGGACT A . - o . ittt ittt et ettt e et et et e e ettt ettt et e et 241 1 1.00 1 1 0 0 0 0 0 0
...................................................................................... GTCTACGGGCTTGGTACARRTT . & ¢« e e e e e ettt et e e et et e e et e et e e e e e et e e et e et ettt et e et et e e e e e et ettt et e e e e et e et e et e et ittt 220 1 1.00 1 1 0 0 0 0 0 0
.................................................................................... ATGTCTACGGGCTTGGTACA « « + e v v e ettt e et e et e et e e e e ettt et ettt e et e e e e e e e et e et ettt et e e et et e e e et e et e e e e e e e e e e e et 2000 1 1.00 1 0 1 0 0 0 0 0
....................................................................................... TCTACGGGCTTGGTACRRAT .« ¢ v vttt et ue e et e e e e e et e et e et e e e e e e e e e e e e et e e e e e e e e e e e e e e e e et e e e e e e e e e e e e e e 200 1 1.00 1 1 0 0 0 0 0 0
............................................................................................................................... TTTGTAGCCATTTCGTGGAC . « « v e v et ettt et ettt e et ettt e e e e et ettt et et e e ettt e et et e ettt 20 0 1 1.00 1 1 0 0 0 0 0 0
................................................................................................................................ TTGTAGCCATTTCGTGGACTTA . & ¢ v e et e e et et ettt e et e e e e e e e e ae e e et et et et ae e e aeeaeaeeaeaaenaens 22 0 1 1.00 1 1 0 0 0 0 0 0
........................................................................................................................................................................ TCAGCAGAGTGATTGATAGTGARAAARAC . o ¢t o et tee e ee e eneenneenneennneas 29 0 1 1.00 1 0 0 1 0 0 0 0
..................................................................................... B el ol eTeTeloiut e e - . N - I 1 1.00 1 1 0 0 0 0 0 0
.............................................................................................................................. ATTTGTAGCCATTTCGTGGACT « « « v e v e et ettt et e et e e et e et e e e e e e e e e e e et e et e et et te et ie et eia e 220 1 1.00 1 0 0 1 0 0 0 0
................................................................................... ARATGTCTACGGGCTTGGTACA . « ¢« vttt e ettt ettt e ettt et ettt ettt et et et e e e ettt e et et et et e e e ettt et et ettt e e e i i 200 1 1.00 1 0 1 0 0 0 0 0
...................................................................................... el X e el eT ol il el iiy-Xe .V NP A IO 1 1.00 1 1 0 0 0 0 0 0
............................................................................................................................... TTTGTAGCCATTTCGTGGACTT. « - . ottt ittt ettt et e et et et e ettt et e eee e 231 1 1.00 1 1 0 0 0 0 0 0
Anti-sense strand reads
MO055
TCAAAGAATACTGGCGTAGACTTCCTAAGCACTTCCCGGCTGATTACCGACGTTTCCTCTTTACGCGAAAGTAGACCACAGGCTTACAGATGCCCGAACCATGTTTAAAGGGTCAATTATAACATTTAAACATCGGTAAAGCACCTGAATGCCGGTTCTCTTTACGCTAGTCGTCTCACTAACTATCACTTTTTTTGCGCCTTTCGATTAGTCAACGGTGTTTAAGTCTACCT female
Read # Hit |Total body
e sk e ok ok e ok e ok e ok e ok ok ok ok ok ke ok ok ok ke ok ok e ok e sk sk sk ke ok e ok sk sk ek ek ke ke sk sk ke ke ke ko k(L (e (e OO OO e CCCCe )Y D) o)) o)) e i) ) ) eu))) o ek ek ko ko k ko ko kkok ok kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk***** 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species /|Coordinate ID Alignment
droEre2|lscaffold 4690:17921893- |lder 1514[AGTTTCTTATGA----CCGCA---TCTGAAGGATTCGTGAAGGGCCGA----CTAATGGCTGCAAAGGA-GAAATGCGCTTTCATCTGGTGTCCGAATCTCTACCECCTTCGCTACAA-————————~ ATTTCCCAGTTAATATTGTA-AARTTC--TAGCCATTTCCTCCACTTACGGCCAA-GAGAAATGCGATCAGCAGAGTGATTGATAGT GAAAAA—-~AACGC-~GGAAAGCTAAT -~ —————————————————————— CAGTTGCCACAAATTCAGATGGA
17922125 -
ldrovak3|[x:20578080-20578354 - lava_79 |rcrrEcTEaTcAREERCCcEA--fScTRracGaTTCGTGANEGRCCGA--- —CTEANAGCTRCAAAGGA-TAABTGHGC T TTCATCTGGTGTCCGAATGTCTACGCGCTSCCTACAANY- - - - [SMAET TH AR A TTGTA - AAITTC - TACCEAT T CCTGEACTTACGGCHAA - GAGAAATGHGATCARCEGAG TH T A GEG AR RETAA A C CIXEEAG A AAGC T AA TN R ISR (ST VY XTI VA [LF VU JeleleTNe [ A i /e C A CBAA TTCEGATCRE|
droSec2|scaffold 8:3723212- acTTECcTTARGA----CccGea---FeTiaaceaTiiceTearNclccor gl c TAA NG Cldcila anclen - caldeTclcc TTTClTHT GG TG TC coldarcldcfacilcc /N TacAAINN- - - TN A T T TIENA N T TAA TAT TGlgA - A A FETC S S TACCe T T\ e NN A C ol A A A A A TGCGATCAGC ARG TGA T TIA TAG TG A A A — - - A A N N - — Rt — — — — — — = — = = — = — = TGGACAATCGAATGCGGGAGENTIICIEA TINAINNAC C/SNAINTe T
3723463 -
|drosim2|x:20138864-20139090 - | [EerrEcEraRea----ccdga-- e acea TG TG ARG Con - — - -  EmeTel R C T T T (S THT GG TG T CC RIS T e ACGGCRINGRTACA AN - — TN AT T TR AR T TAATATT A - AA TG ~ TAGCEET TGN NeC ST A C G GCRA ARRIAGAAATGCGATCAGC ARG TGAT TRATAGTGAARRA - -~ A N N - e — ———————————— TGGAAAGTCGAATGCGGGAGNTHCEA T ANl
|dm3 lchrx:21440438-21440659 - || |2acTTcTTARGA----Cccoga---BeTraceaTRecTeanccReccEdaAc AN Gc TR AAGER - cAFETEGCTTTCE TGTCTACGGGCTNCINTACARIN- - - -V AT T T AT TAA TAT TG T ARA AN NRTA NS NN TN NS C G G Clin 2 - Gl T TEA T A GG A AR - - — A A N - — R — — — — — = —— = ————— TGTGCAATCGAATGCGCTGCRNTHCEAA NN TANA T
droEugl|lscf7180000408193:48491- AGTTECTTATGE- - - -HCiYee- - -Fc\rEccaTiMic T AgcGllcClon - - - - PN C TV AldcGAldeA A A TGGC TTTCATC TGETGTCCOGNTCTCTACGGECTTCCTACAAN- - — XS A T T TCClinlNT T A AfdA TE\GEYE - 2 A BT R C= = AL AT T T CC TG ACHTS c G GIE - L\ G A A A T G ClE N N G TG A P — — — D~ — R — — — — — == == ========—=—=—=——————————— -]
48673 + \
droBialllscf7180000302432:105510- AGTTECTTECE- - - -ERiGlER - - -Bcr AGGATIMGEC A e A ATGRHGCRATTCATCTGGTGT ClGEATCTC TANCCRTTCCTANAAINE- - - - Fa T rEciA T TA A TA T TINE- A A BT G S A G C e T T G T G TS LN e 2 - GG A A A T — i — — A — — — — — — — = = = = = = = = = = = = = == = — == — = — = ———— oo ]
105653 + \
droTakl|scf7180000415769:350542- A — — — - iy, — - 8 A A GGA TG TGARNENACHTHE - - - - PR VA T A e e e T GIGC TT THATC TGGTGTCCGgATGTCTACGCEMTIEGGTACAAIN- - — - I-[d\a rT ThiciAR T TAATAT TGI\A A A FRTC= = T A N AT TC CHeCAC T elc GGL A A - G A A A T G C A G ORI G T A T — i — — I — — — — — = = = = = == === == — = — == ———————————— T => 6
350712 - \
droElel|scf7180000491087:1005127- AceTTRTTATClE- - --fccila - - -BcAScc A C TCA NG e - - - - PR ¥AC T~ A NG A - Al TG TTTCATC TG T T CCOlgATCTCTACCEIT TGO A CAAI NN R B[S NA T T TI\ ALY T T AT AT TGINA - A plecTleccecilan-cacaraTGlCECEcCAGARTGET TINA T AR NN A - — — i~ — i~~~ ———=————=—=—==—=—=—-= GAGTGGGGAAR-IChlifeleaMa TENAATINCIA C[e
1005337 +
droRhol|scf7180000769553:615-824 AGTTRIT TATClE- - —-ppiGlEn - - -BcIrAGeA TG TGAAGGCHER - - - - PRy ¥XeC T A Al8GG A AN TGIGC TTTHATC TGG TG CHGEATCcACGE N r TeeTACAAI NI NS - WA T T T\ CHAN T TAA TAT TGIA - A A BETC =S TALNC AT T THICTCCACTs C GE\Ci\a A - GAGERRT G ciacccAGA T Gl T TG A T AR TH s A e — - 2 2 e — et — — — — — — — — = = — === — GGARA e A~ - ————-—————————————— -]
droFicl|lscf7180000453926:392983- AfTTECTTETGA- - - -RRicEA - - -HcAr AGCA TG EC A A R - — - e C TIC A Mg R AT GG C T T THATCTGETGTCCGEATGTCTACCINCHT TG TACAAINY- — - -[-f AT T T CCART TAA TA TEGINE- A A BTEC= =T AN AT TR TCCACTIS C cGCCAA-LIAGA A A TR CAGCAG A ECE T T e  — — e -
393158 -
droKikl|lscf7180000302798:50854- INEGIiC/SiliGCEGEEREITl8AGcAACCGAINTHINIG T/eile CClelele - - - -BER - — - — - — - — - —————— -]
50893 -
apS XL groupla:1240207- T O - - ————_S———
1240213 +
aroPerzscatfold 263:12172-12178 B R
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:17921893-17922125
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:17921893-17922125
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1514.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:20578080-20578354
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_79.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:3723212-3723463
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:20138864-20139090
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:21440438-21440659
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408193:48491-48673
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302432:105510-105653
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415769:350542-350712
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491087:1005127-1005337
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000769553:615-824
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453926:392983-393158
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302798:50854-50893
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:1240207-1240213
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_263:12172-12178

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

der 474 |scaffold 4690:17695052-17695111 - |confident | Mirtron |intron

Legend: mature star (i1t (ir1ed B 1T 11811 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 18 19 20 21 22 23 24 25 26 27 28 & | I I I
Size Condition 17695150 17695100 17695050 17695000
Genomic Position
Hairpin partition -#~ Sense - Antisense Mature Star
Hairpin partition Mature Star
der_474_annot [-18.3]
Show Alternate Folds H
Flybase annnotation
intron [Dere\GG17548-in]; CDS [Dere\GG17548-cds]; CDS [Dere\GG17548-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads “
MO55
V108 V107 V060 MO57 V040
GAGTTCAGATTGATCAACGAATTGATGTTCAAAATCCGTCAACTGCTATCGTAAGTTACATATTGCCACTCCGGACTTATGTCCCGTCTAACGATGTGTATCTTAT TTAGCAAACCTCCACCGCCACCACCGGAAGGTCAATTGGATGACGATGTTGCTA female
Read # Hit Total head body |male head embryo embryo
ekdkdkdokdokdkdkkkok ok kkk ok koo k ko kdkkdkdkrk (((( (L (CCCCCC(Ce e, (CCCe e o )))) e 1)))))))) L)) ))) ... kkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkk*kk*k*k** gjze Mismatch Count Norm Total body
...................................................................................... TCTAACGATGTGTATCTTATTTAG . « « v et e ettt te et e e e et te e eeeeeaeeeaeneneea 24 0 1 89.00 89 62 13 6 8 0 0
...................................................................................... TCTAACGATGTGTATCTTATTTA . « - e e et e et e e eeeeececnenseaeneneeaenenneaenenaeae 23 0 1 18.00 18 18 0 0 0 0 0
...................................................................................... TCTAACGATGTGTATCTTATTT . o e v et te et e ettt ee e et ie e e neeneenenaenas 22 0 1 17.00 17 10 4 2 1 0 0
...................................................................................... TCTAACGATGTGTATCTTAT T . ¢ e e e e et e et eetaeaeeeeeeneneeaeneneeaeneneeaenenaeaa2l 0 1 13.00 13 9 0 2 2 0 0
........................................................................... CTTATGTCCCGTCTARCGATGTGT ¢« ¢ v v v et e e e et et et et e e et e e et te e e eteeneneeaenenee. 24 0 1 4.00 4 0 0 4 0 0 0
........................................................................................ TAACGATGTGTATCTTATTTAG . « ¢ « e e v e et et e e e eneenaenaenaeneeneeneeneeaas22 0 1 4.00 4 3 0 1 0 0 0
.................................................. GTAAGTTACATATTGCCACTCCGGA . « v vt vt e et et et e e e et e e et et e e et et et et e e ettt te ettt ee ettt eeaenenaeaene. 25 0 1 3.00 3 0 2 0 0 1 0
....... GATTGATCARACGAATTGAT « « « t e e e e e et et et et et e e et e e e e et et e e a e et e e et e et e et et et et et e e et e e e ettt et ettt e e et e e et et a et ea e ieneneaeaeneeeea 19 0 1 2.00 2 0 0 2 0 0 0
............................................................................. TATGTCCCGTCTAACGATGTGT ¢« ¢ e v et et e et et e e e et e et e e ettt et eaeneiaeneneea 22 0 1 2.00 2 1 0 1 0 0 0
....................................................................................................................................... GGTCAATTGGATGACGATGTTGCT. 24 O 1 2.00 2 1 0 1 0 0 0
...................................................................................... TCTAACGATGTGTATCT TATTTAM. . ..o it e e 241 1 2.00 2 1 0 0 1 0 0
...................................................................................... TCTAACGATGTGTATCTT . + ¢ e e e e et eee e e e eaeneeeeaenenaeaeneneeaenenneaenenaeae 18 0 1 2.00 2 1 0 1 0 0 0
........................................................................................ TAACGATGTGTATCTTATT « « v v e ettt teee et teeee e ee e eneneeaenenenaeaenenaeae. 19 0 1 2.00 2 2 0 0 0 0 0
......................................................................................... AACGATGTGTATCTTATTTAG . « ¢ e v et e eeee s eaeneeaeaeneneeaeneneeaeaenneaeaas 2l 0 1 2.00 2 2 0 0 0 0 0
.................................................. GTAAGT TACATAT TGCCACTCCGGACT « « « v v e e e et et et e e ete e e et e e e e et e e et e e et e e e e eaeeaeneaataeneeaeaenenneaenea 2] 0 1 1.00 1 0 1 0 0 0 0
........................................................................................................................................ GTCAATTGGATGACGATGT..... 19 0 1 1.00 1 0 1 0 0 0 0
.................................................. GTAAGT TACATATTGCCACTCCG M « e v e e e e e e et et e e e e et e e e e e e e e e e e a e e e e e e e eaeneaaeaeneaaeaeneeeeaenenneaenaeas23 0 1 1.00 1 0 1 0 0 0 0
..... CAGATTGATCAACGAATTGATGTTC .+« vt ettt e te e ettt et et et et et e et e ettt e e et et et et e e et e e e ettt e e et e e e e et e et e et e e e e ettt ettt e e ettt et ee e 250 1 1.00 1 0 0 1 0 0 0
.............................................................................. ATGTCCCGTCTAACGATGTGTATCT « &« v e e e e et e ea e e e ta e eeeaenenseaeneneeaenenneaenenaeae 25 0 1 1.00 1 0 0 0 0 1 0
................................................... TAAGTTACATATTGCCACTCCG ¢ & ¢ v e v v e e et e et et e e et e e e et e et e e et et e e ettt e e et e e ettt e et e iaeaenennene 22 0 1 1.00 1 0 1 0 0 0 0
.................................................. GTAAGTTACATATTGCCACTCCGG « « + ¢ v v e et et et ee e e e e e et et et et e et e e e e eae e e et e eaeneenaenaenneneeaeeaenaena2d 0 1 1.00 1 0 1 0 0 0 0
.................................................. GTAAGTTACATATTGCCAC . « + v e e ettt et et et et e e e et e e et et e e e e et e e et e e ettt e ettt e ettt e et teeaeneaene. 19 0 1 1.00 1 0 0 0 0 1 0
........................................................................................ TAACGATGTGTATCTTATTTAGH. « - ¢ ot ittt ittt it et it eeeeieie . 23 1 1 1.00 1 1 0 0 0 0 0
et e s TCAGATTGATCAACGAATTGATGTTC .+« e e et et et e et et et e e ettt e e e e e e e e e e e e et e et e et e e e et e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 26 0 1 1.00 1 0 1 0 0 0 0
.......................................................................... ACTTATGTCCCGTCTAACGATGTGTATC .+ v o e v et e e ettt e e e et e e et ee e en e eeenenaeaenenneaenen. 28 0 1 1.00 1 0 0 1 0 0 0
.......................................................................................................................................... CAATTGGATGACGATGTTGCTA 22 0 1 1.00 1 0 0 1 0 0 0
..................................................................................... GTCTAACGATGTGTATCTTATT .+t e e et e te e et e te e e e e e e eeeaenenaeaenenneaenens 22 0 1 1.00 1 1 0 0 0 0 0
........................................................................................... CGATGTGTATCTTATTTAG . « + v e e ettt e te e et e e e eeeeneneeaeaenenaenenena 19 0 1 1.00 1 0 1 0 0 0 0
SAGTTCAGATTGATCAACGAATTGATGTT « « « ¢ e e e e e e et e et et e e e et e e et e et e e e e e e e e a e et e e e e e et e e e e 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 e e e e e e e eneeeaeneneeaeneneen. 28 0 1 1.00 1 0 0 1 0 0 0
...................................................................................................................... CACCGCCACCACCGGAAGGT . + v vt eeeeveeeenenneena. 20 0 1 1.00 1 1 0 0 0 0 0
.................................................... AAGTTACATATTGCCACTCCGGA « - + ¢ e e e ettt e e e e e et e et et et et e e e eae e e ta e ee e e eeaeaaenaenaeneeaeeneeaeeaa23 0 1 1.00 1 1 0 0 0 0 0
...................................................................................... TCTAACGATGTGTATCT TAT T, - ¢ ot ittt ittt it i ie et e e e ie e e 22 1 1 1.00 1 1 0 0 0 0 0
....................................................................................................................................... GGTCAATTGGATGACGATGT..... 20 O 1 1.00 1 0 0 1 0 0 0
.......................................................................... ACTTATGTCCCGTCTAACGATGTGT « « « e e e s e e et et e e eetaen e e eaeneeeeaeneaeeaenenneaenenneaenans25 0 1 1.00 1 0 0 1 0 0 0
.................. GAATTGATGTTCARRATCCGTC .+« v e e v et et et et et et et e e et e et e e et et e e e e et e e e e e e e e et e e e e et e e e et e e e ettt ettt e ettt ea e 22 0 1 1.00 1 0 0 1 0 0 0
...................................................................................... TCTAACGATGTGTATCT TAT TTAR . . o it i ettt ee e e 241 1 1.00 1 1 0 0 0 0 0
.................... ATTGATGTTCARAATCCGTCA . ¢ e e et et e et e e e e e et e e et e e e e et et e e et et et e e et et e e e e e e e e e e e et e e e e e e et eeeneneaenenaeaeaeneeaenenaeaa2l 0 1 1.00 1 1 0 0 0 0 0
..................................................................................... GTCTAACGATGTGTATCTTATTTAG . « ¢ v vt et et te e eae e e eaeneaeaenenaeaeneneeaenen. 25 0 1 1.00 1 0 0 1 0 0 0
.................................................. GTAAGT TACATATTGCCACTCC « « ¢ e e v e e et e e et et e e e e et e e et et e e e e et e e e e e e e e e e e e eaeeaeneaaeaeneeaeaenenneaenana22 0 1 1.00 1 0 1 0 0 0 0
......................................................................................... AACGATGTGTATCTTATTTAGE . « ot vttt ettt ettt te et ieea i eieeaeneneea.. 22 1 1 1.00 1 1 0 0 0 0 0
................................................... TAAGTTACATATTGCCACTC . + ¢ e e e e e et e e e e et et e e et et e e e e et e e et et et e et te e e e e e en e e taeneeeaenenaeaenenaeaeaaa 20 0 1 1.00 1 0 1 0 0 0 0
....................................................................................... CTAACGATGTGTATCTTATTTAE. . . ottt i i i i i e e i e e e 231 1 1.00 1 0 1 0 0 0 0
.................................................... AAGTTACATATTGCCACTCCG ¢ « ¢ o e v vt ettt ee e e et e et e e et et et et et et ettt e e et te et eneneaeneneeaeaenenaeaa 2l 0 1 1.00 1 0 0 0 0 0 1
........ AT TGATCAACGAAT TGATGTT ¢ « ¢ e v et e e et et et e e et et e et e et e e et et e et e e e e e e e e e e et e et e e e e et e e e e e e e e e e e e e e e e e e e e 200 1 1.00 1 0 0 1 0 0 0
Anti-sense strand reads
MO55
V107 V108 V060
CTCAAGTCTAACTAGTTGCTTAACTACAAGTTTTAGGCAGTTGACGATAGCATTCAATGTATAACGGTGAGGCCTGAATACAGGGCAGATTGCTACACATAGAATAAATCGT TTGGAGGTGGCGGTGGTGGCCTTCCAGT TAACCTACTGCTACAACGAT female
Read # Hit |Total male body |head head
ook ke ok ok ok ke ko ok ok ke k ok ke sk ke ko ke sk ke ke ok k (((((. ((CCCCC((e e (CCCe e )))) e 1)))))))) L)) ) ) ) . kkkkkkkkkkokokokokokokokokkokkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5ize Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|scaffold 4690:17695002-  |lder 474||GAGTTCAGATTGATCAACGAATTGATGTTCAAAATCCGTCAACTGCTATCETAACT==TACATATT-CCCAC======= T-—--- CC---G--—--—-- & S e e R e e e CCGTCTAACGATGTGTATC-—-—--- T-TATTTAGCAAACCTCCACCGCCACCACCGGAAGGTCAATTGGATGACGATGTTGCTA
17695161 -
ldrovak3|[x:20341544-20341700 - | |cAGTTHAGATTGATCAACGAATTGATGT TIAAAAT CCGECAACTGCTATC ERARGT S = TAND I GCCAC------- T-—-—- CC---G--—----- GAL T Tl TG TR — - — -~ -~ - —— CCGTCTAACGATGTRTATC-—-—--- TTT TeACHAAACCTCCACCGCCACCABCGGAAGGTCAATTGGATGACGATGTTGCTA|
droSec?|lscaffold 8:3472757-3472912 GAGTTIAGATTGATCAACGAATTGATGTTCAAAATCCGTCAANTGCTATCETAACT == TAIcREEt-= GCCAC----—--[g----- CC---G-—------- BTl G T C -~ — - — - — - m CCGTCTAACGATGTGTATC-——-—=-—- -tldrrTAGlAAACCTCCACCGCCACCAINCGGARAGGTCAATTGGATGAWGATGTTGCTA
|drosim2|x:19898103-19898258 - | |GAGT THAGATTGATCAACGAATTGATGTTCAAAATCCGTCAARNTGCTAT CETARCT S S T AN~ GCCACT ——===elasaas CC---G-—-—-—-- GACE T T G-~~~ -~ — CCGTCTAACGATGTGTATC-—-—-—- -rfErTTacarACCTCCACCGCCACCARCGGAAGGTCAATTGGATGARGATGTTGCTA]
|dm3 lchrx:21165665-21165821 - || |cAGTTHAGATTGATCAACGAATTGATGTTCARAATCCGTCAANTGRTAT CETARCT == TANcituta-= GCCAC-----—-[§-—--- cCc---Gg------- 678 2 1 e e ———— - e s M A N i ccRrcTarficABGTGTATC--—-- -~ A-1f@rTTAGHAAACCTCCACCGCCACCARCGGAAGGTCAATTGGATGAGATGTTGCTA|
droEugl|scf7180000408193:316476- GAGTTCAGATTRRTCAACGAANTGATIATTCAAATCCGTCARITGCTAT CETARCTS = TACI = CCleAC=====s T-—-—- B---G-—-—--—- e erc-—-—-—-— CCETCTAACTGTATC———E—TATTAGEAAACCECCccGcCACCAEGGAAGGTCAATTGGATGACGAGTEGCT
316635 +
droBial|lscf7180000302187:365718- GAGTTHAGARTEATCAACGAYTGATGT THAAGATCCGTCAANTGC T[T COTAACT -~ TA/NARREE - R Al- === === === bc---ci------- G I 2 R weidridraacoilec TReA T - - --—-- T-TlerteaccaracciiccacceecacclciicoaldccXgyT TeGATGACGARG TEGCEA
365872 +
droTakl|scf7180000415158:282445- GAGTTHAGARTEATCAACGATIIATGTTCAAEATCCGTCARATGHT AL C ETARCT= Al = GCleAC======= T-—-—- AGL- - |TGGTTATTTE-—------ GTCAATA TG e e BT AR G TG TG TA T - il EYeiteT - Tl T TAGHAAACCRcclgccidccacclgcceealdceldc AT TGGATGACGATGTIEGC[8A
282611 +
droElel|lscf7180000490214:751137- GAGTTCAGATTGATCAACGAEYTGATGTTCAAGATCCGTCAANTGCT/ET CONEACT == Thi i CiceC -~~~ = T—-—-- TG A A A CGIN AT CCA T CA T A R e B riireacierclec TATh-piEy- YN N\rhirlErAckia aacclcclgccllccaccldecilcalecccAgTceaTGACGATG TlgGCTA
751302 +
droRhol|scf7180000780082:47366- GAGTTCAGARTI A T A AllGATGATGTTHAAEATCCGTCARITGCTAT C BTG T = T P = Ciyelec o= ====s T-—-—- Bc---G-—------ A A el T e e e BcircTaacifircTeNaTC - -fESININ\TAGHA A A ccllcclgccoccaccldedclcaldccec AR T TGGATGARNGA TG TIEGHSA
47525 +
droFicl|lscf7180000454077:617327- GAGTTIAGATTGATCAACGAEYTGATGTTCAAGATCCGTCAANTCL G CE ARG T == e R CieeC— T—-——- cC-——f-—————- AT A C N A A A C A T T T R e e TATTTAATTTAREEN- - TiiT - -[N6l- - - - -[EalaE T T TEET G AILINE TEYNXele» Sfe c SlofeloleI NeToh-Xele A ST leleh e\ C hiliNeleF NI NeTeF N C e G ele I
617494 -
droKik1|lscf7180000302395:536551- TITIRTAT H—ETETAGEZ—\AACCECCECCECCECCACCEGAGGCATTGGATGAEGATGTGC\
536614 -
droAna3|scaffold 13334:1056299- cafldrrccaTTeAaTCAACGAARTHATETRCAAATCCOTRA AR TIET AT C BT ARG TS S TAL SR T\ V.V IAI G el VS = fimmmas cc---fg-------- AT - —————————————— CTTTATEEEEE TGANTIINNS T ThiTile - - - - EEEEEE eriirrracEragccilcclgccidccacciiccceaiceTcaliTTecAlcAlgc ARG TGl
1056462 + \
droBipl|scf7180000396733:705025- carrccirrearcaaccargTia TR CAANET cCCRlA AR THETH T C G ARG TS TSI e T T V\CAIN T FV = s Faaaas cpy---F-------- e g-----@------------------"—— ¥\« -+ 4 e/ -—_—_———,—,—,-—;-—,.p;£—_-—n——n—n—-x TCTTAACT ————ETMMTAT@———ETTTAGCAAECCECCcccCACCECCGGAEGGTCAETTGGATGAEGATGTGCT_‘
705191 +
dp5 XL _groupla:9062082-9062270 P\~ ISRNEI A I IS G &G i C A NG A e CINNG CE Tida Gl PV EcE acaGalNicE- - - -G CCTCTCTCTCRERETCTCTCTCTCTCTGTCCACAAAAG
+
droPer2|scaffold 15:1455707- caldrrcacairEarcdeccalderEa TN AnEA TR CGlEc A A eci T AL\ CET ARSI NI X NAT IR C
1455897 +
droWil2|lscf2 1100000004515:161358- AT clec e TGN TR G CRTINRCINA TRT GGliTABA AJNGEATGCCATE G EIAGATAAJNIGC - - - - SR TTAGAGHIEEEEE - —-G-------—- T T AGH A T e e e GACCTHGINSCTHAR- - - -SETCTEETATC THCIVNEINNNT/SA SIS T8¢l A SIhSIeh c AN T /elelc TR Tl C/ TG/t /e A GIN
161523 -
drovir3|scaffold 12970:7923890- et T G G A 8|G 2A.C GAT G T [JSREA
droMoj3|[ECatfold 6482:1604453~ BB ci\rancclccalMice clic cilce e ra—dTceaTGACGATG Tl TA
1604504 +
droGri2|scaffold 15203:11136048-
11136294 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:17695002-17695161
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:17695002-17695161
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_474.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:20341544-20341700
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:3472757-3472912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:19898103-19898258
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:21165665-21165821
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408193:316476-316635
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302187:365718-365872
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415158:282445-282611
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490214:751137-751302
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780082:47366-47525
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454077:617327-617494
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302395:536551-536614
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13334:1056299-1056462
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396733:705025-705191
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:9062082-9062270
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_15:1455707-1455897
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004515:161358-161523
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:7923890-7923907
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6482:1604453-1604504
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:11136048-11136294

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

der_ 71 |scaffold 4784:9670691-9670772 - |confident | Canonical miRNA | intron

Legend: mature star (08 P BRI nismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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9670800 9670750 9670700 9670650 =] | I I | | I I N N ((Si‘ !
. ., & I
Genomic Position 18 19 20 21 22 23 24 & | | 1 !
Size Condition 9670800 9670750 9670700 9670650
Genomic Position
Hairpin partition -# Sense - Antisense Mature Star
Hairpin partition Mature Star
111’ \110
Show Alternate Folds H
Flybase annnotation
intron [Dere\GG14016-in]; Antisense to utrS [utr5S plus 7443]
No Repeatable elements found
mature ||star
1. der 208 scaffold 4770:4287211-4287230 -
2. der 71 scaffold 4784:9670753-9670772 -
3. scaffold 4820:8494928-8494947 -
4. scaffold 4845:10472801-10472820 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
MO055
V108 V107 V060 MO57 V040
TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCGCTATAGCCGTGCETCTETETCTCTCTGAGTGTGTGTTTAGTGGCGTTGTGCTGGTATGAGTGAGAGTAACACACACACACACACGCAGCCACGTARAGCTTGGCCAATGCCGCGTGCAATTTTCACAAAATTTAAATTAAATTT female
Read # Hit |Total head body male head embryo embryo
b (N (A L R T A T P S T T T (T DRSS 1))3))))3))3))))))))) - ))))) .))))))) ... KRKERKAKKR KKK KKK RKAKKA KK AR KKAKK¥* Size Mismatch Count Norm Total body
............................................................................................................. CACACACACACACGCAGCCACG . + v e ettt e te e e e e e ettt e e et e taeaaeneaeaenana 22 0 1 106.00106 71 23 8 2 2 0
............................................................................................................... CACACACACACGCAGCCACG + « v v et e e et et e te e e e et eeeeaeaeneeaeaeaenenneaea 20 0 1 10.00 10 8 1 1 0 0 0
............................................................................................................. CACACACACACACGCAGCCACGT « « t et et e te e et e ettt e e et et eaeneneaeaenen. 23 0 1 9.00 9 6 1 2 0 0 0
............................................................................................................... CACACACACACGCAGCCACGT « + « vt vt ettt e e e et teeeaeneneeneaenenenneaea 2l 0 1 8.00 8 3 1 2 2 0 0
.............................................................................................................. ACACACACACACGCAGCCACG .+ v v et e e e e e et e e teee e eteteasaanenenasaeaenananaea 2l 0 1 6.00 6 5 0 1 0 0 0
.................................................. el ohel el et e e e Ve il e RN 0 4 3.25 13 8 1 4 0 0 0
.............................................................................................................. ACACACACACACGCAGCCACGT + + v vt et et et e e e e et tetaa e e eeeeaeaanenanaes 22 0 1 3.00 3 1 0 2 0 0 0
............................................................................................................. CACACACACACACGCAGCCA + « e v et ettt e teee e e e et e ta e e eaeeetaeaaaenaeaeanaaa 20 0 3 2.67 8 2 1 3 2 0 0
.................................................. eoh el el et e el e Y el c NP A IO 6 2.33 14 8 3 2 1 0 0
............................................................................................................ ACACACACACACACGCAGCCACG . « v e vt et e te e et et e te e e e eeeaeaeaeneeaeaeaenanas 23 0 1 2.00 2 0 1 1 0 0 0
............................................................................................................. CACACACACACACGCAGCCAC .+t v e e ettt e tete e ettt e te e ettt ea e eieeaenen. 210 1 2.00 2 1 0 1 0 0 0
.................................................. GTCTGTGTGTGTGTGAGTGTGTG ¢ ¢+ « s v« v s o s eo s oo asaaonsoassasasessosssasasossosssasasossosssasassssosssasasosssessasasasasensasasnaesansess23 |0 1 2.00 2 0 2 0 0 0 0
.................................................. eodelifed el ek el e-Yeliilcliulc NP RO 3 2.00 6 2 2 2 0 0 0
......................................................................... e et e o el e i e oL e e iy NP3 R 1 1.00 1 1 0 0 0 0 0
......... N X0) VN et el Nl el 10-Vo) Yol o c i PR3 B ¢ 1 1.00 1 0 0 1 0 0 0
............................. ok i el ofeT ol N Yot ol eSS N 1 1.00 1 0 0 1 0 0 0
............................................................................................................ ACACACACACACACGCAGCCAC . &« e e et et e te e e e ettt e e e ettt eaeeieiaeaenena 22 0 1 1.00 1 0 0 0 0 1 0
............................................................................................................ ACACACACACACACGCAGCCACGT « & v v e v et e teee et e e e e et taeaeneaeaenenana 24 0 1 1.00 1 0 0 1 0 0 0
.......................................................... ehdelelifedNed el el el diny-Ne e elo NN PP~ B ¢ 1 1.00 1 0 0 0 0 0 1
....... 0.V No V- Ve ele) Noi e hiy-Noy-No ofc i ol bum AP~ 2s B 1 1.00 1 0 0 1 0 0 0
............................................................................................................. CACACACACACACGCAGCCACH . - ..ot i i e e it e e e e e 22 1 5 0.40 2 2 0 0 0 0 0
........................................................................................................... CACACACACACACACGCAGCCA . + e v ettt e tete e e et e ee e e e e etetetaaanenanaenenana 22 0 3 0.33 1 0 1 0 0 0 0
............................................................................................................ ACACACACACACACGCAGCCA . « e v e e et e e te e eee e e e aeaeaeeeaeasaeneneeaeanaan 2l 0 3 0.33 1 1 0 0 0 0 0
............................................................................................................... CACACACACACGCAGCCACGR. « v vttt ettt ettt ittt et ettt e e e i ee e 211 3 0.33 1 1 0 0 0 0 0
.............................................................................................................. ACACACACACACGCAGCCA . « v v vt et et et et e e e e et ee e taeaeaeaseaeaaaenenneaea 19 0 3 0.33 1 0 1 0 0 0 0
.................................................. ehod et et et e el e X i NN AU I - R0 7 0.29 2 1 0 0 0 0 1
................................................... ok ek ek ehielel el Net et e NN PP N 7 0.14 1 0 0 1 0 0 0
Anti-sense strand reads
V060 V107 V108
ATAACTAAATTGTTCACCTGACATGTGGCAGAAACAGCGATATCGGCACGCAGACACACACACACTCACACACAAATCACCGCAACACGACCATACTCACTCTCATTGTGTGTGTGTGTGTGCGTCGGTGCATTTCGAACCGGTTACGGCGCACGTTAAAAGTGTTTTAAATTTAATTTAAA
Read # Hit |Total head male head
ek ke ke sk sk sk ke ke ke sk sk ek ke sk sk sk ke ks ek k(OO COC - e - e e ... )N 1))))))))))))))))0))))-2)))))..))))))) ... RRRRRRRRR R R Rk R Rk Rk Rk Rk kkkkk*k*** size Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|scaffold 4784:9670641- der 71|[TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-~-—~- CTATAGCCGTGC - === == === == === ———————m—m—m e GTCTGT------ GTGTGTGT-—-GAGTGTGTG-—-—----—~- TTTAGTGGCGTTGTGCTGGTATGAGTGAGAGT—-—~—~ AACACACACA-—=—-=—-—-——————~ CACACACGC----- N NS CACGT AR A —— === == = = == GCTTGGCCAATGCCGCGTGCAATTTTC-A-—————~— CAAAATTT------- AAATTAAATTT
9670822 -
ldrovak3|31:2246294-2246471 + | |TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-———~- CTATAGCCGTGC=mmmmmm mm mm e e e e cEcTeT------ GTGTGT-——GAGTGTGTG---—---—-~- TTTAGTGGCGTTGTGCTGGTATGAGTGAGAGT —————- AARACACACA--—--—---—-———~ CACACARRIC----- AGC=—m— = mmm mm o TN R —— GCTTGGCCAATGRECGCGTGCARTTTTC-A-——--—~- CAAAATTT---—-——- AAATTAAATTT]
droSec2|lscaffold 0:1920443-1920610 TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-—-—— ClEATAGCCGTGC——m—m—mmmmmmm oo CT - ——-—- CTCTC T — it G — — = — = == === TTTAGTGGCGTTGTGCTGGTATGAGT GAGAGT —————— AACACACACAE--—-—-——————- aJY- -[SNTA[CEEEEE T e O N Y ——_—_ee e S — _—_ ——-—A i, i E—._.-—-. ;i st iii GCTTGGCCAATGHCGCGTGCAATTTTC-A-——————— CAAAATTT----—-- AAATTEAATTT
ldrosim2|31:9444819-9444996 - | |TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-———~- CTATAGCCGTGCmmmmmmmm——m————— o GTCTGT------ CTCTChEN-—-RAGTCTGTG-—-—------ TTTAGTGGCGTTGTGCTGGTATGAGT GAGAGT —————— AACACACACARE--—-————————- AY- -[SNTA[CEEEE AR —mm oo O e N Y A .S, i, B L - GCTTGGCCAATGHCGCGTGCAATTTTC-A-——————— CAAAATTT----—-- AAATTEAATTT]
|dm3 lchr31:9686869-9687042 - | |TATTGATTTAACARGTGGACTGTACACCGTCTTTGTCG-——-- CTATAGCCGTGC === === == === = — = m e e e e EUCIIElIGTGT T T[chuchieni- - BEN— - - - — - - |- TTTAGTGGCGTTGTGCTGGTATGAGTGAGAGT ———~~-— AACACACACA#----------———- A/ -7 - - EE—-—. — 2 CACGT[EA R~ — ==~ == mm—mm e GCTTGGCCAATGRECGCGTGCAATTTTC~-A-—————~~ CAAAATTT-----—~ AAATTAAATTT]
droEugl|scf7180000409711:1537415- TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG———-— CTAEAGCCGTGC——————————mmm oo GTRTGT------ CTCTC T — G — — = === === - TTTAGTCCE T T GCTGGTATGAGTGAGAGT—-—-—- AACAMACACA-—————————————— bacacaciy----- T T G T e - CACE A A~ — - citleccccaaTciccecToCATdTTH-A-—-—-—-- PAATTT-—————- WAATTHAATTT
1537590 +
droBialllscf7180000302428:8097020- TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-—--- CTAEAGCCGTGC-—m———————mm oo oo GTRTGT------ CICICTCH——HACTC TR ik Yeb b le T/t AG T /e TC8GCTGGTATGAGTGAGAGT - - - — - - fecacacaclg--------—-—-——- CACACH - ———- BGC——mm CACRRARlE--— - GCT[@GGCCAATGHCGCGTGCAATTTTC-A-——————— cllerndTT—-—--—- AAATTRAATTT
8097201 +
droTakl|lscf7180000415741:99288~ TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-———— O N oo e T — ———,e GTH&GT------ [CRIEhTEli- - BEE - — - — - - — - [CEE TRATAGTCClET GCTGGTATGAGTGAGAGT--—- -~ afdcacacacl--------—-—-——- AINSINeIY- - - EEEE B - CACKNE A A A~ — o GCTMECCCAATGHCGCGTGCAATTTTC-A-——————— cerrTTT--—---- AAATTRAATTT
99455 +
droElel|scf7180000490564:460502~ TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-——-— BT ATAGCCETGC-———m—mmmmm e GTHTGT------ CHEIEh - -EE - — - — - — - (R AT AGTGEGE TR T GC TGGTATGAGTGAGAGT - - —- - - AACACACEA-—————————————- Eacacaplm----- — - — e e Cl Y e GCl8GlCCAATGICGCGTGHAATTTTC-fg-------- FeranTTT-—-—-—- AAATTRAATTR
460667 -
droRhol|lscf7180000778132:1995-2160 TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-——-— CTARAGCCETGC———————mmm oo GTHTGT------ CHIEIEhT - - R - — - — - — - (R T AGTGEGlET G TGCTGG T T GG TGAGAGT - - — - - AACACACAEA---—-—-—-—-—-—- CACACAR----- = — e e Cl N e e TR GCTEGECCAATGHCGCGTGCAATTTTC-fg-------- e ATTT-—-—-—- AAATTWAATTT
droFicl|scf7180000453807:828594- TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-—--- A C I S e e ——— GTHTGT------ GG T Pl & — — — — - — — = — - TRTAGTGGTTGIGC TGG T TGAGTGAGAGT - - —- - - B T G G o acach ol -—-- — — R T e N R e e GCTTRGCCAATGHCGCGTGCAATTTTC-[g---—-—-- EAATTT-—————- AAAT[EAARATT
828759 -
droKik1|scf7180000302486:1978347~ TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-—--— CTETHGCCOT o~~~ === === ——— o GTETAT------ CHlEhElC - R - — - — - — - - TR B TEEeENG C I T G C TG TATERG T GlG/eeT - - - — - - CTININTNCTGCAGATEEEEEEFE CACACA - ——— [ - — - — Rk e - - — - - (Il eIV XTI - - PR G CCAATGICGCGTGCAATTTTC-[g-—-—-—-- B cINNNTliA A GTAAAINNACIUNNNECC]
1978529 +
droAna3|scaffold 13337:3938999- TATTGATTTAACAAGTGGACTGTACACCGTCTTTGT CGRpNasleC T8 THGCCGTGly=============o-oooooo oo GTHTGT------ crcTeT NN IXecTeTcl G- —-—------ il - - - - - - -Eci¥elfeTcTEicieT/EcNINecCccccc A YNNG NN O G A C A CAC A O e T (T - - — GG C Al A S CACEE e GCAG-[0n A G N e e GCTCTGGCAACGTREN- - - — T T[SerVNNe T/lelleliele) VN Ll e c EEE deraTTT-—-—-—- AAAT=\
3939204 -
droBipl|scf7180000395450:74389- TATTGATTTAACAAGTGGACTGTACACCGTCTTTGT CGlpNesleC T[ETIiGCCGTGly============—=———-—-—-———_-—-—__-—_—- GTHTGT------ CTCTCTMI e TCTGTG-—-—-—-—-- VG TiiTEA e - I¥el¥eT G TllciNe T/ Cla NN ccccec A NN N G G A CACACACACA N o T - - — GG C Al A e e LY - - B e TN YS N - - - B SiC CAA TG CGCGTGCAAT TTTH-fg-------- derATTT-—-—-—- A AT
74591 - \
B |XR_group8:8532707-8532886 +| |TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTC ORI eI G CTGGCCCTGCCGCGTGTE N GTGTAGCGT R ——-——-EEE B - — -~ GAGTGT - -—------- Y- - - — - - — - - - — - Jilclea clfeT/ehNe T[T e, E— AlfcHchClc-------------—-- chichcAigic-- - - - T TTCGCCT G o7 o — — — | —— TN NIN - - - B G CCAATGICGCGTGCAATTTTC-fg----—--~ SCIVYY- - - EEE——— AAATTAAATE
ldroper2|scaffold 40:741617-741795 +| |TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCGLEREICRTeh G e CTGGCCCTGCCGCGTGT RS GTGTAGCGT Rt i ————- - — ~GAGTCT G- - —-—-—--- T T T i T &G T GG TCGCAGE - - — - —- Aldchclclchy--------—-—-———- clichicaiiic-—- — - R T T T T CGGC T G ROl - — — B I NN - - BRliiC CCAATGMCGCGTGCAATTTTC—[g-—--—-—- clennn - —---- BraTTarATHE
Arowi12[sci2_1100000004511:9862277- TATTGATTTAACAAGTGGACTGTACRECOTCT T TRECG- - BRETECAC T eeemmmmmmmsee s e e e s e I s s R O PPb- S = s
9862331 +
drovir3|lscaffold 13049:10280034- TATTGATTTAACAAGTGGACTGTACACCGTLNGT LN THC e - Rle ThG CCG TGl === ========—=—————--—-— o= GTHTGT------ [CHIAIIELT- - B - — - — - — - - AR G- - - - - - - - -[iajfeT A TEIUNNE - - e CllNCIEEEEE Eaccacaca-—-—-——-—-————- CACACARI-—--- ---BCGTACGCACGCACACACACACACACACEEEEEEEEEE ACANCANNNACACAAACACAGACAATCGAACTCACAAACACCAAAACGAATGCGCTCTGGCAACACEEN- - - - /e VNile T/slelelelielel VN iliic TRF\c CREEEE cler@nEgril----—-- AAATIAARRTR

droMo7 3|[sd&Erétad—6680:10507941~

10508179 -

droGriZ2flscaffold 15110:8964728-
8964960 —
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crit.total
crit.pairing
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crit.uri

crit.back
rescue.total
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rescue.known
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rescue.candidate
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:9670641-9670822
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_208.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:4287211-4287230
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_71.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:9670753-9670772
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:8494928-8494947
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:10472801-10472820
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:9670641-9670822
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_71.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:2246294-2246471
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:1920443-1920610
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:9444819-9444996
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:9686869-9687042
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:1537415-1537590
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:8097020-8097201
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415741:99288-99455
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490564:460502-460667
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778132:1995-2160
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453807:828594-828759
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302486:1978347-1978529
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:3938999-3939204
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395450:74389-74591
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:8532707-8532886
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_40:741617-741795
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:9862277-9862331
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:10280034-10280275
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:10507941-10508179
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:8964728-8964960

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

der 1287 scatfold 4929:8990790-8990850 - | confident || 3p_tailed_mirtron |intron

Legend: mature star (0 niz0rd i B IEN T i1 (911 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 20 21 22 23 24 25 26 | I 1 1
Size Condition 8990900 8990850 8990800 8990750
Genomic Position
Hairpin partition -# Sense -#= Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dere\GG24076-in]; CDS [Dere\GG24076-cds]; CDS [Dere\GG24076-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
MO055
V108 V107 V060 V040
TGTCCACCATTGACGAGAAACTGCAGGTGAAGACGGAGCACGAGCTCACGGTAAGTGCGATTGTTTTGGTTGTGCATTCATGCCATAACATAAGATCTCTTGGACTTACAGACCGACAACACTGCGCTCTGCCTGGAGCCAAACTTCGAAGAGAAGCTGGT female
Read # Hit ||Total head male head embryo body
khkkkkkhhkhhhhhhhhhhhhhhhhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhhhhhdk ((((. (((. . ((((((((((((((_. ..)) .)))))) .)))))) . ..))) _))))****************************************************** size Mismatch/ Count Norm |Total bOdy
..................................................................................... TAACATAAGATCTCTTGGACTT . « « e et et ettt et et e et e et et ee et taeaenaennenees 22 0 1 36.00 36 29 4 3 0 0
..................................................................................... TAACATAAGATCTCTTGGACT « &+t e et e e ettt e et e e e e e et te e eee e eaeeaenaenaenaea 2l 0 1 7.00 7 7 0 0 0 0
.................................................. GTAAGTGCGATTGTTTTGGTT ¢ « ¢ v v e v e e et e e e et e e e e e e e e e e e et e e et e e e et e et e e e e ettt ettt et et 210 1 6.00 6 0 3 0 3 0
..................................................................................... TAACATAAGATCTCTTGGACTTA : ¢« e e e e et et e e e e e e eeneeaenaeneeneeaenaennenaea23 0 1 6.00 6 6 0 0 0 0
.................................................. Gl AAGTGCGATTGT TTTGGT - « ¢ v v v e et e e et et e e e e et et e e e et et e e e e et et e et et e et e e ettt ettt ettt et 200 1 4.00 4 3 1 0 0 0
................................................... I I e L T 1 2.00 2 2 0 0 0 0
..................................................................................... TAACATAAGATCTCTTGGACTTACA . « « v ettt et et et et e et et ia i eeaeeaeaenaenaea 25 0 1 2.00 2 1 0 1 0 0
........... GACGAGAAACTGCAGGTGARGACGGA « - « « o« e e e e e e e e e et et e e e e e e a et et e e e e e ea e ta e e e e e s e e aeeaeeneeneeaeaeeaeeneeneeaeaeeneeneeneaaeeaeneeneeneeaennenaeae26 0 1 1.00 1 0 1 0 0 0
......................... el el el Vel No el NeTe).Nolc X c PR A BN 0 1 1.00 1 0 1 0 0 0
.......................... elie7.V:Ne Vol et el Neto)-Yolc)-Veloli b PO~ N O 1 1.00 1 0 0 0 1 0
...................................................................................... AACATAAGATCTCTTGGACTTAC . & ¢ v vt e ettt et te e e et a e e ee et taeaeaenaenaea 23 0 1 1.00 1 1 0 0 0 0
...................................................................................... AACATAAGATCTCTTGGACTT . « ¢ e e v et et e ee e e eee e eneeaenaenaeneeneeaennennenaea2l 0 1 1.00 1 1 0 0 0 0
...................................................................................... ARACATAAGATCTCTTGGACTTA &« e e e e e et e te e et e e aeneeeeaeaeneeneaenenenneaena22 0 1 1.00 1 1 0 0 0 0
....... O e Nofe) T V.V Nodieor NeTed de).¥-Ne Vo N um AP AR 1 1.00 1 0 0 0 1 0
................................................... TAAGTGCGAT TGTTTTGGTTG e - « ¢ e e e e e n e e e e e e e e e e et e e e e e e e et e et e e e e e e e aeeaeneaneeneeaeaaenneneeaeeaenaenaen.2l 0 1 1.00 1 1 0 0 0 0
..................................................................................... TAACATAAGATCTCTTGGACTTACAG « « e e v v ettt te e e ee et et ie e aeeaenaennenaes 26 0 1 1.00 1 1 0 0 0 0
......................................................................................... ATAAGATCTCTTGGACTTACAG : « « ¢ e e e e te e e eee et et aeeaeneaaeeaeeaanaanaenaea22 0 1 1.00 1 0 0 1 0 0
Anti-sense strand reads
MO055
ACAGGTGGTAACTGCTCTTTGACGTCCACTTCTGCCTCGTGCTCGAGTGCCATTCACGCTAACAAAACCAACACGTAAGTACGGTATTGTATTCTAGAGAACCTGAATGTCTGGCTGT TGTGACGCGAGACGGACCTCGGTTTGAAGCTTCTCTTCGACCA female
Read # Hit Total body
Tkdkkkdkkkokhkkdkkdkdkhkhkkkdkkdkokdkkdkkdkkdkhdkhdkkdkkdkkdkkdkkdkrkrkr (L (.. (CCCCCCCCCCCCCCe-2)) DI 0))))) e ))) L)) ) ) dekkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkk**x**x* gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|lscaffold 4929:8990740- der 1287|TGTCCACCATTGACGAGAAACTGCAGGTGAAGAC-——-—- GGAGCACGAGCTCACGETARGTE===== CGATTG------ I e TFCETTGTGC————————————- R e TTCATGCCATAACATAA- ——————————————————— o GATCTCTTG------ GACTTACAGACCGACAACACTGCGCTCTGCCTGGAGCCAAACTTCGAAGAGAAGCTGGT
8990900 -
ldrovak3|l2L:18018273-18018439 + | |TeTCclACCATTGACGAGAAACTGCAGGTGAAGAC------ GGAGCIRIGAGCTCACCETARCTN === rTAC R I —-——— R TTGETTCTCR-———————————- R — ———_—_———————————.——a_——— —"— k-l ———a——a— ——.——.——..H-i L TTCATCRHCET AR T AR -~~~ =~ GATCTHT T[T A CTRIEAGACCGACAACACTGCHCTCTGCTGGAGCCAAACTTCGAAGAGAAGCTGGT|
droSec2|scaffold 1:2986776-2986936 TGTCCACCAT[@GACGAGAAACTGCAGGTGAAGAC-————-— GGAGCARGAGCTCACGETAAGT-==== WHATTG-—-—-- I TrceTeceel---—-—--—---—-- e e T G G T/S i C A Gl G GATCTHTTG------ FACTTANAGACCGACAACACTGCHCTCTIICCTGGAGCCAAACTTCGAEGAGAAGCTGGT
+
|drosim2|l2r:6156991-6157149 + | |reTccaccareaceacaracTceAGETGAAGAC------ GGAGCARGAGCTCACGETAAGTG—~—~ BRATTG--—--- TT——m———m——mm—mm——m e T ECle]n I ——— A mm e TTCATCYCHEAT Y TEA -~~~ —— =~ ==~ — = m o GATCTHTEG------ RMacTTARAGACCGACAACACTGCHCTCTRCCTGGAGCCAAACTTCGAGAGAAGCTGGT|
|dm3 lchror:5361656-5361816 + | |TeTCCACCAT[gGACGAGAAACTGCAGGTGAAGAC--——-- GGAGCAMGAGCTCACI\GTAACH-———- WGATTE----—-- I e TTCCTEcEcl------------- e e N G T G ClE A C A Gl e GATCTHTTG------ ACTTANAGACCGACAACACTGCGCTCTRCCTINGAGCCAAACTTCGAAGAGAAGCTGGT|
droEugl|{scf7180000409183:991667- TGTCCACCAT[SGANGAGAAIGNTGCAGGTGAAGAC-—-~ -~ BcacealgeaceTcaccEilgeeT === BGATTG------ . Recyrr®rciy------------@-------- - - - - - - - - - - -\ - . n £ i i 0 i i i b il i i i i i i i i _—————— - TTCATIRRRET AR T AR~ — = — == == — - — o — o m oo GATEMTRITTG---—-- cigNrrlecacacccaifeacaclcciicTeTi¥ic TecacecaACTTHGAlGAGARRCTGGT
991826 +
droBialllscf7180000301506:1353867- TGTCCACCATMGANGAGAACTGCAGGTGAAGAC-—-—-~ GeaRcEecaceTia ccETANCE === ATEe====== R e - — - — - [ 7 Amm o TTHA TR TA S TAA - — - — - ———- B R e T T Tl -—--- SireedcacacceaiferificTecicTeTRccTeeaceccaacTTHGAEGAGAANCTGGT
1354024 -
droTakl|lscf7180000415401:411947- TGTCCACCAT[@GACGAGAABCTGCAGGTGAAGAC-————~- GGAGClEcGAGCT/HgcCETeACT - ==== T A A A GT A T A T T —-—— - - AR AT N —a e i, it i aiii i i o\ el———-—- TACGIATATHGIEEEEEEE B e ANAGHTCIT R pRgiTTlecacaccoalfdacacicciicTeTiiccTeeaGCC@AACTTCGAEGAGAAGCTGGT
412103 +
droElel|lscf7180000491107:1747228~ TeTCCACCATEGARNGAGAA T GCAGGTGAAGAC-—-—-— GGAGCAEGAGCTCACCEHgUeT ===~ T T A A T T — — R — AT I A R e it B T A T A — — — - — - —————m ANATCTIRITEEEE SirTacAacAaccealfeacACTGCCTETERC TGoAGCCEAACT THGABGAGAAGCTGGT
1747381 -
droRhol|scf7180000777217:252291- TGTClACCATEGAGAGARgCcTGCARGTGAAGAC-- -~~~ GGaGcacallcTeAcCETde T === C e = e T ————— - — - AR B-—-— - - — - — AT Y CA T C T A T TG T T A A T C o TIA TG TR cipyr T~ cacccaifeacac Thicic ThiTESCc TeGAGCCAAC T TIGAISGAGAAGC TGGT
252448 +
droFicl|{scf7180000453858:1334592- TTCCACCATEGACGAGAACTGCAGGTGAAGACHENIINGGAGCAEGAGCTCACGETgUET === Caca--EEEEEE = — R ATGTGRE e - — - — - — B--f---------- A - AT A A TAGGTTTGTAATTCAR-----—-—-—--[TIUATGATTEEEEEEE GC T T G e e T T G— = — === T TlecacacceaifeacaclcciicTcTic TGeAaGCCEAACT THGABGAGAAGCTGGT
1334765 -
droKik1|lscf7180000302476:745854~- TGTCCACCAT[GANGAGAABCTGCAGGTGAAGAC-————~- cNINCINeIiA Y- - - - - - - - -FEEE i ————- = R e i — — = == == === ==~ R e e e e R e e ————- e CcAclacacEccicTcTIMc TeGAGCCBAAC T TG AEGAGAAGCTGGT
745950 +
droAna3|scaffold 13266:257215- TGTCCACCATGACGARAAcTGCAGGTEARNAC-—-—-- Scallcafic Ak CINGTARCT. - ===~ A NG CGC T T C O TR i ClEc - — - — - — - —————- Am o G- — - — - [T A Tl G C R e EcTcTTi--—-—- iecrrfedcacacceaifdacacTecicTETERicTGeAGCCAAACTTCGAGAGAANCTGGT
257368 -
droBipl|lscf7180000396730:1276875- TGTCCACCATTGACGAGAA/CTGCAGGTAAGAC------ Ecacecalgcac TilaciNETARGT - ==== GAGAAEAGAA T CCI TR e G- — = — = — === ——— - T C T 2 S e e AT T A C - - - - /T ATAGTANCEEEEEE T tlecacacceaifeacacTeccTleTi¥ic TGeacccgaacTTecalgcacaAcTGGT
1277036 -
dp5 [3:13956490-13956652 - | |TRrcBaccar@eacca@anEilirccac@reancac------ GGAGCAlgcAGCHEA CCET{ET===== CGAT[R---—--- ----- T R e ——— - — - — - — — e CAGATGGTTTTAREEEEEE CAACTGTATTCCAACTGAAINN- - —- — - — - — - — - — — - e CTC TR - —-—- el TEcacacBcacacacEsccTeTiicTecacccEaacTTHGABGAGAAGCTGGT|
droPer2|[scaffold 4:1363364-1363526 Tercleaccarreaijcaaaldirccacfrcaacac------ GGaGcAlgcAGCHEACcCETgCTI==="~ CGATER---—--- B----- T i — — — — = == === ==~ R e T CAGATGGTTTTAREEEEEE CAACTGTATTCCAACTGAAINN- - ——— - — - — - — - — — - B CTCT[eky—-———- elirtlecacaclEcaclacaclgccicTeTi®icTecacccgancT THGAEGAGAAGCTGGT
+
droWil2|lscf2 1100000004514:748223~- TRTclgaccaTeagcacanlgcridcaceTiAANEC-—- - - - - -l -CcTCAC pacTrifircacEcaifdrcacReccTeTiMTGGAGCCAA AT TIGAAGAGARITGGT
748388 -
drovir3|scaffold 10324:134571- IWCININIT N C NI NI N\ ehilelel.Ne Clii C LV Ne C TR ele e n XSl e e A [N el L ¥ e cc A A GG A A C I C T C o iC— - —— — - — - R — B e e T CTCATAAGATGACATCTCTAT TATATC TR - - — - - - - —— — - —— — — — - C G e — — C-CTCCCREEEE elcfdtfecacajccaifendacriiccTC TREIC TGGAGCCAAACT TCGAGAGAAGCTGGT
134742 +
droMoj3|scaffold 6496:1950374~ TGTCHACCATEGANGAGAAACTGCAGETGAAGHY--—--- GATReCHITE-—---- ST Tlec A ciiccaifealEa cThicHC TR TER C THGAGCCldAACT THGAAGAGAARCTGGT
1950543 +
droGri2|scaffold 15245:15491552- T@TCCACCATEGARNGAGAAACTGCAGETIEAALN- —-—-- cGacrlcacCTACCETARGTRI= ===~ HeATTR---—-- ----- TTGAGACATAATGTAGCCAAGACAJ-—------ CAGTCAACAGATC-TCARAGTTGAGAGATCTCAAATGATGC R e - - - - - ARTGINATliCGGTT TR TCTTGGCTCAATTGCAAACTCGAAT[EACHI T TEEEEEE ShdirrlecacleccoaifdacaciBicciitlati¥ic Tecaceclgaac TTHGAEGAGAAGHTGGT
15491786 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777217:252291-252448
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453858:1334592-1334765
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ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

der_ 1069 |scaffold 4845:8238963-8239025 - | confident |Mirtron |intron
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der_1069_annot [-9.2]
Show Alternate Folds
Flybase annnotation
intron [Dere\GG20992-in]; CDS [Dere\GG20992-cds]; CDS [Dere\GG20992-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
MO055
V108 V107 V040 V060 MO57
GAACTACAAGCACAATAACATGGCCAGTTTCATAAGGCAATTGAATATGTGTAAGTGCATCTGAAGTATTTCCTTTGAAGCAACTARATTAATTTTTCATTTGTGCT TTGCAGATGGATTTCATAAGATTACCTCTATTGACAATGGCGGATTACGTTTTGAT female
Read # Hit |Total head male body |embryo head embryo
ek ok e ok e ok o ok ok ok sk ek ok e ok sk ke ke ok ek ke ke sk ke ke sk ke ke ok (e (OO (e e e e e e e e e e 1)) .))))) L)) ))) L)) ) ) L L kkkkkkkkkkkkkkkkkkkkkkhkkkkkkhkkkkkkkkkkkkkkkkk*k** 5jze Mismatch Count Norm Total body
.................................................. GTAAGTGCATCTGAAGTATTT . ¢« e et ettt et et ettt e e e e e e e e et e e e e e e e et et et et te ettt ia a2l 0 1 61.00 61 46 10 3 2 0 0
.................................................. GTAAGTGCATCTGAAGTATTTC . « e et e vt ettt et e et e et e et e e e e e e e e e e e e e e e et e e et et ettt ia i e 22 0 1 53.00 53 30 18 0 3 1 1
.......................................................................................... AATTTTTCATTTGTGCTTTGCAG . « « e e v e et et ee e et e e et e e e eaeeaeeaeenaeneen. 23 0 1 6.00 6 3 0 3 0 0 0
.................................................. GTAAGTGCATCTGAAGTATT . ot e et et e et e ettt e et ettt ettt ettt et ettt et e e e et e e ie e ie e iaineiaeaeeneenaenaen.. 20 0 1 6.00 6 5 1 0 0 0 0
oo e CTACAAGCACAATAACATGGCCAGT . « ¢« e ettt e e e et e et e e et e et e et e et e e ettt e et e e e et e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 25 0 1 1.00 1 0 1 0 0 0 0
................................ TAAGGCAATTGAATATGT . « ¢ v vt et e e e e et e e e e et e e e e et e et et e et e e et et e e e e e e e e e e e et e e e e e e e e e e e e, 180 1 1.00 1 1 0 0 0 0 0
.................................................. GTAAGTGCATCTGAAGTATTTCH. . o . ottt it it it e it ittt ettt e e e 231 1 1.00 1 1 0 0 0 0 0
........................................ TTGAATATGTGTAAGTGCATCTGAR . « . et ettt et e et e e e e e et e e e et e e e e et e e e ettt et e et e et e e e ettt it i e et ie e 250 1 1.00 1 0 1 0 0 0 0
GAACTACARGCACARTARC . « et ettt et e et e e e e e e e e e e et e e e e e e e e et e e e e e e e e e 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 19 0 1 1.00 1 0 0 1 0 0 0
...................................................... GTGCATCTGAAGTATTTC . « « e et ettt et et e e e e e e e e e e e e e e e e e e e e e e et et et te e te ettt ee e 18 0 1 1.00 1 1 0 0 0 0 0
.......................................................................................... AATTTTTCATTTGTGCTTTGC e « e e v e e ve e ee e et et et ee e e eaeaaeneeaeeneenaenaen. 2l 0 1 1.00 1 1 0 0 0 0 0
........................................................................................... ATTTTTCATTTGTGCTTTGC . ¢« e e e e e ve e et e e et e e e eeaeeneeneeneenneneenaenaen 20 0 1 1.00 1 0 0 1 0 0 0
.................................................. GTAAGTGCATCTGAAGTATTTCC .t v ettt ettt e ettt ettt et ettt e ettt e e e e et e et e ettt ettt iia i 23 0 1 1.00 1 0 1 0 0 0 0
.......................................................................................... AATTTTTCATTTGTGCTTTGCA . « ¢t e e ve e ue e te e et et et e iaeeaeneeaeenaenaenaen. 22 0 1 1.00 1 0 0 1 0 0 0
.................................................... AAGTGCATCTGAAGTATTTC . « v e e v e ettt ettt et e et e e e e e e e e e e e e e e e e e e e e et et et te e et et ee e 20 0 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
V107 V040
CTTGATGTTCGTGTTATTGTACCGGTCAAAGTATTCCGTTAACTTATACACATTCACGTAGACTTCATAAAGGARACTTCGTTGATTTAATTAAAAAGTAAACACGAAACGTCTACCTAAAGTATTCTAATGGAGATAACTGT TACCGCCTAATGCAAAACTA
Read # Hit [Total male embryo
de ok e ok e ke ok e ok e ke ke ke ok ek ke ke ke ke ke ke ke ke ke ok (e (OO (e e e e e e e e e e 1)) L))))) L)) ))) L)) )) . kkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkk*kk**** gjze Mismatch Count Norm Total body
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|scaffold 4845:8238913- der 1069 |GAACTACAAGCACAATAACATGGCCAGTTTCATAAGGCAATTGAATATGTGTAAGTGCAT-CTGA-—=——=——=——=-—-—-———- AGTATTTCCTTTGAAGC--——-——-——-—- Ammmmmmmm oo ACTA--A-—-——-———————————- ATT AR T CAT S S G S G e T T GCAGA TGGAT T TCATAAGAT TACCTCTAT TGACAATGGCGGATTACGT TTTGAT
8239075 -
ldrovak3|2r:15166225-15166391 + | |cAACTACAAGCACAATAACATGGCCAGTTTCATAAGGCAATTGAATATGTGTAACTIOO N CTGA——————————————————- AeatlrccerreanilcitIN IV - - B--------————————- - - N A (e T T = AT === = = T == == GCTTTCCACA TGGAT TCABAAGATMACCTCTATTGACAAGGCGGATT[ECGT TTTGAT |
droSec2|lscaffold 1:11510184-11510354 GAACTACAAGCACAAAACATGGCCAGETTCATAAGGCAATTGAATATGTGTAAGT AR-BTGA--—-—————=—————————- e Gl Gl Gl I A 8 T C AR CTGAA 2 - R acTa—-AR\-H-@--—-—-—-—-——- A ARe o= T T === == TG T -~ =—GCTTTCCAGATGGAT T/CABAAGAT[MACCTCTATTGACAAT GGCGGAMTACGT TTTGAT
ldrosim2|2r:14700890-14701059 - ldsi 22134]cAACTACARGCACAARAACATGGCCAGETTCATAAGGCAATTGAATATGTGTAACT N WE-Rrea-————= -~ - -~~~ ——~—~—~———__ e CGlGHG TGN A A A TCAACTGAA A T - B acta—-pAN\-B---—-—-—-————- A AR o= R === e == == G T T TCCAGA TGGAT TCABAAGAT[MACCTC TATTGACAAT GGCGGAMTACGT TTTGAT |
|dm3 lchr2or:14020397-14020558 - | [BaacTacaAGCACAABAACATGGCCAGRTTCATAAGGCAATTGAATATGTGTAAGT VAR MIGA-——=——--=-—--———————— A TN - - -[SCIRNINNA A TCAA CTGA A 2 N — I —— ACTA--ANA-A-P- - B - AT === =T =TGT- -~ - GCTTTGCAGATGCATTECARAAGAT]ACCTCTATTGACAATGGCGGARTACGTTTTGAT |
droEugl|lscf7180000409672:1074696- aACTACAAGCACAASAACATGGCCAGETTCATIAGGCAATTGAATATGTGTAACT N A G NIy INAINICISACIY- - - - - - B TTAAACIITCT T Becra—-a--—-—- - A TeTel T = = = = e N T == =V S N NCAGA TGGAT T TCABAAGAT[SACCTCBATTGACAARGGGGESTACGT T T(8GAT
1074859 +
droBialllscf7180000301754:2517732~ GAACTACAAGCACAAAANATGGCCAGET TCAT[MYGGCAAT TGAATATGTGTAAGT XA iC R - - — - ————————— A ] - - — — — — = == == = = B-—--- TTTTAAATRTGAIG- - CT e e — — —— ————— TAT-ATTCTRTHAAREE S cACAAASCINNEE TN CINCINENICINIINE CIN NS NIV ele» Eelc cliGlefe chlil /e
2517890 +
droTakl|scf7180000415795:378873— GAACTACAAGCACAAAACATGGCCAGYTTCATMAGGCAASTIAATATGTGTAAGT N A R Xy VYV V. - —----—-GEARAATTAA A TEEEEEEE B--—---—--- T AATRTGANT - - AT e = === E= s === VTSieCAC A ToclT TcAlraGATEaCC TCfdaT TeACA MGG TEcGTTT]dGAT
379031 -
droElel|lscf7180000491214:181702- AACTACAAGCACAAAACATGGCCAGTTEATEAGGCAATTGAATATGTGTAAGTEA‘ R —-—-—-—————— AT TACAATTGGAAGCCA AG Bcra-—-ae-R-R- - e g = == = = T == = TG Y N\CACA TGGIT TTCABAAGAT[SACCTCEATTGACAARGGCGGRETHC GIAT T(8GAT
181862 +
droRhol|lscf7180000779949:86296-86457 GAACTACAAGCACAAAACATGGCCAGET THATAGINCAATTGAATATGTGTAACT N AL E ey VO Y- - - ___ AN - - - AR - - - - - - EEEEEE A GARAACT T A A G RyR--B--—--—---—-—-—-——-—- A A e Yo T = e e e S YNNI NCAC A TGoaT TcABAAGATACC TCBATTGACAARGGCGGARTIECGT T T(8GAT
+
droFicll|lscf7180000453948:1417321~ MAACTACAAGCACAASAACATGGCCAGT TTHATEAGGCAATTAATATGTGTAACT N A NINmGA TAA A A G AR CITAA A TCATCTGA T A SR B - — B 2 e - e == = e T === VNI IINCACA TGGlT Tc A AGATEACCTClEATTGACAAR GGG e Tl C G T Tlec Al
1417478 +
droKikl|scf7180000302682:1202276- faacTacaricacan@aACATGGCCAGRTTCATAGGCAQETGAATATGTGTAAGTC AN TG~ Y [ R A TN T - TTAAACIH AR TAGG T A - - CCl R - - - - -lici{cEcEciEET S TiEE e A A cc /o EINWde TiliiC FACIVNA NI CING A W CINICININAC e rlee c cllc/de ity Ny
1202441 -
droAna3|lscaffold 13266:2764528- AACTACAAGCACAAAACATGGCCAGTTCATGGCATTGAATATGTGTAAGT— ————— A TARECTCEEEEE - - — - —— — - T CINET - - - B A A GTAC T - - - R - —-—-—-—-———————- AT AT T A== = T = == =G T TICACA TGGAT T AldraGAT/dACET Clda T TGACAA GG CoodTECG T T T/dGAT
2764688 -
droBipl|lscf7180000396427:1246607- AACTACAAGCACAATAACATGGCCAGTTTCATGCATTGAATATGTGTAAGTQC—= ————— CAGAGCCTTAAGGANAA---- GA-lilCCCC TR B - - -m-—-—-—-—-—-—-—-—-- AT RAS TN T == = s F e F e T === T T TNCACA TG T TecAldracaT/dACET CldaT TGACAASGGCoodTECG T T T/dGAT
1246768 -
lap5 |3:6620854-6621023 - | [BaacTacanccacaaaacarceccacBrTRATEAGGCARETGAATATGTGTAAGTICAL - A CCACREE. TP  — — — — — — — — — GClcARGTGACAAGATGGGGHT- - CTIARGCEAGT T — T T U C IR R E PRy T == S ACAGA TGCATTRCABAAGATEACRTCEATTGABAAT GGG T TEC G TT TEGAT |
|droper2|scaffold 2:6841670-6841839 -| [BaacTacanccacaaaacarceccacEr THATEAGGCARETGAATATGTGTAAGTGCAL i ———— AGGAC e g — — — — — = — = — GCI\CAAGTGACAAGATGGGGHT - - CTIARGCHEGGT TR e | e {eC er E i B e == SIS NCACA T oA T TcABAAGATEA CIIT Clea T TG AAA TGEEG G T TlEC G T Tf8iGAT |
droWil2|lscf2 1100000004512:1800162- GAACTACAAGCACAAMAANATGGCCAGTTTHATARGIICAARTI A ATATGTCTAACT N AL ICRRR - - - —[JJXe- - - - GGAINAJ- - - - GTCIRNC TC A TR B - - -m---—-—-—-—-—-————- ATTRAATTT T NAT====T=TeT====clTlemigiac A TcclT TecAdracaTTACT CldA T G Al A A TGGlGGIT TlECG T TTTGAT
1800321 -
drovir3|lscaffold 12875:8652844- dvi 5764 |[GAACTACAAGCAWAAAACATGGCCAGHTTHATARGHCAETTGAATATGTGTAAGT N AR-RON-———-[We-—————\————~- - - -IG- - - T A T T TA T TAAGT ARG A - R - - - -—---------—-——-- AT AT el fele = e = e e E L A A TG T TTCATAAGAT/MACC TClATTGAlAA TGClgcGdTACGT TTGAT
8653008 -
droMoj3|lscaffold 6496:18549008- GAACTACAAGCANAAAANATGGCHAGET THATARGHCAATGAATATGTGTAAGTIE AR -RTNA - —- IS¢ - — - ——————- 2 e (oI — — — — = — = —————— TCAATTAACTAGCTCREEN- — - — [ EEEEE TSN IV, O r AT = Ty e s r e i N F == e R T HNCACA TGGdTTTCATAAGATMACHT ClEAT TGAlA A TGGlG T CG T T Tl AT
18549176 +
droGri2|scaffold 15245:2054465- AACTACAAGCACAAAACATGGCCAGTTCATGQCAATTGAATATGTGTAAGTGEAH—HTEA ————— pggel- — - ———————- e — = = = = = = = = = = = = B GGAT - - TTIARGTCAGTTTGTTACT T TIRGH VUil - HaTcGEEE c et T/sa i T T/ ChAele C NG N VNS NI CiNC T ile » N UITNCEVEle T /ele c CIUNSE A NS
2054628 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:8238913-8239075
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:8238913-8239075
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1069.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:15166225-15166391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:11510184-11510354
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:14700890-14701059
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_22134.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:14020397-14020558
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:1074696-1074859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301754:2517732-2517890
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415795:378873-379031
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491214:181702-181862
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779949:86296-86457
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453948:1417321-1417478
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302682:1202276-1202441
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:2764528-2764688
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396427:1246607-1246768
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:6620854-6621023
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:6841670-6841839
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004512:1800162-1800321
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:8652844-8653008
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_5764.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:18549008-18549176
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:2054465-2054628
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Predicted structure
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No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M055
V108 V107 V060 MO57
TAATTGCCTGCTGAAATTAATCGAATGAAAAAACACACTTTTCCATTGCAGCTCGCTGAACGATCGTCCATTGTTTATGCAAAACAGCAACGGCGGTCGTATTGCGACCAGCGATGTGGAAGTCAGCAACTTCCGACGCGCCCTCCCACAGTTTCTAGCTGT female
Read # Hit |Total head male body |head embryo
khkkkkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhhkhhhhhhhhhd ((((((. ((((((.__ ((((.__ (((((((((.. (((((( ..... )))))) '.'.))))))))) .'_)))) .__)))))) _)))))) L. kkkkkkkkkkkkhkkhkkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkrd g]ze Mismatch Count Norm [Total body
.................................................. GCTCGCTGAACGATCGTCCATTG ¢ + ¢ e v e e e e et et e e et e e e et e e et e e et e e e e e ettt e ettt e et te ettt 23 0 1 30.00 30 10 8 6 6 0
......................................................................................... ACGGCGGTCGTATTGCGACCAG t « ¢ e e e e et e e ea e e e n e e eaeeeaeneeaenenneaenaeaaas 22 0 1 15.00 15 14 0 1 0 0
.................................................... TCGCTGAACGATCGTCCATTGTT ¢ & e v v e e e e te e e e et e e et et ettt e e e et e e e e e e e et e et e e et te et ieeneneaeneeaea. 23 0 1 15.00 15 13 2 0 0 0
................................................. AGCTCGCTGAACGATCGTCCATTG e &« « e e e e e e e et e e e e et e e e e e e et e e ea e e e ea e e e eneeaeneaeeaeneeaeneeaenenneaenneaenneaea24 O 1 14.00 14 4 7 3 0 0
......................................................................................... ACGGCGGTCGTATTGCGACCAGH . « . ottt i i e i e e ee i e 231 1 10.00 10 9 0 0 0 1
.................................................. GCTCGCTGARCGATCGTCCATT « « + e e e e e e e e e et e et e e e e e e e et e e et e e et e e e et e et ee e e eeeenenaeaeneeaenenneaenneaea. 22 0 1 9.00 9 2 2 4 1 0
................................................. AGCTCGCTGAACGATCGTCCAT T . ¢« e v e e e et et et et et e et e e et e et e et e e e e et e e ettt e ettt e et ettt et e 230 1 8.00 8 5 2 1 0 0
.................................................. GCTCGCTGARACGATCGTCCAT . « v v e e e e et et e e e e e e et e e et et ettt e e et et et e e e a e e et ee e et eeneeeaeneeaeaeaneaenneaea 2 0 1 3.00 3 2 0 1 0 0
................................................. AGCTCGCTGAACGATCGTCCAT ¢ ¢ v e v e e et et e e et e e e et e e et et e e et e e e e et e e e e e e ettt ettt ettt et 220 1 3.00 3 0 3 0 0 0
................................................ CAGCTCGCTGAACGATCGTCCATTG e &+ v e e e et e ettt e e et e e e e e et e e a e e et et et e e et e e et e e et e e taeneeenenaeaenneaenenaes 25 0 1 2.00 2 1 1 0 0 0
.................................................. GCTCGCTGAACGATCGTCCAT T . . ¢ ottt ettt ettt et e et e ettt e e et e e e et e e ettt e e et e e e ettt et ettt iaen . 23 1 1 2.00 2 0 2 0 0 0
......................................................................................... ACGGCGGTCGTATTGCGAC . &+« e e e et eea e e eeea e e eneeeeaeneeaeneeaenenneaenaeaan19 0 1 2.00 2 2 0 0 0 0
.................................................................................... CAGCAACGGCGGTCGTATTGCGAC . « v v e e et e te e et e et ae e eneeeeneaaeaenneaeneeaenenaes 24 0 1 1.00 1 0 0 1 0 0
......................................................................................... ACGGCGGTCGTATTGCGACCAGE. - - . oo i i i it e 231 1 1.00 1 1 0 0 0 0
........................................................................................ AACGGCGGTCGTATTGCGACCAGH . -« ottt i e e e e e i e 241 1 1.00 1 0 0 1 0 0
........................................................................................ AACGGCGGTCGTATTGCGACCAG . « e e o e e e te e e teeae e neeetaeneeaenenneaenneaeneeaea23 0 1 1.00 1 1 0 0 0 0
................................................... CTCGCTGAACGATCGTCCATTG + ¢ e e v e e e e et e e e e et e e et e e e e et e et e e et e e e et e e ettt e ettt e ettt e e et e i e 220 1 1.00 1 0 1 0 0 0
...................................................... GCTGAACGATCGTCCATTG . « & e v e e e et e e et e e e e e et e e e et et et e et e et e e e e et e et e e eeeneaeaeneeaeneeaenen 19 0 1 1.00 1 0 0 1 0 0
................................................... CTCGCTGAACGATCGTCCATTGTT . « & e v e e et et e e et e e e et e e e e et e et e e e e e e e et e e et e e et e te et ittt ieeneaenen. 24 0 1 1.00 1 1 0 0 0 0
..................................................................... ATTGTTTATGCARAACAGCARACGGCG . &« v vt ettt e e et et ettt e e et e ettt e et ie e teenenaeaenneaenenaes 26 0 1 1.00 1 1 0 0 0 0
........................................................................................ AACGGCGGTCGTATTGCGACCA t & ¢ v vt e et teee et et e et te e eeaeneaenenaenena 22 0 1 1.00 1 1 0 0 0 0
................................................ CAGCTCGCTGAACGATCGTCC « + « e e e e e e e e et e e et e e e e e e e e et e e et et e e et e e e e e e e e e e e e eaeaeeaeneeaeneaneaenneaenaeaaa2l 0 1 1.00 1 0 0 1 0 0
......................................................................................... ACGGCGGTCGTATTGCGACCAGH. - . oot ittt ittt it et i e i et et 24 2 1 1.00 1 1 0 0 0 0
.................................................. GCTCGCTGAACGATCGTCCAT T . ¢ o e vt ettt ettt et e et e et et e et e et e e et et e et e e e ee e taeneeaeneaeaenaeaea. 23 1 1 1.00 1 0 0 1 0 0
..................................................... CGCTGAACGATCGTCCAT T . « v v e e et et et e et et e e et e e e e et e e e e e et e et e et e e et e et e et e e ettt et ettt et 190 1 1.00 1 1 0 0 0 0
................................................. AGCTCGCTGARCGATCGTCCA . ¢ e e e e et et te et e e e et et e e et e e m e e et e e et e e eaeeeeneaeeaeneeaeneeeeneaneaenneaeneeaea2l 0 1 1.00 1 0 1 0 0 0
Anti-sense strand reads
MO055
V107
ATTAACGGACGACTTTAATTAGCTTACTTTTTTGTGTGAAAAGGTAACGTCGAGCGACTTGCTAGCAGGTAACAAATACGT TTTGTCGTTGCCGCCAGCATAACGCTGGTCGCTACACCTTCAGTCGTTGAAGGCTGCGCGGGAGGGTGTCAAAGATCGACA female
Read # Hit Total body male
Jede ok e ok ok ek ok ek ok e ok ke ok ke sk ke sk ke ke ek (e (CCCCCe e e COCCe e (OO (... .. 1)IIN)) et )XY e D)) ) o)) )))) L)) ) ) ) ) L kR kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|scaffold 4770:16776374- der 76||T-AATTGC-—--—-—--—-— C-TGCTGA---—--- AATTAATCGAATGA--AAAAA-——-—- CACACT--——--——-——-————- T-—-T-TC---—-- CATTGCAGCTCGCTGAACGATCGTCCATTGT TTATGCAAAACAGCARCEECE == =====azaaans GICCTATT-—=GCGA===CCAGCGATGTGGAAGTCAGCAACTTCCGACGCGCCCTCCCACAGTTTCTAGCTGT
16776535 +
|drovak3|3R:8872156-8872317 - | |T-2aTTGC-—-----————- c-ecrea------—- ANETAATCGAATGA--AAAAA--———— CACACT-—————————————— T---T-TC-——--—- CATTGCAGCTCGCTGAACGATCEECCATTGTTTATGCAAAACAGCARCEEEE - ammuauuas C T AT === CCEA =6 CGATGTGGAAGT CAGCAACTTCCGACGCGCCCTCCCACAGT TTITAGCTGT
droSec2|lscaffold 0:17053720-17053884 T-AATTGC-——————————— c-lcerfda------ MandTAATCGAATGA--ARARAREN---- CACACT-—-————————————— T—--T-TC-—-—-- Cl8TTGCAGCTCGCTGAACGATCCECCATTGT TTATGCAAAAEGCABCEECE-———===—====—=~= CL\CEATT===CCCA===CCAGCGATGTGGAAGTCAGCAACTTCCGACGCGCCCTCCCACAGT TTITAGCTGT
+
ldrosim2|3r:16187162-16187325 + | |lT-2aTTGC-—------———- c-MectEa------ A ARITAATCGAATINA - - AR AARIN- - -~ CACACT--—--—--———————-~ T-—-T-TC-—=--—~~- ClETTGCAGCTCGCTGAACGATCGECCATTGT TTATGCAAAANEGINGECEECE-— =~~~ INCEPATT~~GCGA~~~CCAGCGATGTGGAAGTCAGCAACTTCCGACGCGCCCTCCCACAGTTTITAGCTGT
am3 lchr3R:4825792-4825954 - | |T-2ATTGC-—-------——- c-lcerfda------ A ARTAATCGAATGA--ARAAAA-————- CACACT---————————————— T—--T-TC-—-—-- Cl8TTGCAGCTCGCTGAACGATCCECCATTGT TTATGCAAAAEGCARCEECE-—~—~—~———~———~ CL\CCATT-—=6GCCGA-=-CCAGCGATGTGGAAGTCAGCAACTTCCGACGCGCCCTCCCACAGT TTITAGCTGT
droEugl|lscf7180000409467:644802— T-AATTIC-—-—-——————— ERyTccTeA--—-—- MaafdraaTceanTcle--aaaaa®N--—-allacT--— - - - —————- T—--T-TC-—-—-- Cl€TTGCAGCTCGCTGAACGATCCECCATTGT THATGCAAAANAGCARCEECE-—~~~~~~~—~—~—~ CL\CCTATT==ecleA===CC/e6CCATGTGGAAGTCAGCAACTTCCGACGCGCCCTCCCACAGTTTCTAGCTGT
644967 +
droBialllscf7180000302402:7537489- T-AATTGC-——————————~— W-TectilA--—---- AASTAATCGAATGE--AAlAA-———-- CACACT-—-——-——————————— T—--T-TC-—-—-- cldrTccaGClecGCTRAACGATCCECCATTGT THATGCAAAACAGCARCEEEE-—————~———————~ CLNCCEATT-—-CCledA-=-CCAGCGAEGTGGAAGTCAGCAACTTCCGACGCGCCCTCCCACAGT TTITAGCTGT
7537650 -
droTakl|lscf7180000415364:340589- T-AATTGC-———=——=-—=-—=- C-TGCTGA--—-—-—- AASTAATCGAATGE--AAAAA-—-—-- CACACT-—-————————————— T—--T-TC-—=-—=- Cl8TTGCAGCTCGCTGAANGATCGECCATTGT TTATGCAAAANAGCARCEECE-============c CL\CCATT===CC\A===CCACCGATGTGGAAGTCAGCAACTTCCGACGCGCCCTCCCCAGT TTITAGCTGT
340750 +
droElell|lscf7180000491194:851455- T-AATTGC-—————=—=——-— c-IecTia---—--- AASTAATCGAATGE--AAAANIN----CcACACT---—-—-—-——————- T—--T-TC-—-—-- Cl8TTGCAGCTCHCTGAACGATCEECCATTGT TATGCAAAAEGC ARIEEEE=============== G CC T T ——C A== =CCleelic G TGGAAGT CAGCAACT TCCGACGCGCCCTHCCACAGT TTHTAGCTGT
851618 +
droRhol|lscf7180000779488:888101— e-aaTcc--—-—-—-—-—- W-Eccrea------- AATAATCAAATGE--AARAR-—---- CACACT-—-————————————— T—--T-TC-—-—-- CATTGCAGCTCGCTGAACGATCGECCATTGT TTATGCAAAANESCARCEECE-—=—=========== G\ AT T ===CCCA===CClJeCGATGTGGAAGTCAGCAACTTCCGACGCGCCCTICCACAGT TTITAGCTGT
888262 +
droFicll|lscf7180000454106:2361180- T-AATTGC-———=——=—=—=— B-TecTeA------- AA@TAATCGAATGE--AARARA-—---- CACACT---—=-——————————— T-f{-T-TC------ e T CAGCTCGCTGAACGATCGECCATTGT TTATGCAAAANAMCARCEECE="==========—=-= [ \CCTATT---GCCle-—-CCAGCGANGTGGAAGTCAGCAACTTCCGACGCGCCCTCCCACAGT TTTAGCTGT
2361342 +
droKikl|lscf7180000302355:1167621- T-AATTGl--—---------- B-Mcrila------- AATTAATCGAATGE--[8aA AT NN A CAIYT- - - —-- TTTGTTTTCCARETIEIICEEEEE clerTGCcAGClECGCTGAACGATCEECCATTCT TATGCAA AEGCABEEECE === ========== CL\C AT == =6 === CCALCGATGTGGAAGTCAGHAACTTICGACGCGCCCTCCCACAGT TIATAGCTGT
1167798 +
droAna3|lscaffold 13340:14730639- THAATTGC-—-—-—-————— c-I8cTcANNIIN A A AATEGAATClY- - A A A RS- - - -CACACT - — - - - - - - - ———- T[eky-[g-gcife- - - -caTTcadidrclicTeaACGATCEECCATTGT TATGeA A e~ BlEEING == === === =——=—=- CL\CCEATT == =GO XIITelCCAINC GATGTGGAAGTCAGCAACT THCGCGCGCCCTCCCACAGT TMC THGCTGT
14730816 +
droBipl|scf7180000395971:454926- THAATTGC-—-——-—-—--- c-tBcTcANNMIIN . AT AA Tl GAATGE- -Ea A AIY- - —-CccacT- - - - - - - T---@-TC-—---- CATTECACNTCGCTGAACGATCCECCATTGTTATGCAA e ClelerBGEIN e ===~ ————————— CACCTATT= == CClIelCCAINC GATGTGGAAGTIAGCAAC T THCGECGCGCCCTCCCACAGTTHCTEGCTGT
455099 -
ldps |2:27362136-27362201 + | |T-2ATTGC-——--—---——- TR A AV AT T A e — — . — — — =~ — WACART—-——-—————————- N Ey - T-Tchfe- - - -pT TolaGe TR TGAACGATCAEcCAT TG TTlA TGCAAAAEGCARLIC - CL\CCTeie= == CcleleeleleCiNAIN C GA TG TGGAAGTCAGHAACTTCCGACGCGCCCTIECCACAGT TTITAGCTGT
ldroPer2|scaffold 6:2653319-2653474 +| |lT-2ATTGC-—------———- b-¥¥\rca--————- AT T A e — — 2 — — —— — — WACART—————————————- N Ey - T-Tchfe- - - -piT TolAGCTCERTGAACGATCOECCAT TG TTlATGCAA A A e GCARLIC CL\CCTeie===Ccleleleecl\AlN\C GA TG TGGAAGTCAGCAACTTCCGACGCGCCCTIECCACAGT TTITAGCTGT
droWil2|lscf2 1100000004902:2243025- T gAC - ——————————— -t criia------- ART TRRNTRGAA TREY - - ElARNA - — - — - - i — — — = — = == ———————— B---B- TE¥Y- - [Npele T T/~ chNr cilelTcAACCATCETCCHTTAT TTATGCiA A ANEG CHARTNNCIN R VXS VN IR LV Ve T e CealsTilsec CeAll BiAl cc A TG TeGAAGTHAGHA AR T THicGACGgccclTIlcCACAGT TTIITAGC TGT
2243202 -
drovir3|lscaffold 12855:5331769- AN SIS TATTAAAAGTGA - B - - TIEEEEE a- - -CINCAATINNE T T ANV R BcTGTTTTTRETTTGTTATTTARRTITITAT TATCATHA ARG Gk N T/ NISElele il A IS NNITNINN T GETIN.CAnSancAnCAEEEEEE L e AT T ===l el C GAT GTGGAAGTCAGCAACT THCGACEYEGCCCT§CCACAGTTTCTAGCTGT
5331974 +
droMoj3|lscaffold 6540:22594565- T-fafrec-—-—-—-—-—-- AR - THiA R FATIRG T C TANCH - - EEFV NV ST TGTITRETCTTTTCGTTTTGCAT TRUEHNT TGTRERIA TidA TINES G/ea SN T/ NUSEhele TiliA INCINESINCINT Gl (CAn SaacAnCcAEEE e TCCAT T == piClleeleleldiakic GATGTGGAAGTIAGCAACT THCGldcGlgcclc TleccacaGTTTCTAGC TGT
22594755 +
droGri2|lscaffold 14906:9174687- T-AAINNNE-———————- igc-i¥erca------- A A AT GA ~ ~AAARA ~————— BT GG T TR T T TAT T TGREAT TCGRE TIEINCE T e TEA GCTCGCTGAACGATCGTCCHITIAT TRA TGCAA A AEGC ALV =N \=an s LN LGN C Gl AT T = = Ol AL NG A T GTGGAAGTIAGCAACT TIC GACGIEGCCCT§CCACAGTTTCTAGCTGT
9174867 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:16776374-16776535
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:16776374-16776535
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_76.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:8872156-8872317
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:17053720-17053884
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:16187162-16187325
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:4825792-4825954
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409467:644802-644967
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:7537489-7537650
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415364:340589-340750
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491194:851455-851618
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779488:888101-888262
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:2361180-2361342
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302355:1167621-1167798
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:14730639-14730816
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395971:454926-455099
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:27362136-27362291
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:2653319-2653474
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:2243025-2243202
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:5331769-5331974
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:22594565-22594755
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:9174687-9174867
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scaffold_4845 :21769932-21769989 - antisense_to SpUTR

Legend: mature star {0t urled BLENTg 1151 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution
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Genomic Position 18 19 20 21 22 23 24 25 26 27 < 1 ! !
Size Condition 21770000 21769950 21769900
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
Antisense to utr5 [utrS_plus 5969]; utr5 [utrS _minus_4915]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
MO55
V108 V107 V040 V060 MO57
CGCTATAGTCAGCGGCCAAGTTACAGGCCTGATTTAACCGGTTGTCACTCGCACGAAATGCGAAACTACTGCGAAATTTGTTGCTGTAGTTGTGTAATTTCGTGTGAGAGCGTGCGAGGCAAAAACAAAAACAAATCAAGATCGCGCGATATTGCGTC female
Read # Hit Total head male body embryo head embryo
Je ke ok e ok e sk ke ok ek ke ok ek ek ke ke kel (L OO COeee. ... 1)))IIID)) )Y IIIIIDDD))) L)) ) L)) L)) L L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk*x 5jze Mismatch Count Norm Total body
.................................................................................... TGTAGTTGTGTAATTTCGTGTGA . & ¢ v e et et ee e et et et et eae e eeneeneennenaenaens 23 0 1 50.0050 24 13 10 2 1 0
..................................................................................... GTAGTTGTGTAATTTCGTGTGA : «  « ¢ s e et e aeeaeeasenacancaneaacaacaacaacaaaaaaasaaa22 0 1 29.0029 14 10 1 3 1 0
.................................................. GCACGAAATGCGARACTACTG . « ¢ v v et ettt et et e e e e e e e e e e e e e e e e e e e e et et et e et 210 1 9.00 9 0 0 9 0 0 0
.................................................................................... TGTAGTTGTGTAATTTCGTGTG e « « « e o v e v e ee s e s e eaeensenecneenseneeneennennenaeas22 0 1 5.00 5 32 0 0 0 0
......................................................................................... TTGTGTAATTTCGTGTGAGAGC . « « e et te e te e ee et ie e et ie e eiaeeaeennee 22 0 1 4.00 4 1 3 0 0 0 0
.................................................................................... TGTAGTTGTGTAATTTCGTGT . « ¢ e v v e et et ee e e e e e ae e e eneenecneeneenaennennenaeas 2l 0 1 3.00 3 2 0 1 0 0 0
..................................................................................... GTAGTTGTGTAATTTCGTGTG . « ¢ e et oot tee e tee e eee e ie e iaeecaaeeaeenaaenneennaa 2 0 1 2.00 2 1 0 0 0 0 1
.................................................................................... TGTAGTTGTGTAATTTCGTG . « « v e e v e e e e e eee e eee e ee e eae e ieeeneeenaeenaeenneens 20 0 1 1.00 1 1 0 0 0 0 0
....................................................................................... AGTTGTGTAATTTCGTGTGAG  « « ¢« et v et et et e e cneaeenseneeneenneneeneenaeaae 2l 0 1 1.00 1 0 0 1 0 0 0
........................................................................ GAAATTTGTTGCTGTAGTTGT . « « e e v e ettt e eae e tae e tae e tae e ae e taeeaaeetaeeaaeeenaeeaaeennaeas 2l 0 1 1.00 1 0 1 0 0 0 0
........................................................ AATGCGAAACTACTGCGARATTTGTTG . « ¢ v e e e e e e e ettt tae et e e e e e ee e e e e e aeeaeeanseaneeanaeenneenaeenaeeaa 2] 0 1 1.00 1 0 0 0 1 0 0
..................................................................................................................... GGCAAAAACAAAAACAAATCAAGATCGC. ... ...c..... 28 O 1 1.00 1 0 1 0 0 0 0
........................................................................................ GTTGTGTAATTTCGTGTGAGAGC . « « ¢ v e e et ve e tee e ae e ineeaeeeneeenaeenaeeaaneas 23 0 1 1.00 1 0 1 0 0 0 0
........................................................ AATGCGARACTACTGCGA « « ¢ v e e e e e ee e et e e e et e e et et et et et et et et et ea e ea e ta et cneneenaenaenaen... 18 0 1 1.00 1 0 0 1 0 0 0
................................................... CACGAAATGCGAAACTACTG . « ¢« e et ettt ue et et e ae et et e e et et e e e et e et e e e e e e e ta e e e e iaeeaeeaeeenaeanaean.. 20 0 1 1.00 1 0 0 1 0 0 0
........................................................................ GAAATTTGTTGCTGTAGT « « o« e v et e et et e et e e eae e eae e ae e ae e eae e etneeanaeenaeeaaeeeaaen. 18 0 1 1.00 1 0 0 1 0 0 0
..................................................................................... GTAGTTGTGTAATTTCGTGTGAR. . ..o i i i 231 1 1.00 1 0 0 1 0 0 0
............................................................................................................................... AAAACAAATCAAGATCGCGCG. .. vv..... 21 O 1 1.00 1 0 0 1 0 0 0
......................................................................................... TTGTGTAATTTCGTGTGAGAG . « ¢« e e e et te e ee e eiee e eiaeeaeenaeennnenn.. 2l 0 1 1.00 1 0 1 0 0 0 0
........................................................................................... GTGTAATTTCGTGTGAGAGCGTGC . « v v v v e et e e enenecnsenacnacnnennenaenaes 24 0 1 1.00 1 1 0 0 0 0 0
.................................................................................... TGTAGTTGTGTAATTTCGTGTGM. - « oottt ettt et et 23 1 1 1.00 1 1 0 0 0 0 0
.................................................................................... TGTAGTTGTGTAATTTCGTGTGAR. . . ..o i i 241 1 1.00 1 0 1 0 0 0 0
......................................................................................... TTGTGTAATTTCGTGTGAGAGCH. . .« ottt i i it ee e 231 1 1.00 1 1 0 0 0 0 0
.............................. GATTTAACCGGTTGTCACTCGCACGA . & v e v et e et et e e te e et et et e et e et e e et e e et e e et et e et et et e et et et et e ia e ia e iaeeiaeeneeeneeeaa. 26 0 1 1.00 1 0 0 1 0 0 0
..................................................................................... GTAGTTGTGTAATTTCGTGTGAGAGCGT . ¢ v v et ee e eee e eee e e eiaeenneenaeennneenaes 28 0 1 1.00 1 0 1 0 0 0 0
.................................................................................... TGTAGTTGTGTAATTTCGTGTGAR. . . .o o i e cee e 241 1 1.00 1 0 0 0 0 1 0
Anti-sense strand reads
MO055
V108 V107 V060
GCGATATCAGTCGCCGGTTCAATGTCCGGACTAAATTGGCCAACAGTGAGCGTGCTTTACGCTTTGATGACGCTTTAAACAACGACATCAACACATTAAAGCACACTCTCGCACGCTCCGTTTTTGTTTTTGTTTAGTTCTAGCGCGCTATAACGCAG female
Read # Hit |Total head body male head
Je ke ok ok ke ok ok ke ke ok sk ke ke ek (L (O (CCCCCCCCCCCCC- e ... .. 1)))AIDID)) )Y IIINDNDDD))) L)) ) L)) L)) . Lk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total body
............................. ACTAARTTGGCCARCAGTGAG . « ¢« e e et ue et e et e et et e et e et e et e et e et e et e et e et e e e e et e et e e e ettt te ettt eie e 20 1 1.00 1 0 0 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
droEre2|scaffold 4845:21769882- der 184[CGCTATAGT--------- CAGCGGCCAAGTTACAGGCCTGATTTAACCGGTTGTCACTCECACCARATCCCARACTACTGCGAAAT TTGTTGCIGTA-GTTGTGTAATTTCCTCTG-———————~ HG-—-A-——-————— - GCG----- TGCGAG--—--—=--—- GCAAAAACAAAAACAA--ATCAAGATCGCGCGATATTGCGTC
21770039 -
ldroyak3|[2R:20371223-20371382 - | |cecTA@ART--------- CAGCGGCHARRATTIEAGGCETGATT TAACCGGTTGTCAETCECACCARATCCCAAINGACTEIC GAAATTTGTTGCTGTA-GTTGTGTAATTTEGTGTG-———————~ AN - GCG----- TGCGAG-—=---——---— GCAAAAACAAAAACAA--ATCAGATCGCGCGATATTGCGTC |
ldrosec2|lscaffold 23:275203-275361 - | |cecTBraNg--------- clgeceecrrRTTANAGGCCTGATT TAACCGGT TGTCACTCGCACCARATCCCARINIACTRICGAAATTTGT TGCTGT R -GTTGTGTAATTTEGTGTG-———————~ AR cliG----- TGCGAG-—=-=--—=---— GCAAAAACAAAAACAA--ATCAAGATCGCGCGATATTGCGTC |
ldrosim2|2r:20881534-20881692 - I |cecTBraNg--------- cEcccecArrRTTANAGGCTGATTTAACCGGTTGTCACTCECACCARATECCAINIACTRIC GAAAT TTGT TGCIGTE-GTTCTGTAATTT/EGTCTG-———————— ARR-flA - - clic--—-- TGCGAG-----————~- GCAAAAACAAAAACAA--ATCAAGATCGCGCGATATTGCGTC |
|dm3 lchror:20402555-20402710 - | |cclrBralr--------- cEccceciArrRTTANAGGCTGATTTAACCGGTTGTCACT CECACCARATCCCARMMTACTIIC GAAAT T TGT TGCIGTE-GTTCTGTAATTT/EGTCTG-———————— A —- iDL clic---—-- TGCGAG----————-~- GCAAAAACAAAAACAA--ATCAAGATCGCGCGATATTGCGTC |
droEugl|lscf7180000409464:764434~ cecerleddr—-—--—-—- BB G cipA TN Ne GG CleTGATTAACCGGT TG TC AL THECACCARATCCCARA T AL\ C GAAAT TTGT TGCIGTA-GT TGTGTAAT T T/ NT T G- - ———-——- fc---2--—---------———- cRG----- TGCGAG-—-—-—-—-- GCAAAAACAAAAACAA--ACAAGATCGCGCGATATTGCGTC
764591 -
droBialllscf7180000301754:3513120- CGCTAGAGE--------- callceocaaldTTAIAGGCCTGATTTAACCGGTTGTCA/SSCCACCARATCCCARAINTALNTC GA A AT TG T TGCIGTA-GTTGTGTAAT T T/ N TiiTh-———————- ec\-g---—-—-—-—-—--—---——————- cRlG----- TGCGAG-——-—=-—=-—=~— GCAAAAACH P — — AT/JMEGAT CGCGCGATATTGCGEC
3513271 +
droTakl|scf7180000415376:406112- cGCTleepdr—-—--—-—- HecceclaANr TANEGGClETGATTTAACCGGT TGTCAETIECCACCARATCCCARA N INCTHC GAAAT TTGT TGCIGTA-GT TGTGTAAT T TGN TTG- - ——— - ——- a--u - pG—---- TGCGAG-—--—-——-—- GCAAAAACAAAAACAL - -[A GATCGCGCGATATTGCGTC
406265 -
droElel|scf7180000491214:4602828- TEGCGIIAATEEEEEEE CAGCHGCHA A e T GAT T TACCGG T TGRC AN TIHCCANCARATCCCARR NFAINTINC Gy A ALY T T TIXE T GTA-GTTGTCTAAT T T/ NTINT G-~ ——————- A--—-A- - cRG----- THCGAG---—-—--—- GCAAAAACAAAAACAARNAECHANATCGCGCGATATTGCGTH
4602977 +
droRhol|scf7180000776849:83672-83824 colgenTidT - —--—-—- ClaG i e T GAT T TAACC GG T TGTC AN TICCANCARATCCLNAAR NFAINT NG A A A T T T T TE C T GA-GTTGTCTAAT T T/ TN TN TG — - ——————- Ay cRG----- THCGAG--—--—--—- GCAAAAACAAAAACAANACAAGATCGCGCGATATTGCGTC
droFicl|scf7180000453342:256817- cGCTlgradr—-—--—-—- CALR G e = C T GATIAT AACCGGTTGRC AE TIECACCARATCCAALI NN NI XA A AT T THT TGCEGTA-GTTGTCTAAT T TG TIT G-~ ——————- - cRG----- TGCEAG--—--—--—- GCAAAAACAAAAACAA--ATCHAGATCGCGCGATATTRCGTC
256967 -
droKikl|lsc£f7180000302277:773614~ TA----/\ai
773779 +
droAna3|lscaffold 13266:15946307- e TR T AR T NI Lk SN NG G CpilI N rdie G clgrcalgTTaACCoe T TG T CACI CHICACC AR R TR EICSAAINGAINF N C A A AT TG T TGCIGTA-CTTGTGTAAT T T{GNTRITC
15946479 -
droBipl|lscf7180000396567:436091— colgriyr AR TN NINh clechiNG chiYe i ThEdec G CleT GART TAACCGGT TG TCACLACHCACCARATCCEARINGALNTC G A A AR T TG TTGCTGTA-GTTCGTCTAAT T T/ENTHITG
436264 -
lap5 |3:18265797-18265888 + I [Icie T E— |
|droPer2|scaffold 34:211101-211192 + | [[che T — |
droWil2|lscf2 1100000004512:2094846- §---—-——--]
2094933 +
droGri2|lscaffold 15252:10859368— AneARCAAA]
10859402 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:21769882-21770039
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:21769882-21770039
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_184.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:20371223-20371382
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_23:275203-275361
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:20881534-20881692
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:20402555-20402710
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409464:764434-764591
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301754:3513120-3513271
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415376:406112-406265
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491214:4602828-4602977
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000776849:83672-83824
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453342:256817-256967
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302277:773614-773779
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:15946307-15946479
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396567:436091-436264
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:18265797-18265888
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_34:211101-211192
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004512:2094846-2094933
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:10859368-10859402

ID: Coordinate:

der 92 |scaffold 4770:12510318-12510378 + |confident | Canonical miRNA || antisense_to_CDS

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star [(iI &3 (E1(d TRV ITITT L _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity
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No Repeatable elements found
Sense Strand Reads
hide 3p readsH show mid mismatch reads
MO055
V107 v108 V060 V040
AATTCTTCAGAGCAGAAATAAGTTCCGACCACTGATTGCTATCGTAGTTCACCCGGTAGAAGCCCACTTGATTTGTGTTAATCTTAATCCAGCTGGCTTCTCCCGGAAGCGTAATGGTGGCCTCATTGTCATTGTGATTGAATATTAATGATTGGACTTCA female
Read # Hit |Total body male head head embryo
AR A R R e L N N N N O N T O O T 1))) D))o )N ) D)D) ))) i a D)) )))) ) L. Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**x 5jze Mismatch Count Norm Total body
.................................................. ACCCGGTAGARAGCCCACT TGAT « + + v e et e e e e e e e e e e e e e e e et e e e e e e e e e e e e et e e e e ettt eeeeeeeeeeeaaaeeessaaaneeennnnnaaa22 0 1 22.00 22 7 14 0 1 0
.................................................. ACCCGGTAGARGCCCACT TG e « e v v e e e e e e e e e e e e e e e e e e e et e e e e e e et e e e e e e e et e aeaaeeeeeeeaaeeeeeeeaaeeeeeenaaeeennnnaaaa 20 0 1 12.00 12 10 2 0 0 0
........................................................................................ CCAGCTGGCTTCTCCCGGRAAGC « « v v e v e e e et e e e eeeeeeeeeaeaeeeseeaaaeeesenanneeaaa 22 0 1 12.00 12 9 1 2 0 0
.................................................. ol ol ol el eli-Ne)-V-Nelof of oF- X ok N~ 3 R 1 11.00 11 7 4 0 0 0
........................................................................................ CCAGCTGGCTTCTCCCGGRA . & v v v e v e e e et e e e eaeeeeeseeaaeeeeeaaaaeeenennnneea.. 20 0 1 5.00 5 2 3 0 0 0
........................................................................................ CCAGCTGGCTTCTCCCGGAAGH. - . . oot i i i i i i e i i e ee e 22 1 1 2.00 2 1 1 0 0 0
.................................................. ACCCGGTAGAAGCCCACTTGAR . « . ottt ittt ettt ettt ettt ettt et ettt et e et e et e e e e et e ettt 22 1 1 1.00 1 0 1 0 0 0
................................................... oo el el elig-Ne7:-Ne] ol of oF- Yo i e N i 322 O 1 1.00 1 0 1 0 0 0
.................................................. ACCCGGTAGAAGCCCACT TGATT « o v v 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 ettt e e e ettt et ettt et eeeaeaaaeeeenenaa 23 0 1 1.00 1 1 0 0 0 0
................................................... o o] el el elig-Ne7: V- e o] of oF- Yo i 1N~ BN o 1 1.00 1 1 0 0 0 0
......................................................................................... CAGCTGGCTTCTCCCGGAAGC . « v v e v v e e ettt et e e e e et aeteeeeeaaeeeenaaane.. 21 0 1 1.00 1 1 0 0 0 0
Anti-sense strand reads
MO055
v107 V108 GSM1528801 M057
TTAAGAAGTCTCGTCTTTATTCAAGGCTGGTGACTAACGATAGCATCAAGTGGGCCATCTTCGGGTGAACTAAACACAATTAGAATTAGGTCGACCGAAGAGGGCCTTCGCATTACCACCGGAGTAACAGTAACACTAACTTATAATTACTAACCTGAAGT female
Read # Hit |Total male body | head follicle
WA AR R e e N N N A N Y O € 1)IN)S)) o)D) D)) D)) i )))))))) L. kR Rk kkkkkkkkkkkkkkkkkkkkkkkk*¥*k** 5ize Mismatch Count Norm Total body cells
TARAGAAGT CTCG T T T TAT TCARAGGC T « « v e v v 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 e e e e e e e e e e e et e e e e e e et e e e e e e et e e e e e e et e e e e e et e e e e e e e e e e 27 0 1 2.00 2 0 0 0 2 0
.................................................. TGGGCCATCTTCGGGTGARCTAR . « v v v e et e e e e e e e e e e e e e e e e e e e aeeeaaeseeeeeeeeeseeaeeeeseeeaaeeeeeeenaeeeenennnneennaaa23 0 1 1.00 1 1 0 0 0 0
.......... TCGTCT T T AT TCAAGGC TGO T GACTAR . + e vt e e e e e ettt e e e e e e et e e e e e ettt e e e e ettt e e e ettt e e e ettt et ettt e e e ettt e e ettt e e ettt e e et e e s e iieeeeeee 2T 0 1 1.00 1 1 0 0 0 0
............................................... V-V e e el el of oF NI o i o] €] ] el e -V o} L N O 1 1.00 1 1 0 0 0 0
....................... AGGC T GG T GACTARCGATAG . « v v v v v e e e e e e e aaaaaaeaaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaaaanaaanaaaa 20 0 1 1.00 1 0 0 1 0 0
........................................................... TTCGGGTGAACTARACACARAT TA . ¢ v v v e e et e e e e e e e e e e e e e e et e e e e e e et e e e e aee e eeaaeeeeeeaaaeeesenanneeenaaas 23 0 1 1.00 1 0 1 0 0 0
................................................ AGTGGGCC AT CT T GGG T G e v v v v v e e e e e e e e e e e e e e e e e e ee e e e e e ee e ae e seeeneeeeeeeaaeeeeeeeaaeeeeeeeaneeeeeeenneeeeenanaaaa19 0 1 1.00 1 0 1 0 0 0
......................................................................................... GTCGACCGAAGAGGGCCTTCGC A . v v v v e e ettt e e eeeeaeeeeeaananeeseaaaaeeeneannneaaaa 23 0 1 1.00 1 1 0 0 0 0
........................................................................................................... TCGCATTACCACCGGAGTAACAGTA . + v v v e eeeeeeeenneeannnnaaa 25 0 1 1.00 1 1 0 0 0 0
........................................................................................................... TCGCATTACCACCGGAGTA . « v v ettt eeeeeeeeeaennneeeennnaaaa 19 0 1 1.00 1 0 0 0 0 0
................................................. il e eleTof oy ol o eTe e il c).V-N oL PP - S 1 1.00 1 0 0 1 0 0
.......................... CTGGTGACTARCGATAGC « « + o e e e e e e e e et e e e e e e e e e e e e e e e e e e e ae e e e e e e e e e e ae e e e aeaaeeaeeeeeaeeeeeeeaaeeeeeeeeaeeeeeeeaaeeeeeeaaaeeeenanaaa.. 18 0 1 1.00 1 0 0 1 0 0
e tAGAAGT CTCGTCT T TAT TCARGGC TG e « v v v 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 e e e e et 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 e ettt et e 26 0 1 1.00 1 0 1 0 0 0
........................................ TAGCATCAAGTGGGCCATCTTCGGGTG e « v e e e e e e e e e e et e e e e e e et e e e e e e e e e e e e e e e et ee e e e e eeeaaeeeeeeeaaeeeeeeeaaeeeeaannaeeeeaaaa 2] 0 1 1.00 1 0 1 0 0 0
.............................. TGACTAACGATAGCATC AR . « e v v e e e e e ettt e e e e et e e e e e ettt e e e e ettt e e e e e et e e e e e ettt e e e e ettt e ettt e et 19 0 1 1.00 1 1 0 0 0 0
.............................. TGACTAACGATAGCATCARG . « « « v v e e e e e e e e e e e e ee e e e e e ae e e e e eeaea e s e s e eaneeseeeeeaeeeeeeeeaeeeeeeeeaeeeeeeeeaeeeeeeeeneeeeenaannneennaaa 20 0 1 1.00 1 1 0 0 0 0
............................................... .YV e e el el of oF N1 o i T o] €] ] ] e 20 BN O 1 1.00 1 1 0 0 0 0

Show Alignment With Reads “

Re-alignment of all predicted orthologs

Species Coordinate

ID

Alignment

droEre2|scaffold 4770:12510268=
12510428 +

der 92

AATTCTTCAGAGCAGAAATAAGTTCCGACCACTGATTGCTATCGTAGTTCACCCGGTAGAAGCCCACTTGATTTGTGTTAATCTTAATCCAGCTGGCTTCTCCCGGAAGCGTAATGGTGGCCTCATTGTCATTGTGATTGAATATTAATGATTGGACTTCA

|drovak3|[3R:13442046-13442406 -

|2Er ThiTTcAGARCAGARATAAGT TCCGACCACTGATTGCTHECGTAGTTCACHCGETAGAAGCCCACTTCATTTGTGTTAATCTTAATCCACICEC T ICTCCCOARGEGTAATIGTGGCCTCATTGTCATTGTGET TGAATATTAATGITTGGACTCA

droSec?2|scaffold 0:12867392-12867552

agrrcrrcacgsceararaacTrCCccEccacTolTlEGC THECGTAGT TCACCCGETAGHARNICCCACTTGAT TG TGTTAATC TTAATCCAGCTCECTCTCCNECAAGCGT/EATGGTGGCCTCATTGTCATTGTGET TINAATAT TAATGATTGGACTTCA

+

ldrosim2|3r:12035699-12035859 + | [2BrrcrrcacgcdEearaTancrrecd@iccac TG TRECATAGT TCACCCEETAGHAGCCCACTTGATTSGTGTTAATCTTAA TECAGCTCECEECTCOMECARGE G THATGGTGGCCTCATTGTCATTGTGET TAATATTAATGAT TGGACTTCA

|dm3 lchr3r:9137171-9137331 - lame_382 [pBrrcrTcadgsclcafaTEAGTTCCAEccAcT clTEGC TRISCGTAGTTCACCCGETAGHAGCCCACTTGAT TRGTGTTAATCTTAATCOAGCTCEO ST CTECCECARGEG THA TGGTGGCCTCATTGT CATTGTGET TGAATAT TATGATTGGACTTCA

droEugl |lsc£7180000409802:870715- et TCTTCAGAGCAGHAETAAGT TClicccAcTATEcEerEccTacTTNACINcGeTACkAGCCCACETGAT/IS G TG T TAATCT TlEALNCCAINC TECC YT CO e eAckife» A ¥\ s TcaclyTcaTTeTCgr T TGgr T AA A TR~ Al G AldTGGAC TTCl
870875 +

droBial |scf7180000299102:810252- et TcacaccacialdTarfTEcHeccac T TN ciirac TTRACINCGeTACkARCCEACETcATSc Tc TTAATC T TEA TECACCTCE N ECTCCCEIYeACCIeA TN G TaacyTclar TR T cler T TeAT TR AlBA TEA A GAT TGl A C TTCl
810412 +

droTakl |lsc£7180000415377:296255- agdrcrrcacaccadidaraacrciicccacTcErgNNdeciirac T TiiacldcceTachalicccaclErcaTdiTcTTAA TC TT/EA TECACSCECIXECHECCENeACC CIXeA T\ e TeGecTlgT ToTClgT T TCET TeAA A TR AN AR TGClgc TTClg
296415 -

droElel ||sc£7180000486474:475166- s c TTlen GG cAGge e ceciiGEc cac TGS cIeeE AT AG T TIEACCCGGTAGHAGCCCACHTGATMNT G T TlEA R T TleA TECACCTCCCINEC[ECCCENEACC G Tler TCdTGGecTClgTTaTClgT TG TCET TeA N EA Tdgec AR TGGACHTClY
475326 -

droRhol|sc£7180000779341:49-209 +

|2EE8c T rEARE G c A g EA cEcHcc cacTcETEc A BceTAGTTCACHcceTACHAGC ceAcrcAa Tl T G T TEA R c T TEA TECAGCTEECTICECHICEEEAGE s TEA TGeTGGccTCErTeTCET TG TCET TG A ABA TREEc AR GGAC T TCE

droFicl|[scf7180000453800:1609815~-

aercTTiaclEccaiiide Tl cldechiclccac Tl rdeddeciiTAc TTIACCCEETACHAGCCINACET AT TG T Al T TlgA TECAINETEECleTCleCCCOARGCINe A A TG TN YEC Tl Te TCleT TG TCgT T AAEA TgEc AT TSACTTCA

1609975 -

droKikl |lsc£7180000302392:698205- adelecTrcacgccaileTAnciYechiclccacTolrT—ecR T Ac TTcACINcceTACkARC I\ cleTcA T/ T T TEAlNC T TlEA TECACE T CElE T T e CieCiIeAGC c TiA TG T GllclTCleT Te TCcAT TG TGATTGAA A TgNEG Al TGlac TTCl
698365 +

droAna3|scaffold 13340:1692480- e TiT TcA GG Cc Al A ciXeclicEccaclgrEcE rddec Tallr TcacciNecTackAcc A Clr clETY ThiT G T TA AL C T TlEA TECACH TN NCETCTCCECCHAC c T A AT Gl cli T clgT TRT clgT T TiNE T T oA Al [Eleie G Al T CleAC T TClY
1692640 -

droBipl ||sc£7180000396712:2637342~ e T T T CAGEGC AR A GIXE b Ghic c Allee TS GiXeldec TAG T T CACENGG TAIRAGC CL\A ClT GlETfe Ti T G T TAARC TTA A TECACH TN NS TCTCCHCEHACI G T A A BGGIYY ccTeaTTe TClgT TR TINET TGAA TA T T/gNEG A TGRAC T TClE
2637502 +

dp5 |2:9966273-9966433 + | [~HEEc T 1B cBccackiaEr BacRcEc cac T rEaaacaT AT TRACECCATARAGC A CRIT CETReE A T2 AR T TiEA TECAGCRC e etk emAGe G TAA T GTGGCCTCRT TG TR TG T TeAATA THENEG AT S CRTCE

droPer?2|scaffold 0:10516797-10516957

rifelsc TTleA GG cAGETlEA cecilGEc cac TGl rididddeciirac T TN acldc et AL AN C A cleiT clErleleli TR T T A ARNC T T/ TECACC T EC T ClECiE N ACE G TAA TG TGGCC TClET TG TCET TG TGET TGAATA TS GAR TGl CldTClg

droWil2|lscf2 1100000004943:6220847~

affelelc T Ti\a i cAlEETe T/ Tl cilchic c Al T Gl TN AT Ac T TlgAckicciMtal\aAccccAC T TCA TS T G T T A AL T TA A T CCALNC TRCHTECINC NS AAIN NI\ A TIX G TGIc TeAT TG TCAT TINTINA T TG A ALNA T/l el T GRiA C TEhE

6221007 -

drovir3|scaffold 12855:3012175- anfdecTTiAGAGCEGAAEAR T Tceoliccac T rddigeecitracTTEacklccidraciiaccccacEreaTeliT o T TEA N T ThiAMCCAINC TELNT XS NEckE N e CliA Gk c TlEA Tl TINNec T AT To TClg T TRVTINE T TiA Alda T Tige cile T i elelelepNe
3012335 +

droMoj3|scaffold 6540:10181102- AATTCTTCAGAGCEENSA A/ enNNEEliC cACT G Tdgeee AT AT TlEACIACCINTAGHAGCCCACSTGATNT G T TlEARC T ThACCALNC T NN XL elCh S CAGINe A T GIXS NN C T/delT Tir clg T TR TINE T TG AA TA T TEeCiNe T i Yeleleleb e
10181262 -

droGriZ2|scaffold 14906:5710754-
5710911 +

AETHT Tl chfichiciidease~ XN cliciiccac oA TeIde Tl Ac TTleAClcciMraciiacccCACTTCAT T TG T TEALNC T TlEA TECACCTL N NI XS LN LR IC oAl T A A TGLXENG CC TCAT TR T CGATIA T GRT TINA ATAT TA ALBE T T{elC A RhbiNe)
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hide 3p reads H show mid mismatch reads H
MO055
V108 V060 V107 v040
CAACATGTGGTTCGCAATTTCTGTGTTCGCCATTTTGGCCGTTTGCGGGCTGGCCGGCCGCAGGTGGGGCCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCGCCCACTCCCCCACTCTCGCCCACCAAG female
Read # Hit |Total head body
***********************************(((((( _____ ((((((((((((((((((((((( __________________ ))))))))))))))))))))))) ______ ))))))_'************************************ size/Mismatch Count Norm Total body
.................................................. igelelolofelelofelelor-Ne] el el ete] ot o] D2~ B O 1 15.00 15 7 3 5 0
.................................................. i elelolofelelof o] elor:Ne] el el eTe] o R~ B O 1 11.00 11 6 3 0 2
.................................................. ielelolofelelofelelor-Nel el e ete]eloto] e} FA SO S | 1 10.00 10 6 0 1 3
.................................................. TECCCEECIHETABETEGES - © « 0 0 cacamaraban b abomocaaoanadearanananananasonooaaeandrasananananonasonooaacanarananinanansonsoa|t@ |@ 1 5.00 5 5 0 0 0
............................................................................................. CCGCCACCTGCTGCCGCGCTCC e vt v et e et et e e te e te e te et ettt eaeeieneeneea 22 0 1 3.00 3 2 0 1 0
.................................................. i elelolofelelofelelor:NeTetideTeTe! [ e T | 1 2.00 2 2 0 0 0
.................................................. ielelolefelelofeleler-Ne] et el ete] o RS~ B | 1 2.00 2 0 2 0 0
.................................................. ielelolofelelofelelor Nelehieletelclotolc [ I | 1 2.00 2 2 0 0 0
............................................................................................. CCGCCACCTGCTGCCGCGCTCCC t v v et e et ettt e te e te ettt ettt eeeieeeee. 23 0 1 2.00 2 1 0 0 1
............................................................................................ GCCGCCACCTGCTGCCGCGCTCC e v v e v vt e te s te e eesaeeteeaeeseeenesaeeneenennnenaaaa23 0 1 2.00 2 2 0 0 0
.................................................. TGGCCGGCC G AGG TGGGGl. « + - v v ottt e et e e ae e e e aeesoeeaeeaeeaeeeeeaneesnessnesoeeaeeoeeaeeaeeonesesonesoeeaeeneeaneennaneeas20 1 1 1.00 1 1 0 0 0
.................................................. ielelolofelelofeleler:Ne] et e ete]e) - NS~ O B | 1 1.00 1 1 0 0 0
............................................................................................................ GCGCTCCCTCCTCTCGGCC AR . vt ettt ettt seestesaesaeenennneeaaaa 2 0 1 1.00 1 0 0 0 0
.................................................. ielelolofelelofelelor-N el et elete] ot e A RO 3~ B | 1 1.00 1 0 0 1 0
............................................................................................ GCCGCCACCTGC TG GG T e v v e v et et e e ee s tettesteeeesaeeseesnesaeeneenennnenaaa 2l 0 1 1.00 1 1 0 0 0
.................................................. igelelolofelelofelelor:Ne] el e ete] ot o ] S R O 1 1.00 1 0 1 0 0
.................................................. ielelolofelelofelelor-Nel et elete]elote]e! - RS~ P S 1 1.00 1 0 0 1 0
.................................................. ielelolofelelofelelor:NelehieletelcTe) A2~ B 1 1.00 1 0 0 0 1
........................................................................................ i:Yelelelel o] eteloy-Nel ok xel ok sele): - FA R~ 0 B | 2 0.50 1 0 1 0 0
Anti-sense strand reads
MO055
V107 Vv108 V060
GTTGTACACCAAGCGTTAAAGACACAAGCGGTAAAACCGGCAAACGCCCGACCGGCCGGCGTCCACCCCGGCGATGGAGATGGACGTGATGCCGGCGEGTGGACGACGGCGCGAGGGAGGAGAGCCGGTTCTTGGCGCGCGGGTGAGGGGGTGAGAGCGGGTGGTTC female
Read # Hit |Total male body head head
************************************(((((( _____ (((.(((((((((((((((((((( __________________ ))))))))))))))))))))))) ______ ))))))'_*********************************** size/ Mismatch Count Norm Totalbody

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species |Coordinate

ID

Alignment

O O O O O O P O O O O O O o oo o o o o

head male embryo

droEre?2

scaffold 4770:1383614-1383779

der 85

CAACATGTGGTTCGCAATTTCTGTGTTCGCCATTTTGGCCGTTTGCG---GGCTGGCCGGCCGCAGGTGGGGCCGCTACCTCTACCTGCACTACGGLCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCGCCCACTCCCCCACTCTCGCCCACCAAG

larovak3||3R:1488692-1488857 -

”dya_SO ”CAACATGTGGTTCGCAATTTCTGTGTTCGCCATTTTGGCCGTTTGCG———GGCTGGCCGGCCGCAGGTGGGGiCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCECCCAC@CCCCCECTCTCGCCCACCAAG

larosec2|scaffold €:1229707-1229872 - |

”CAACATGTGGTTCGCEATTTCTETGTTCGCCATETTGGCCGTTTGCG———GGCTGGCCGG@CGCAGGTGGGGECGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCGCCCAC@CCCCCECTCTCGCCCACCAAG

larosim2|[3r:1012835-1013000 -

”CAACATGTGGTTCGCEATTTCTETGTTCGCCATETTGGCCGTTTGCG———GGCTGGCCGGGCGCAGGTGGGGECGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCGCCCACGCCCCCECTCTCGCCCACCAAG

|dm3 lchr3r:1108441-1108606 - lame_384|lcancaTeTeeTTcac@ATTTCTRIGTTHGCCATRITGGCCGTTTGCG- - - GGRTEECCEECCECACETEEEEHCECTACCTCTACTGCACTACGGEEEECACEEEETEECECECTCECTCCTCTCGGCCAAGAACCGCGCGCCCACHCCCCClCTCTCGCCCACCARG

droEugl |lsc£7180000409766:16869-17034 CAACATGTGGTTHGCAATT TCATHT THGCCATTTTGGCCGTTTGCG---GERTEeCceehcecalleTeeaefgcGeTACCTCTACHTGCACTARGCECECECACCTECTECECECTCChThc i \cGaceancaaccalochjcccaclgccceccTiitcceccaccaac

droBial |lscf7180000302411:860218- CAACATGTGGTTCGCEATTTCEATHTTCGCCTeTGGCCCTETGCG---GGCIEEECEECCECMGETCEEEHCGCTACCTCTACCTGCACTACGCECECCACCTECTECCCEETCC cTCCcTldecGaCccanGaAccaeaeaeccaclcclgcclerlgrceccecaccanc
860383 -

droTakl |lsc£7180000415789:282569- CAACATGTGGTTHGCEATT TCATT THGCCAT TTTGGCCGTTTGCG---GGCTEECCECHCECAGETCGEEHCECTACCTCTACCTGCACTACGGEEECCACCTECTECEEEEETCC T CcCTdcaaicancaacceeceaeccacccceceTeTececccaccanly
282734 +

droElel |lsc£7180000491021:376339- CAACATGTGGT THGIEAT TT A THT THGCCAT T T TGGCHGT TTGCG- - - GGITGECCEEICECAGCGTCEEEICEC TACC TITACCTGCACT ANGGEEEECACCTECTECCCECTClC tlec TiXecaclcaailaacccllecicccacilccececactiirceeccaccaac
376504 +

droFicl ||sc£7180000453850:483104- CAACATGTGGTTCGCEATTTCRGTTTCGCCTTTTGGCCGTTTGCG- - -GGCTGECCEEHCGCEGGTGGGGHCGC TACCTCTACCTGCACTACGGEEEECACCTECTECCHCECTCOC Tlec TclecldcccancanceaeacfdcceacccldcclcTcTcGcccACCAAG
483269 -

droKikl ||sc£7180000302461:523333~ CAACATGTGGTTCGIEAT TTCEGTTTCGCCATTTTGGCEGTTGCG- - - GcTGCINGCHC GClECET GGGGHCGC TACC TITACCTGCANT ANGGEEEECACCTECTECCHCECTCLNTEc Ti¥\cil\cccancanccallecceccaclccceclgcTCTCGCCCACCAAG
523498 -

droAna3|scaffold 13340:23291617- CAACATGTGGTTCGHEATTTCEGTIITTCGCCr TlaTcGccTTThc G- - - clicTeacideciiccifdeiiTeeee i\ eiIrAccTeTACC TGCACTACGCHCEHCANCTEETECCHCEET e Tlec TiXecEcccaallaaccoejcGeeCcACEcCcCCCACTCTCGCCCACCAAG
23291782 -

droBipl |lsc£7180000396395:295439- CAACATGTGGTTCGHEATTTCEGTRTTCGCCETr TETcGccT T ThllG - - -cGcTeecgeciiccifdciiTececcileerAccTlgracc TeecacTACGGEEEEEACCTECTECCEEEETCC rlec TchlcicccancaaccachjcceeccaclcccecldeTeTececcaccaac
295604 -

EE |2:21677107-21677272 + | lcaacarcreeT TS TENSTRr TCcclETEagscCcGTETGCG- - - GlicTeecceecEiINeTGGEECcEcTACc TlgTaccTGeAC TANGCECEECANETEcTEccececTopC T Teci¥¥\caacaaccaliceaeccaclgcceccTeTeeeccaccaal) |

ldroper2|scaffold 3:4461895-4462060 +

lcaacarcreeTTHcHge TENSTRr TCcclETadsccceTETGC G- - - GlicTeecceelcEiINeTGEEECCcEcTACc TlgTaccTaeAC TANGCECEECANETEcTEccececTonC T Teci¥¥\caacaaccalicceeccaclgccececTeTeeecgaccanl)

drowil2

scf2 1100000004943:12820461-

12820629 +

aaflarereeTTiMAE TR G T Thichies rEThc clicEe T cc cldleaciiirccccecccecal¥NrccccciiciiT Acc TlgT ARR TR C Al T AR S NCElECANICTIRIFEC N CLIFC O i i T cocecanilaaficcliccllcceacile cldecic Tidrcl\cccaccaac

droVvir3

scaffold 12855:7804371-

7804535 +

FAACATGTGGT Tichpte TEeciNeTHT ThiccRa T TETEcceo T o e - - - cearicciNeciiceNalNNrcceciic el Acc TC TACCTGCACTACGGECECCACHTECTECINCCCTCLN Tl c T cldcccecancaniicocicceccacleccldcclgcreTeaeciIaccaal)

droMoj 3

scaffold 6540:23024005-

23024170 +

canrEATGTGGTTCLgNeTaNs T T TG Cila T TETcccoTTlgc co- - - camilecceeiicccalNNTGeEEC el AccTgTAcCc TGCAC T ARG GECEECACHTIETECEINEECTec /e c Tler cllclic aacaaficeclicceccaciieclgcclgcTeTeeeccaccanly

droGri?2

scaffold 15074:4359081-

4359244 +

FACATGTGGT Tichpte TeciNe T T ThicCRA TTETEc ceceT GG - - - ciaricchicciicccal¥NrcecciiceliTAcc T TARC TGCAC TAlGGEEEECACHTECHNCCLNCCCTCLN Tl c T i\ c oo clgn afla alic ccicic cleacleccldccléc te e cijaccaal)
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491021:376339-376504
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453850:483104-483269
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396395:295439-295604
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:7804371-7804535
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:23024005-23024170
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:4359081-4359244

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

der_ 84 |scaffold 4929:17507659-17507715 + |confident | Canonical miRNA ||intron

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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Genomic Position 19 20 21 22 23 24 % | | | |
Size Condition 17,507,640 17,507,680 17,507,720 17,507,760
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dere\GG10569-in]; utr5 [utrS minus 2991]
No Repeatable elements found
Sense Strand Reads
hide 3p reads show mid mismatch reads H
MO055
V108 V107 V060 MO57 V040
CACGACCGCAAAACTAGTGCTTAGGAAGTCATGAGCACGCCCACGCCCACTCCGGGGTCGGTTCAGGGCCAGCAAGT TCCACTGCCCCATGAACTGACCGCCGAGTGGACCGTGCGAGCACATCTAACTTTTGCCCGAGCCGGAGAGACAGTGCAAA female
Read # Hit Total head male body | head embryo embryo
dedkde kg ke kde ok ko ko ko dkdkkdkk k(L CCCCCC CCCCCCEEeECeCel (e, 1)) D)) IIIIIII))INID)))) L)) ) ) L)) L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total body
.................................................. g ofoletelelel olelel il of-Ne] Tl ooy NN OO R 1 26.00 26 9 13 1 2 0 1
.................................................. TCCGGGGTCGGTTCAGGGCC « « ¢ v e e e e e e et et e e e e e e e e e e e e et e e e e e e e e neene e eneenaeaaeaaeeaeennenaenaeas20 0 1 8.00 8 5 3 0 0 0 0
.................................................. TCCGGGGTCGGTTCAGGGCCAG . « « e e v e e e ettt e e e e e e e e e e e e e et e e e et e e et et ettt te et eeaeneeneen. 22 0 1 7.00 7 3 3 0 1 0 0
.................................................................................... CCCCATGAACTGACCGCCGAGT . « v e v vt e eeee s eaeneeeenennenenaeaeneeaeneeaeneeae 22 0 1 3.00 3 3 0 0 0 0 0
.................................................. i o]elelelelehi ofe el il oF-elc]e o NN PPN BN ¢ 1 3.00 3 1 2 0 0 0 0
................................................................................... GCCCCATGAACTGACCGCCGAGT « &+t e v e e eaeeeeeeeeeeeeaeeaeeaeeaeeneeneenaennenaaa23 0 1 2.00 2 0 0 2 0 0 0
................................................................................... GCCCCATGAACTGACCGCCGAG . « v e e e ettt ettt ee e et te e ie e ta e 22 0 1 2.00 2 0 0 2 0 0 0
............................................................................................... GACCGCCGAGTGGACCGTGC e « v e v e eee e e e e e eeeeeaeneeaeneeaenenae. 20 0 1 1.00 1 1 0 0 0 0 0
.................................................................................... CCCCATGAACTGACCGCCGAG . + ¢ v e e v et et e e e e e eeeaeeneeaeeneeneeneennennenae2l 0 1 1.00 1 0 0 1 0 0 0
.................................................. i ofoleleleleli olelel il oF-Neelel oo - RN PPN N 1 1.00 1 1 0 0 0 0 0
................................................................................... GCCCCATGAACTGACCGCCG « & v v e et ettt et ettt e e et ee et it eea e 20 0 1 1.00 1 1 0 0 0 0 0
.................................................... CGGGGTCGGTTCAGGGCCAG « - « « v v e v e e e e e e e e e e e ea e e s n e eaetaseneeneeaeeaeeaeeaeeaaeeaeeaeeaseneenaeaneaaaa20 0 1 1.00 1 0 0 1 0 0 0
.................................................................................... CCCCATGAACTGACCGCCOll. . v vttt i i i i e et ei e e 200 1 1.00 1 0 0 1 0 0 0
.................................................. i o]ofelelelehofelel i oF-NeTeTeTolos.Ve: [N~ 2¢ S 1 1.00 1 1 0 0 0 0 0
.................................................. i ofelelelelehofelel il oF-Neleeto]e:: . AN PR~ B 1 1.00 1 1 0 0 0 0 0
.................................................................................... CCCCATGAACTGACCGCC. - . oot i i i e e e i e 190 1 1.00 1 0 0 1 0 0 0
.................................................. TCCGEGEGETCGEETTCAGGGCCAGTA . - < - o s o s et et seaaaaaaaaaanaaeaoas s oaetasaasaaaaaaaaaaaaacaacaacaacastananaaaaaa-24 0 1 1.00 1 0 1 0 0 0 0
......................................................................................... TGAACTGACCGCCGAGTGGACCG « « + v v et e te et et ee e eeeeaeeeeaenaeaeneeaen. 23 0 1 1.00 1 0 1 0 0 0 0
Anti-sense strand reads
MO055
V060 V107
GTGCTGGCGTTTTGATCACGAATCCTTCAGTACTCGTGCGGGTGCGGGTGAGGCCCCAGCCAAGTCCCGGTCGTTCAAGGTGACGGGGTACTTGACTGGCGGCTCACCTGGCACGCTCGTGTAGATTGAAAACGGGCTCGGCCTCTCTGTCACGTTT female
Read # Hit |Total head male body
ek ko kokdkdkkkokdkkkokkokdkkdkkdkkdkrdkrdkknk (L (OO COCCCECCeCECe-(CCeennnnn.. 1)) )))IIIIIIID)) IDID)))) L)) ) ) L)) L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* 5jze Mismatch Count Norm Total body
............................................................................... LT XoeTeTet ek Xokii e XoLi LN PR - S 5 0.20 1 0 0 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|scaffold 4929:17507609- der 84 CACGACCGCAAAACTAGTGCTTAGGA-———-— AGTCATGAGCACGCCCACGCCCA--————-————- CT--—-——-—- CCGGGGTCGGTTC-—-——-—-— AGGGCCAGCAAGT---TCCACTGEECCATEARCTEACCECCEACTGGACCGTGCGAGCACATCTAACTTTTGCCCGAGCC-—-GGAGAGACAGTGCAAA
17507765 +
ldrovak3|21:17804689-17804845 - I lcaceaccecgaracilacrccrTaGeg------ AGTCATGAGCACGCCCACGCCCA--—-—-—-———- CT-—-—————- kici\ccolEceeTTe-—-—-—-—- AGGGCCAIXCAAGT---TcClgcTGECCCATEAACTCACCECCEACTGGACCGTGCGAGCACATCTIACT TTTGCCCGAGCH- — - GGGAGECAGTGCAAA |
ldrosec2|scaffold 1:2782004-2782360 - | lcaceacceeanaacilacrceTTAGCE------ AGTCATGAGCACGCCCACGCCCA--—-—-—-—-—- BT—-——————- licceealgceeTTe-———————- AGGGCCAGEAEGT---TCCACTGECHCATCAACTCACCCCCEACTGGACCGTGCGAGCACATCTAACT TTTGCCCGAGCH-—-GaolcalaclecTccana |
|drosim2|2r:5952866-5953022 - lasi 32440 |caceaficccaraacacTelirTAcE------ AGTRATGAGCACGCCCACGCCCA--—-—-—-———- c------—--- CCGGGGECGGTTC—-—-—-—-- AGGGCCAGEAEGT---TCCACTGECCCATCAACTCACCECCEACTCGACCGTGCGAGCACATCTAACT TTTGCCCGAGCH-—-GacallaclgcTecana |
lam3 lchror:5150260-5150416 - ldme 381 |caceacceeaaaacacTclirTAGCE------ AGTCATGAGCACGCCCACGCCCA--—-—-—-—-—- CT-—-—————- T/olelelelelc/olelehili FoREEE AGGGCCAGEAEGT---TCCACTGECCCATCAACTCACCECCEACTGGACCGTGCGAGCACATCTAACT TTTGCCCGAGCH-—-GagcallaclecTccana |
droEugl|lscf7180000409183:792454- ’@CGACEGEAAAEAGTGCETAGGE —————— AGTCATGAGHACGCCCACGCCCA--—-—-—————~ CT-—-—-—- leleCc CGGOIECGGTTC————————— lccceccaccaEcT---TcCACTGECCCAEGAACTCACCECCEACTCGACEGTICGAGCACATCTIACT TTTGCCCGAGCH- - - GCGAGECBGTGCARA
792613 -
droBialllscf7180000301506:1574189- ieci\aficccaEanEnErciferacclE------ ACECATGAGCACGCCCA DR CGGCCACGACCA[CHEEEEEET CCGGGGECGGTTC--—-—-—-- eccidcaccalEcT---ccacTGECCCAEGAACTEACCECCEACTCGACEGTGCGAGCACATCTACT TTTGCCCGAGCC-—-GGRGAGECIMGTGCARA
1574351 +
droTakl|lscf7180000415274:108721- ’EGGAECGCAAAACEAGTGCETAGGE —————— AGTCATGABCACGCCCARREEE. CGCCCACGCCCA[CHEEEEEE CCGGGGECGGTTC--—-—-—-- pcceccacEnecT---TcCcACTGECCCATCAACTCACCECCEACTCGACETRcGEccacATCTdACTTTTGCCCGAGCH- - - GOlGAGEICHGTGCARA
108883 -
droElel|lscf7180000491201:975383- FCGAECGCAAAAGTGCTAGGE —————— AGTCATGAGCACGCCCA R CGCCCACGCCCA[SIEEEEEFE CCGGGGEcHGTTC--—-—-—-- pececcallcaEcT---TccACTGECCCATCARNTEACCECCEACTCGACEGTGCGAGCMCATCTACTTTTGCCCGAGCH- - -GolcacECEcTGCcARA
975545 -
droRhol|lscf7180000777222:43377-43539 [eccalicccananAGTGCETAGGE-————- AGTCATGAGCACGCCCARREEE. CACCCACGCTTA[CIEEEEEFE CCGGGGECGGTTC--—-—-—-- pececcallcaEcT---TccAcTGECCCATCARNTEACCECCEACTGGACEGTGCGAGCACATCTACT TTTGCCCGAGCH- - -GClGAGECEGTGCARA
+
droFicll|lscf7180000453851:1124245- F¥EccalicGeanEAIXENG T GCETAG G XREaEA GTCATGAGCACGCCC A - CGCCCACGCCCA[SIEEEEEFE CCGGGGECGGTTC--—-—-—-- lcceccaccaEcT---fgccacTGECCCATCACTLMACCECCEACTGGACEGTGCGAGCACATCTMACT TTTGCCCGAGC---GalcacEcEBcTGCcAAA
1124413 +
droKikl|lscf7180000302476:544626- e T G ClET A\ - - -acTCATGY aceiYecaccalEcT- - -fgccldcTcEECEAEGAACTEACCECCEA GGt cTaeGlgscacaTeTldacrTToeccalgsci}---GeacaclccTecaaa
544740 -
droAna3|lscaffold 13266:8418810- e cAlc Ghga AlCh T GC TEAGGE- - - AGTCATGJSCACGCCCACECCCA-—---- SXeITe Nl Nel Telelelic G c XL C S T[Tl el X deTelelc GGl AG CAEG T - — - TCCACT G CASGAlC TEACCECCEACT GG ACEcTGeGaGCMcaTc TAACT TTGCCCGlgeCl- - - GalgcacaccTacalea
8418987 +
droBipl|lscf7180000396759:393794- eccrficeianancmTGCETAGCE- -~ AGTCATGH8CACGCCCACGCCCA--—————————~- CT--—--—-- [elelic cccclgci\clerlelelTelst Sifelelelebic Ghic A C AleGlsifelslec C AC T GECCCAEARCTEACCECCCACTGGACEGTGCGAGCMcaTTlEACTTTTGCCCalgecly- - - GalgeallacEc TilcAlea
393962 -
B |3:9218217-9218361 - | [Bacc: ———: G TG CET ARCEE- - -eacTEA TEECACGCCo R CTGCCREEEEE. - BcchiicEcccgrc@-------- BTN L cfel- - -Fcclgc T cEEE e Al e T EACIEECCERET cc A cllcTocclcccaTcTEacETr TTocccclccc---coacacEcgcTecalla |
ldaroper2|lscaffold 4:4541378-4541522 - | [Bacc: ——: TG CET ARCEE- - -XeacTEATEECACGCCo R CTGCC -----—--- Becificlcecrcly-------- GG i Glsi - - —cclec TiECCCAREAECTEACEEECEAGT cGACG TaeclicccaTcTlacET TTGCCCalGCC- - -GGAGAGECEGTGCAlA |
GroWilz|scE2_1100000004622:1723460- ———————— ————————————— _Em— e e 7 CC T GOUOATCARTIGACHE0CBAINEC CA CGT CCOHCCHC AR g (R TH0CCCOERE - - - GOMGACRCAGTCAAA
1793540 +
Grovirs|scaffold 1267514839721~ R = _em— = T [ [ GOCTOATCAEORBACCR0CBABEG G~ G TOC G A CARC TEA R TG CRC OG0 (RaagG CHeA R ACTO RS
14439802 -
arotio33|scatfold 6496:9905127- = = - T B OO oA TCAEeTACEROEEAEEC ;A CEo T oc B AR 1B (B Bech- - - GoleAGRCACTCCAE
9905206 -
I —
droGri2|scaffold 15245:14436443- e — — = = = e B-----—--- e — = = = = = = = = . 1.G T - - —fgc Cle T GECHCATEACTEACCEECEACT GG A C\G Taealccldcaldc Tleacidr Tldccllcclcec - - -GeacaccacTecnlds
14436529 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:17507609-17507765
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:17507609-17507765
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_84.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:17804689-17804845
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:2782204-2782360
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:5952866-5953022
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32440.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:5150260-5150416
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_381.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409183:792454-792613
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:1574189-1574351
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415274:108721-108883
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:975383-975545
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777222:43377-43539
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:1124245-1124413
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302476:544626-544740
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:8418810-8418987
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396759:393794-393962
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:9218217-9218361
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:4541378-4541522
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004822:1793460-1793540
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:14439721-14439802
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:9905127-9905206
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:14436443-14436529

ID: Coordinate:

der 1119 |scaffold 4845:12896811-12896865 - || confident |3p_tailed_mirtron |intron

Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature Star [TTTX SUPNTTNOOT, misnatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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12896920 12886880 12896840 12886800 12896760 o | I | I | & N1 .
P P>
Genomic Position 19 20 21 22 23 <@ | | | I |
Size Condition 12896920 12896880 12896840 12896800 12896760
Genomic Position
Hairpin partition -8 Sense -#= Antisense Mature -e— Star
Hairpin partition Mature @ Star
der_1119_annot [-12.8]
Show Alternate Folds H
Flybase annnotation
intron [Dere\GG20657-in]; CDS [Dere\GG20657-cds]; CDS [Dere\GG20657-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
MO055
V108 V107 M057 V060
TTGATTTGTTTCCATGGGATGCGGGCACTGATAACGGCATCTCTTATATGGTAAGATTCAATTGATATTTCATCTGCTAAATATTAAATGGATCTTTCTTGGTAGTCACCCAACTCAGAGACGCAACCTCCGGAAAGGATGTATCGCATCACCAC female
Read # Hit |Total head male body |embryo head
de ke ok e ok e ok ek ek ke ok e ok ek ko ke ke ke ke ke ke ke ke ke ke ko (O CCCCCCCCCe e e DI INIMI))) e kkkkhkhkhkkkhkhkkhkhkkhhkhkkhkhkhkkkhkkkhkkkhkkkkkkkkkkkkkkkkk*k**x*x* | gize Mismatch Count Norm Total body
................................................................................ ATATTAAATGGATCTTTCTTGGT « « + e v v e ettt e te e et et et ee e eeenaenaenaenaenaen 23 0 1 17.00 17 8 7 1 0 1
................................................................................. TATTAAATGGATCTTTCTTGGT ¢ - « e e e e e e ee e e ee e e eee e e e ea e eeaenaenaanaanaan. 22 0 1 10.00 10 4 5 1 0 0
................................................................................ ATATTAAATGGATCTTTCTTGG  « « v e v v e ee e e ettt ee e et et e ea e eaenaenaenaenaen 22 0 1 9.00 9 2 1 6 0 0
.................................................. GTARAGATTCAATTGATATTT . + ¢ . e e ettt e e e et e et e et e e e e e e e e e e e et e e e et et te e et te e etaetaeaanaenaenaen. 20 O 1 5.00 5 1 1 3 0 0
................................................................................ ATATTAAATGGATCTTTCTTG ¢ « ¢ v v e v e ettt et e te e et et et e ieeieeaenaenaenaenaen 2l 0 1 4.00 4 2 0 2 0 0
................................................................................ ATATTAAATGGATCTTTCTT « « e e et e et e et e e et et e e e e ta e ta e eeaenaanaanaanaanaan 20 0 1 2.00 2 0 0 2 0 0
................................................................................ ATATTAAATGGATCTTTCTTGGE . « « ¢ v ettt et et et ettt e i e eie e e 231 1 1.00 1 1 0 0 0 0
................................................................................. TATTAAATGGATCTTTCTTGGR. - ¢ o ittt ettt et ittt ettt ie e 22 1 1 1.00 1 1 0 0 0 0
................................................................................. TATTAAATGGATCTTTCTTGG « « ¢ v e e ee e ee e et et et e e e et ee e eeeiaeaennenaen. 20 0 1 1.00 1 0 0 1 0 0
.................................................. GTAAGATTCAATTGATATT « ¢« ¢ e e et e e e e et e e e e et e e e e et e e e e et e e e e e e e e e teeneneeaaneeeeaenenaeaenenneaenana19 0 1 1.00 1 1 0 0 0 0
........... 000\ elelel il eloleTeleloy- ok el X ).V AP~ S 1 1.00 1 0 0 0 1 0
................................................................................ ATATTAAATGGATCTTTCTTGH. - ottt i i i i i et ei e e 22 1 1 1.00 1 0 1 0 0 0
....................................................................................................................... GACGCAACCTCCGGAAAGGATGT. . v vvvuevn... 23 O 1 1.00 1 0 1 0 0 0
.................................................. GTAAGATTCAATTGATATTTCAT .+« v ettt e e et e et e et e et e e e e e e e e e et e ettt et et et et te e ieeiaeaenaenaenaen. 23 0 1 1.00 1 0 1 0 0 0
Anti-sense strand reads
AACTAAACAAAGGTACCCTACGCCCGTGACTATTGCCGTAGAGAATATACCATTCTAAGT TAACTATAAAGTAGACGATTTATAATTTACCTAGAAAGAACCATCAGTGGGTTGAGTCTCTGCGTTGGAGGCCTTTCCTACATAGCGTAGTGGTG
Read # Hit |Total
de e ok e e ok e ok ok ok ok ok ok ok ke sk ke sk ke sk ke sk ke sk ke sk ke ke ek ke k(. (CCCCCCCCe e e e nn. I ININ))) e hkkkhkkkhkhkkkkkkhkhkkkkkkkhkkkkkkkhkkkkkkkkkkkkk*k**** gsize Mismatch Count Norm Total
No data available in table
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|scaffold 4845:12896761- der 1119||TTGATTTGTTTCCATGGGATGCGGGCACTGATAACGGCATCTCTTATATG ARG AT S S S AN ATTCATATTHCA - ——-—-———- T--CTGCTA--ART==A===== T-—--T-AAATGGATCTTTCTTGGTAGTCACCCAACTCAGAGACGCAACCTCCGGAAAGGATGTATCGCATCACCAC
12896915 -
ldrovak3|2r:18521992-18522146 - | |TTGATTTGTTTCCATGGGATGCGGGCACTGATABCGGCATCTCTTATATGETAANAT === ooooooooos oo oo s SqCA=SATNCATATITCA T-—-—T-fAATGGATCTTTCTTGCTAGTCACCCAACTCEGAGACGCAYCCTCCGGARAGGATGTATCGCATCACCAC |
droSec2|scaffold 1:10453829- TTGATTTGTTTCCATGGGATGCGGGCACIGATACGGCATCTC T T A A TG AR AT e s e S CA= AT CATATT T Clofyele- - - —--- - -¥¥ecTa--ART--A-—--- T-—--T-AAATGGATCTTECTTGGTAGTCECCCAACTCEGAGACGCAACCTCCGGAAAGGATGTATCGCATCACCAC
10453988 +
ldrosim2|[2r:13615978-13616137 + ldsi 8688|TTGATTTGTTTCCATGGGATGCGGGCACEGATACGGCATCTCTTARATG TEUIAC c CAREN--——-——- T--I¥X&CTA--AAT--A-———- T-—--T-AAATGGATCTTYCTTCCTAGTCECCCAACTCGAGACGCAACCTCCGGARAGGATGTATCGCATCACCAC |
am3 lchror:12945306-12945467 + || |TTGATTTGTTTCCATGGGATGCGGGCACTGATACGGCATCTCTTATATG TIUIATAT c TGl T--[NXCcTA--AAT--A-—-—- T-—--T-AAATGGARCTTECTTGETAGTCACCCAACTCEGAGACIICAACCTCCGGARAGGATGTATCGCATCACHAC |
droEugl|[scf7180000409672:2173216- TTGATTTGTINgCCETGGeATGCGGGHACcArcccaTcTCATARATG Al\CATTATTG T-—-—T-pfiaTceaTIT TTCiMTGefdacTcacccanprcldcalaccealdccTeccealgaciIaTcTaTCGlfaTCACCAC
2173369 -
droBialllscf7180000301754:5193485- T--—-T-faATcCATHTr TGN ccercTclcccanfiTccacaciicalgcclicceeanfdcEaTcTABCGCcATCACCAC
5193643 +
droTakl|(scf7180000415398:45988— acaiccifeliaifele cifelelelNielelelelele N c FACIG Telelc cc ANl NINE <l i GATTTCT TUT-EE------ STTAAATGREEEE B--cTicTi--AAT--A--—-- Claaa e TC - - - -Cliajiaciiliic TiNele T ceTcINecacccEcac T TeCe A c G TAGHA COINIINNINA A TS
46144 +
—
droElell|[scf7180000491027:91703- NI\ el /T T CcCldTGGGATGCGGGCACEGABAGCIESNTC T TATATG GGTTTTCC TCG-FE------ A T--CTRRTA--EGAT--Alg--—-T- - -~ T-[Sarf S SIS T ThiT ThlelT A G T clifecile s cINle clNc e c cilc cic rffeicleTeledeT cccaTc AlXeic
91859 +
droRhol|lsc£7180000780084:376378- TTGATETGTITCCTGGGATGCGGGCACGATAGNGGHATITCIATATATG AlG TTEAGA GAGT/NAGGCEEEEEEE - -cfer - -AAT--A--—-- o-—--T-anraccaldiTTcTTecEAcTclgcceaniirclecallacldcaldccTeceealgaciaTeTaldccecaTcaccac
376535 -
droFicl|lscf7180000453948:2484365- TTGAETGTINgcCETGeeATGCGGGCACGAANGclATCTCTARBATG AGIAT — - INGAINEIT/NITIELiC - R caGcaTCIEEGINEE TR T-—--T-farcciiEmsec tdccTacTcacccancTClgcaGACEcaldccTecllealgaGeaTGTAcGCATCACCAC
2484520 -
droKik1|lsc£7180000302470:1382810- TTGATETGTRTCCTGGGATGCEGGCACEGARANGGIATCTCTTATATGET CACE A AT T AT fcA—--—--—--—- T- - QTR Th- - Fer--al- - - B\ -—-1-faaRccildNersirrelitAc TcacccariicldcacaciicalcclecccealgaceaTaTalCcGeaTCACEAC
1382966 +
droAna3|lscaffold 13266:13654913- TEGATETETET CCATGGGATGCIAGGCACTGATAGNGGCATAT CTATATG TAAAAA e T TEATIT T - - — - ——————- T-- LY T~ - AT --A-——-- - - EEEmee i T\ Thife~ s Tclec ccaniiT clcacacicalgccTececrgecilaTaTAccaTeackaC
13655061 -
droBipl|[scf7180000396759:2481828— TTGATETETITcCcATGGGATGCRGGCACTCARRGNGGCATHTCTATATG TACACTT --B5--fiTT ACCGCAAINNIaTANC[iccajfic TINEINE TSIV TN NI NC F\CHNIelelel NG Cle A IideldAClole TSI N T/XE
2481987 +
dp5 |3:6185943-6186101 + | [rBearTrerRrecrecearccleceacTcrgrgiccaTcRcrTaBATG STcGeATGCCTC G- - -[SCHE T R B ———E-faaT i Telsic TAc TclgcceanfiTcacaacicaBccldccocandeilaTeTaldcceaTliacEAC
droPer2|lscaffold 2:6400794-6400952 TTGATTTGTTCCTcGeATGClGGCACTGARGNGGEATCIcTTAATG §TCGGATGCCTCGIEE- - -SRI TI B cEEEEE - ——-f-faarcilddr rlferiicTAc TcfgcceaniircacailaciicaldccldccecanlceaTeTaldcccaTiacac
+
droWil2|lscf2 1100000004822:956819- TTRATETHTRAT cClTcccaTcCldcccaccaArGuccCATIRAC T TATAT CETA G N Y.Vt
956974 -
drovir3|lscaffold 12875:6083671~ TTGATHTRATRITCCcATGGGATGC8GGCACTGAMAdCGGCATCACETATAT GEHECA NI e E e
6083826 -
droMoj3|lscaffold 6496:23957666- TTGATETETRT CCEBTGGGATGCGGGCACTGARAEcGGCATMICTTATATG ATAACTCTGG T —— CT - -Erifera - - e =A== = == = R A AN TN NN A s Tcldc ccancldcicacachc Aldcclcdscardcda Te TASAGEA THA CEAC
23957822 +
droGri2|lscaffold 15112:984372- TTGATETGTTTCCATGGGATGCHGGCACEGATACGGCATIRACETATATG TAAATATTAAGGAATTACAAACATATTTCT.AG-—-—-- ATTCGAGGATTATHEE- - - TSRS T{E T SEEEE - —— PRt Tlelir ThicTAG TCcccaaccEcacaceealgccTcddcAldecEa T ARG Thia ClaC
984553 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:12896761-12896915
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:12896761-12896915
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1119.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:18521992-18522146
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:10453829-10453988
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:13615978-13616137
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_8688.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:12945306-12945467
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:2173216-2173369
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301754:5193485-5193643
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415398:45988-46144
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491027:91703-91859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780084:376378-376535
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453948:2484365-2484520
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302470:1382810-1382966
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:13654913-13655061
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396759:2481828-2481987
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:6185943-6186101
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:6400794-6400952
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004822:956819-956974
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:6083671-6083826
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:23957666-23957822
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15112:984372-984553
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Genomic Position 18 19 20 20 22 23 24 % | | | |
Size Condition 1294950 1294900 1294850 1294800
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dere\GG11189-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
MO055
V108 V107 MO57 V040 V060
TCTGTATCCTGTGTGCCAAAGTTGGCACTGCCACTGGTGGCGTGTTGGTAATGGTGCTGGTGTGCTGATGTGCTGGTGTGTCATGCAAGGACCAAAGAGCAAACGCACTTAGACACACCAGCACCAACACCAGTGCCGAGCTCAAACACTTGCAGGCGCACACACACACGCACAGCCGTT female
Read # Hit |Total head male body |embryo embryo head
bbb bbb bbb b P S P (L A T T T T e 1)) 1)) --2))))))))))))))))))) NN ... KHXKKKKKHKXARARAKAKXKRK KK XK XXX %X %% 5§7e Mismatch Count Norm Total body
.................................................. e el Jetohieled ek elol JeT-Xi el c AU PP 2R ¢ 1 23.00 23 17 4 0 0 1 1
.................................................. ATGGTGCTGGTGTGCTGA . « + v« v« e o e v e oo e e o oo s o noonaossoesassssssosssssasassssssssssssasassssssssssasesosssesaosssasasnseaessnsasasaseas 18 [0 1 6.00 6 5 0 1 0 0 0
.................................................. ATGGTGCTGGTGTGCTGATGT « « + v e v e e et et e e e et et et et e e e et e e et et e e e e e et e e et et e e e e e et e e e e e e e et e e e et 210 1 4.00 4 3 0 1 0 0 0
........................................................................................................... CTTAGACACACCAGCACCARCA . &« v vt et e ee e ettt ee e e e eneneeeteeaeaenenenenaeas 22 O 1 4.00 4 3 0 1 0 0 0
.................................................. PN eeh Jetohieled el eloh Jer-Xi el FUN PP B 1 3.00 3 3 0 0 0 0 0
................................................... TGGTGCTGGTGTGCTGATGTG - « ¢ « ¢ o e s v o s o s o e o e to e o aasasassasesssesasasnasasssssesasassasosssesasasossosssesasasoenosssssasasoesaeaessasas2l 0 1 2.00 2 1 1 0 0 0 0
................................................... ielelifetolinlelediel el TNl el S X0 BN 1 2.00 2 2 0 0 0 0 0
.......................................................................................................... ACTTAGACACACCAGCACCAAC . « « vt et e ettt e te e e eneeeeteeaeneneneeaeneaenenans 22 0 1 2.00 2 1 0 0 1 0 0
...................................................... i elodietelilelielokie-N et 1ol A4 N 0 1 1.00 1 1 0 0 0 0 0
.................................................. ATGGTGCTGGTGTGCTGATGTII. - - - - - - o ot ittt i it ettt et et e et et et e ettt ettt ettt e 23 2 1 1.00 1 0 0 1 0 0 0
................................................. Y N eleki e ok et el el cToli e N -4 I 0 1 1.00 1 1 0 0 0 0 0
........................................................................................................... CTTAGACACACCAGCACCAR . & v v vt et e teeeee e e e e etasasaenenenesasasaeaenenanaeas 20 0 1 1.00 1 1 0 0 0 0 0
...................................................... ielodietelielielokie-N et okl c NP B 0 1 1.00 1 1 0 0 0 0 0
................................................... ielelifetolieledielielol ey Nl - [ 2B 1 1.00 1 1 0 0 0 0 0
................................................. Y N elek e ok et el el eloli e N L A3 S 0 1 1.00 1 1 0 0 0 0 0
.......................... ol etoloy- ok felelelelolehi et deteliuy-N-Ni e el R B O 1 1.00 1 1 0 0 0 0 0
................................................... ieledifetohieledi el el les-Niil el clo TN 37 1 1.00 1 1 0 0 0 0 0
..................................................................................................... AACGCACTTAGACACACCAGCACC . + v vt et et et et et e e e teeaeeeaeneeaeasasaeneneeneneanaa 24 0 1 1.00 1 0 1 0 0 0 0
.................................................. e Tl etolieled et eTol el Niilc i R - 1 1.00 1 1 0 0 0 0 0
................................................... ielelfetolieleliielieloli ey N R s I B 2 0.50 1 0 1 0 0 0 0
Anti-sense strand reads
M055
V040 V107
AGACATAGGACACACGGTTTCAACCGTGACGGTGACCACCGCACAACCATTACCACGACCACACGACTACACGACCACACAGTACGTTCCTGGTTTCTCGTTTGCGTGAATCTGTGTGGTCETGETTGTGGTCACGGCTCGAGTTTGTGAACGTCCGCGTGTGTGTGTGCGTGTCGGCAA female
Read # Hit |Total embryo body male
Kk ok kR Rk kbR O (OO O (e ). 1)) --2)))3))))))))))))) NN ... KRXKXKKKRKKKXARAKAKXKRKRKXKX XX %K% Size Mismatch Count Norm Total body
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|scaffold 4770:1294783- der 83|ITCTGTATCCTG--TGTGCCA-—-—-—-—-—~~— AAGT---—-—-——————-- TGGCACTGCCAC-—--—-———- TG--———————————— - GTGGCGTGTTGGTAATGGTGCTGETCTG-CTCATCT-———————— GCTGGTGTGTCATGC----AA---GGACCAAAGAGCA-AACGCACTTAGACAC-—AC-———-———=——=——=————————= CAGCACCAACAC-—-—-——-—-——————~— CAGTG----C--CGAGCTCAAAC-———-——-—-—~- ACTTGCAGG--—=-—=--=—-—-————-— CGC---—-- ACAC-AC------ ACA--—-———————————- CGCAC— === = — = ——m oo AGCCGTT
1294962 -
ldrovak3|3R:1379604-1379766 - | |@TGTATCCTG——TETGCCE ———————————— AAGT-——=-——=———=————~— TGcallTcccac-------—- TG-——=——=———————= EGlefeloteliin A jNeleh - - - - - - - - - - - — - —Falile - - ELEEEEEEEE GCTGGTGTGTCATGC----AA---GGACCAAAGAGCA-AACGCAGTTAGACAC——AC-—-———————-—-—-—-——-————_ CAGCACHAANAC--—-————-——————— CACMEG----C--CGAGCTCAAAC—-—-——-—-—- ACTTGCAGG--—=-—-=——-=—————-— Ch------ F\ac-ac------ ACA-———=———=———————~— kA C-— -~ elcceTT
ldrosec2|scaffold 6:1142453-1142605 - |TcTeTATHCTG--TGTGCCA- -~ - - - —————- N — e - - - - - - - — - [ — — - - - -[SehNE ClelECH- - - — - - - - - - — - - -Ealle - - [ GCTGGTGTGTCATGC----AA-—TAGGACCAAAGAGCA-AACGCACTTAGACAC-=AC——""""" " O ———— Waclc----c--cRaccTcAAAC-—-——--———- ACTTGCAGG-=--==-—=-—=——-—~~ cfcEg----acac-ac------ ACA-=--—====—==———~ Eclcac-——-——- - Adccarr|
ldrosim2|3r:925230-925382 - | |TcTGTATCCTG--TGTGCCA----———————- AAGT--—--—=--—-—=--~ T I — — — — — ——— — — R GG T GET G G/e A I —— AT T -———————- GCTGGTGTGTCATGC----AA--TAGGACCAAAGAGCA-AACGCACTTAGACAC-—AC——~~~~—~——~—~~~——~——— CAGCACCRARGAC—--—----—--—--—~- WacEc----c--claccTcAAAC-—-———-———- ACTTGCAGG-=--—=-—=-—=——-—~~ cGClg8----ACAC-AC----—- ACA-—=—-—=——=—=—=————~ BclcAC-—— - Adccarr|
|dm3 lchr3r:1019451-1019628 - | |TCTGTATCCTG--TGTGCCA----———-———- AAGT---—-————————- TGEJACTGCCAC--—-——-—- ileCCACTGCCGCTGRERNehNeleloehie GINelehdy - - - — - — - — - — - - - - Balle - - CLEEEEEEEE GCTGGTGTGTCATGC----AA--INGGACCAAAGAGCA-AACGCACT@AGACAC—=AC-—-—————————-—--——-——-——~- CAGCACCAACAC----—-—-—-—-————- WAGEG----c--cllagcTcarac-—-—-—-—--- ACTTGCAGG--——-—————-——=——-— co------ Ecac-ac------ ACA-—-———————————— EchCAC-— -~ afccaTT
ldroEugl|lsc£7180000407037:260-442 - | |lTcTeTaTccTG--TRTGCCA- - - ———- AAGT---—-—-——————~ TClelAClecClal-----—--- TG-—————————————= Clelele A INE INelelil G ClTEIELIEloli - - —[EG T GITINE - - [l T GGTGTGTCATGC----AA--IAGGACCAAAGAGHA-AACGCACTTAGACAC-"AC-—=--—-—===—o=oooooooo CAGCACHERI - ————————————- - - - -caccTErrnc-—--—---——- Il CllINCACTCATTCACTGGCAAN ST ACAR-AC------ ACA--—=——=——=——————~ CCS e AldlcceTT]|
droBialllscf7180000302411:760090- CTGTATCCTG——TGTGCHA ———————————— AAGE-----—-—-—-—-- TGcacTeecfc--------- - ----—-—-—-——-- B et — il C R T — = === === GITGGTGTGTCATGC----AA--L\GGACCAAAGAGCA-AACGCACTTAGACAC-=AC-————————-—-—-—-—-——-—-—= cAcCcECAECAC- - - —-—-————————- calfecile--ci¥eccaceTcanfgc-------—-—- INSICEIIINC A CCCATTCGCAAGEEEETSC/OEEEEE ACAC-AC----—- ACA--————————————— Eci\crc-— - - - afdccarT
760252 -
droTakl|scf7180000415789:748356- TCTGTATCCTG--TIATGCCA afccaTT
748536 -
droElel|scf7180000491104:2835792- THWTGTATCCTG--TGTGENA afccaTT
2835968 -
droRhol|lsc£7180000779573:16254-16436 TWTGTATCCTG--TRTGECA alccerT
+
droFicl|lscf7180000453850:385549- afdccarT
385737 -
droKik1|lsc£7180000302634:716379- AccerT
716551 -
droAna3|lscaffold 13340:23214137- | |THEcEEECTG--TGTCgr————-—--—-- - AG TN T I ¥V Y Ne T GC ACTGCCAC—————— - =TG- ———————— - — — - — [T NG T e — By \A T/AT - - — - — — - — —GF\c TG TGTCAgGC - - - - AANNGGACCARARAGCA-AACGCACT I NECATNSAC————————————————————— —CA/NCACCARCRE- - - —--————————— - PN - -l - - ChifdINeCARAC-—-——-—-——-ACE¥ AN - ———————————— - flcfic-[E--—---ACA-——-————————— - [EGCAC -~~~ — o feclecTT
23214306 -
droBipl|lscf7180000396395:217336=- | |CaecarEdc--Erccca-——————————— [ _TGECACTGCCAC---—-— - - TGl Nl b eh G i i el T o] G T G-I NE TN T - - - - - - - - G \cTe TG TCAlgGC - - - -An - -I¥\GEecEr A acca-AacGeACTTENECATNSAC -~~~ AlICACHAACAC - - - - - - - - - ——— - —— ~cAlIXlelelc - - ChgdAClEcanaC - - - - - - - - - - - AC[ENAC A[F N eIl Telcley N T el — — - — —[&cAclea------ACA-—--———-———————- iccleces---—-—- - - - - - ccccT(ofelehs
217529 -
G5 Jeziizoioziriziso s | | D B B B ST B ootchToo-—— - CEEEAGCh- AACGCADMINTORO RGeS CACORTE - B - b BEEees e - G S YR Y o T R B T2 C A GCGC TC GG T TAG TG T T TGS TGGGCTGTATGGGTGTGCTCOREA
|droper2|scaffold 3:4557247-4557412 | SRl chS e C T ClEle - TCTC TGGCAGC A A N N R - - - - —— - — - - ---—-—-—-—--- B e — ————=—- Bl G TGTGTCATGC--—-AA--IN\ceclrrlacca-ancocACTTAINECATISAC-— -~ =~ =~ —————————————_ calNiaccalEchE--—------—-—-———- - A B - - —— - — - - — — — — — — 2 e chilc------ ACAC-ACINININeACcA--—-[8-—-—- AR TABCAGCGTTTGGGTAGTGTTTGGCTGGGCTGTATGGGTGTGCTTC oA
e @mi=z o= = e e e G e T R 55 DA I NEEEe - i mac EACRORIS - == = T, sc1ccacacicaca T i T AgocT
12910586 +
droVir3|lscaffold 12855:7879720~- GGCEGHTA - [CREIIElN - - - - BRI — — — GG TG B - — == == == - ---—-—-—-—--- B e — ————=—= - T-ccifelialiINCEelea TACTAAGTAINS T T TG TGl GRINNEII N L7 A GE TR A A (o ACGGAGCAGCGCAAAGACAATC I CA N A N e - - -h- - cicalac-— - - -—-—--- acR T cA- - - CE\CINg- - --fgcac-ac------ ACMg----—-———— - A A T R e ot afcclrT
7879869 +
arotio33[scatfold 6540:23109916- === = - B e B B __EINNERDE T racoAAGCAGCGCARAGATAACCL ICA UL LR B B EaracaccoacaciicAiCl oo e A AR
23110031 +
droGri2fscaifold 15074 :4460381- T TET R 10T - I B RE R TG TG TAT T T GR - ————————————————————————_E——TGTGITITGCET- COETASICEsa Al BTG T o T G A C A AGCATICAL L U e o R e R I AT
4460531 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:1294783-1294962
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:1294783-1294962
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_83.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:1379604-1379766
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_6:1142453-1142605
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:925230-925382
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:1019451-1019628
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000407037:260-442
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302411:760090-760252
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415789:748356-748536
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491104:2835792-2835968
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779573:16254-16436
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453850:385549-385737
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302634:716379-716551
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:23214137-23214306
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396395:217336-217529
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:21772019-21772150
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:4557247-4557412
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:12910465-12910586
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:7879720-7879869
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:23109918-23110031
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:4460381-4460531

ID: Coordinate: Confidence: || Class: Genomic Locale:
View on UCSC Genome Browser {Cornell Mirror}
der 154 |scaffold 4784:10486852-10486917 + |confident | Canonical miRNA || intergenic
Legend: mature star (=i iBelifg el mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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10,486,800 10,486,850 10,486,900 10,486,950 o I | | | I | @ & @
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Genomic Position 19 20 21 22 23 24 & 1 | | |
Size Condition 10,486,800 10,486,850 10,486,900 10,486,950
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads show mid mismatch reads
MO055
V108 V060 M057 V107 V040
AAATGTAAACAAAGCTAACGATGAAGCAAAGCAGAGAGCGACTGGCTGAGTTTTCCGGAGGCGAGCAAGAGAGCCGCAAACTGTTATACGCTCTCTCAGCCTCTCGAGGAAAACTCAGGCTTTCCCACGCACACCGCAGTTCGCCCGCAGTGCTCGTCGGTGTGGG female
Read # Hit |Total head head body embryo male embryo
dedkok ek ok ke ok ok ko ke sk ko (L L (CCCCCCCCCCCCECCC(... .. COCCCCCe e e e e e IIIIN)) D) IINI)) ) e ))))) ) hhkkhkkhkkkkkkkkkkkkkkkkkkkkkkkkk*k** gjize Mismatch Count Norm Total body
........................................................................................... TCTCTCAGCCTCTCGAGGARRAACT .« « vt et et ettt et et e e et te e e e et ta e 24 0 1 8§.00 8 3 0 4 1 0 0
.................................................. T T T TCCGGAGGCGAGCARAGAGAGC . « &« & e e e e e e e et e et e e e 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 e eeaaeneeeeaeaeneneeaeaenenenneaa 24 0 1 6.00 6 5 0 0 0 1 0
.................................................. i ol ofeTe)-YeTeTole-Ne oV VTN TN 3 S 0 1 5.00 5 5 0 0 0 0 0
.................................................. U o ofeT el NeTeTole Ve o V-V S B ¢ 1 5.00 5 4 1 0 0 0 0
.................................................. U o ofe e} NeTe ole-VeT o V-V -4 N ¢ 1 4.00 4 4 0 0 0 0 0
.................................................. T T T TCCGGAGGCGAGCARGAGAG . « ¢t v v v et e e e et e et e e e e et et e et e e e e et et et e e e e et e e e e e e e teeeeaeaeeeeeeaeneaeeaeaeaenneaaaa23 0 1 4.00 4 4 0 0 0 0 0
........................................................................................... TCTCTCAGCCTCTCGAGGAR . « e e et ettt et et et et et et ettt e e et tetaeneneeeneaea. 20 0 1 3.00 3 0 3 0 0 0 0
.................................................. T T T TCCGGAGGCGAGCARG . « ¢« ¢ e e e e et et e e e e et e et et e e e et e et e e e e ettt e e e e et e e e et e ee e e e e eaeaeaeeaeaeneneeaeaeaenanaeaaa 19 0 1 2.00 2 2 0 0 0 0 0
........................................................................................... TCTCTCAGCCTCTCGAGGARRAC . &+ v vt et et e e et e e eaeeeee e eaeeetaeaeaeneneneaaa. 23 0 1 2.00 2 0 0 0 2 0 0
........................................................................................... TCTCTCAGCCTCTCGAGGARR . « « vt et et e e et et e e eaeaeeetaaeaeneeaeanaeneenennaaa. 2l 0 1 1.00 1 1 0 0 0 0 0
.................................................. U ol ofeT el NeTeTole-VeToF-V-Ye TNV . PP S 1 1.00 1 1 0 0 0 0 0
.................................................. U ol ofeTe)-NeleTole).Neloy-V-VeT-NeT-Ne PP~ S 1 1.00 1 0 0 0 0 1 0
.................................................... TTCCGGAGGCGAGCARAGAGAG « « « « e v et et et e et et et et e e et e et e e e e et e et e e e et e e et e ettt e e et 20 0 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
MO055
V107
TTTACATTTGTTTCGATTGCTACTTCGTTTCGTCTCTCGCTGACCGACTCAAAAGGCCTCCGCTCGTTCTCTCGGCGTTTGACAATATGCGAGAGAGTCGGAGAGCTCCTTTTGAGTCCGAAAGGGTGCGTGTGGCGTCAAGCGGGCGTCACGAGCAGCCACACCC female
Read # Hit |Total body male
Fedokddkokdekkdeokkdokddkkdkokdkkdokddkkddkkdkrdk (L. ((CCCCCCCCCCCCCCCC((.. ... COCCCCCe e e e e I INY) NI e ))))) ) khkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk***x 5jize Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|/Coordinate ID Alignment
droEre2|scaffold 4784:10486802- |der 154||AAATGTAAACAAAGCTAACGATGAAG-—=—=—=—==—=———=———————————————— CAAAGCAG-=-—=—=-—=-—=——=——————————— AGAGCGA-CT----GGCT--GAGETTTCCE-GA-GGCEA-G-~CAAGAG-~~~AGCC-G-—--—-—-—————————————~— CAAACTGTTATACGC===—=—=-=-= TCTCTCAGCCTCTCG=——=—=====—=—=—=—=——————~ e N G TN T ————— Ao GCTTTCCCACGCACACCGCAGTTCGCCCGCAGTGC--————— TCGTCGGTGTGGG
10486967 +
ldrovak3|3L:10485924-10486103 + | |AAATGTAAACAAAGCTAACGATGAAG=———————————————— =~~~ ——————————————— CAAAGCAG——————-—————————————— AGAGCGg-CcT----cdg)--cEcTTTTcce-C-CeCCA-C-IN\MACAC-——-ACCle- I dle - - - - TTAREACTGTAT/ VNN EINNelele T cEEEEEEEs TCTCTCAGCCTCTCG-—————————-————————————— AGGAAA-AC[ECAG-—————————m—mmm GCTTTCCCACGCAECICAGTTCGCCCGCAGTGC——————— TCGTCGGTGTGGG
droSec2|lscaffold 0:2704313- AAATGTAAACAAAGCTAACGARGAAG-————————— oo CAAAGCAG-—-=-——=——=———=————————— AGAGCGE-C TGN - GAGT T T TCCe-hm-ticEcA-B--t\AcAc-———Accle-G--—-—-—-————————————- W ABACTGT TATACGC-=====—=—= [ECTCTCAGCCTCTCG--—-—-=—=——————————————- AGEAAA-ACTCHG———————————————— e m GCTTTCCCACGCAMCHCAGTTCGCCCGCAGTGC-—————~- TCGTCGGTGTGGG
2704478 +
ldrosim2|[31:10239856-10240019 + | |AAATGTAAACARAGCTAACGARGAAG-———————————— - CARAGCAG--—==-—=-—=—==—=—————~ AGAGCGE-CT/gs- - G- - GAGETTISCCE - {im-fiGCCA- - T\AAGAG-~—-AGCle-G-——---—--—---—-—————~ BAAACTGTTATACGC=====—=—=—~ [ECTCTCAGCCTCTCG-=——==——==—=———————————— AGEAAA-ACTCHG-—————=————==——— == mm e GCTTTCCCACGCANMCICAGTTCGCCCGCAGTGC-—————~ TCGTCGGTGTGGG|
|am3 llchr31:10493768-10493930 +| |AAATGTAAACARAGCTAACGARGAAG =~~~ ———————— === CAAAGCAG-—-=——=-=——=———=————————— AGAGCG[g-CT----clegN--GAGTTTTCCC-hl-GeccA-B-F\aacac--—-accle-c-—-—-—-—-———————————- G A AACTGTTATACGC=—==—=—=-- BCTCTCAGCCTCTCG-——————————————————————— AGGAAA-ACTCACMg--—-——[8-———————— - B TTTCCCACGCA M CAGTTCGCCCGCAGTGC——————- TCGTCGGTGTGGG
droEugl|lscf7180000409711:2361578~ AAATGTAAACAAAGCTAACGATGAAG-———— == === === = — oo CAAAGCAG-—-=-————=———=—————————— AGAGCGE-T----ccg)--calMrrTTccc-cg-Goiia-B--t\aacac-—--accilec - —-—- - - - - - - - —-—————- [F A AACTGT TATACGH eIk ek ek 8T C TCTCAGCCTCT G- - =~ =~ = === —————————————- AldcAnrA-ACkEl - —----f8---—-—-— ceTTTCcCClciNA R EiCAGTIIcGcccoeac¥lc-—-—-—- TCGTCGGTGTGRG
2361745 +
droBialllscf7180000302428:7244353~ AAATGTAAACAAAGCTAACGATEAAG-—————————mm oo CAAAGCAG-———-———————=—————————— acalcle- ci}- - - -cLXee- - AT T T TCCly-C-GeClA-B-t\MAcAc-———Aclfe-B--—-—-—-—-—--—-—~——————- G AACTGTTATACGE-=-=—=—=-- TCTCTCAGCCTCLMgG-———-—-——=—=——=—————————— AGGAAA-ACHEEN - ——— 8- ——— - GCTTTCCCHC G e giA G TTCGCCCGCAGLYC-—-———- TCGTCGGTGTGRG
7244508 -
droTakl|lscf7180000412818:17479- AAATGTAAACAAAGCTAACGATLAAG-—————————mm oo CAAAGCAG-—-—-————————————————— AGAGCCEed- - - GLXele- - AT T T TCChy-C-cocleA-B--t\aacAc-—--accle-B--—-—--—----—-—-——————- N2 AACTGTTATACGH---=--—--- TclecfcacecEcgG----------— === —————————- AGGAAA-ACHERE - ——— 8- — -~ GCTTTCCChpT AR BBIA GTTCGCCCGCAGTC-—-—-—- TCGTCGGTGTGRG
17635 +
droElel|[scf7180000490564:1344012- AAATGTAAACAAAGCEAACGATLNEAG-———— ==~ — - —m oo CAAAGCAG-—-=-—=-—=—————————————- AGAGCINE-le- - - -GiX&)- -cacETTTcce-c- L CA-B-tMaAlfde=—==—=al\¢c |- - - - - - - - - - - - —————- WA AACTGTTATACGC-====—==—=-= TCTCTCAGECTCINgG-—-—-—-——=—=——=—————————— AGGAAA-ACHEEE - ——— {8 — -~ GCTTTCCCHCLNA R B RIA G TT CGCCCGCAGLY - ————— - TCGTCRGTGTGEG
1344168 +
droRhol|lscf7180000780091:130344— AAATGTAAACAAAGCTAACGATGAAG-—————————————————— - —— caldedecag-——-———-——— - ——— AGAGCGE-IY----GiX&)- -cacETTTcCce-c- L\ Cile-R- LM AGAG-—==AGCC-G--—-—-—-—-—-——-———————- VA AACTGTTATACGC-===-=—=-- TCTCTCAGCCTCLNgG-———==-===—=———————————— AGGAAA-ACKERE - ——— {8~ — - GCTTTCCCHCLNA R EBIA G T T CGCCCGCAGLYgN - —————- Tci¥cGeTeTGG
130500 +
droFicl|scf7180000453841:548533—- AAATGTAAACAAAGCTAACGATRAAR-------—-—-—— - B GCAG=—=—=—======————————— AGAGCGA-IE)----GiXee- - AL TTTcCe=C-CecA=g=—t\Wagac====al¢c-§- - -\ - -~ - - - - -~ - -~ - -~ - ——————- CAAACTGTTATACGC======-=-- TCTCTCAGCCTCTG--—-———=——————— oo e A s - - - - R ceTTTCCCHCENEn I ciiAGTRcEcccaeaciYeqy - - - - - - - TCGRACGETGTGG
548684 -
droKik1|scf7180000302351:994891- AAATGTAAACAAAGCTAACGATEAAG-———————— - ——— oo CAAAGCAG--——-—-—————————————— AGAGCHE-INN- — - - LGN A T T T TCCC- G-l o i~ —— —BGCC-G-———————————————————- IMaaacrerTaTACGCISN TN Tci\cTeAci cTC TR —————-———- CTCTCAGCTCC TG e NG - - - — - - R T GACGAAATCARIIENSSGCGATT - - - T T[NehtRelelelelole T/Ne A CeEEEEEE TCGTCGGTGTGG
995070 -
droAna3|scaffold 13337:15406925- AAATGTAAACAAAGCTAACGATEAAG-——————————m oo clerfedecac-----—--—-—-—— - ————— ACACKHE - —- - - - G T T Tcce-cg-Ehicie- - fYeacace ¥ acce-B-—-—-—----——-—- ife- - eI\ A AACTGT TATACKE-— - === ——— EcTcTeacecTC G- ————— - - ——— - T e TG Gle— - — - e AR TG T GE- G- - - T T TINChEAISlelelelINe A C TREEEE. Tci¥cceTeTdYe
15407082 +
droBipl|scf7180000395933:263695- AAATGTAAACAAAGCTAACGATEAAG-———————— - ——— oo crdedcac----—-—-——— - ACACHE - B - — - - - - CEcE R T T el e ch - LRcie - B LY ACACI N \ACle - ilehle - - - - pledelslelle - - ilellele A AACTGT TATACKE-———— = —= -~ GO NElG T el 2 - e e TG Gle— - — - R e e AR TG T GE- G- - - T T TINShAlSlelelelINe A C TREREEE. Tci¥cceTeTdlYe
263863 +
dp5 XR_group6:8900357-8900596
+
droPer2|scaffold 35:847718-847945
droWil2|scf2 1100000001829:3493-
3703 +
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crit.total
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:10486802-10486967
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:10486802-10486967
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_154.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:10485924-10486103
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:2704313-2704478
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:10239856-10240019
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:10493768-10493930
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:2361578-2361745
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:7244353-7244508
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000412818:17479-17635
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490564:1344012-1344168
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780091:130344-130500
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453841:548533-548684
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302351:994891-995070
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:15406925-15407082
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395933:263695-263863
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:8900357-8900596
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_35:847718-847945
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000001829:3493-3703

ID: Coordinate: Confidence: Class: Genomic Locale:
View on UCSC Genome Browser {Cornell Mirror}
der 1515 |scaffold 4770:15403109-15403272 - |confident | Canonical miRNA | intron
Legend: mature star mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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. . QI &
Genomic Position 19 20 21 22 23 24 25 26 27 & | | | | I |
Size Condition 15403300 15403250 15403200 15403150 15403100 15403050
Genomic Position
Hairpin partition -#- Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intron [Dere\GG17540-in]; utr5 [utrS_plus 10181]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
MO055
V107 v108 MO057 V040 V060
ACCCAGTGATTAGTGATATTAACATTTCCCCATTCACATCCCATTGGACGCCATGGATCTGGAGCCGCACGAGATCTCTGAAAAAGTGTGTTTGTTTGCTGGCTACTTCTGTGTTGCAGGGGTTCCAAATGGATTTCCTGCACAACATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAATATCAACAGGAGATTCAAGATTGGAGCTGCTAAAGCAATTTATAATCTAACCAGAAACCATCGAAAGTGTAGAAATAAT female
Read # Hit Total male head body | embryo embryo head

khkkkkkkkkkhkhkkkkkhkhkkkkkhkhkkkkhkhkkkkkhkhkkkkhkkhkhkkkkkhkhkkkkkhkhkkkkkhkhkkkkkhkkkkkkkkkkkhkkkxkk
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........................... Khkkkkkkkkkkhkkhkhhkhhkkkkhkkhkkhkhhkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkk*k*k*k**k*** 5ize Mismatch Count Norm Total body

............................................................................................................................................................. GATGT T CAGCAAGAC A ACACG T« v v e e et e et et e et e e e et e e ettt e et e te ettt et sttt ettt ettt ettt et et eeaeenea 22 0 1 16.00 16 11 3
........................................................................................ el i e s el o e e @ N o oL R N 0 1 4.00 4 0 3
............................................................................................................................................................ AGATGT T CAGCAAGAC AR CAC G e v v e e e e e e et e e e et e et te s ettt et ettt et ettt et ettt e te e te e eeieinenea 22 0 1 3.00 3 2 1
............................................................................................................................................................. GATGT T CAGCAAGAC A ACACG T . + o v et e et et e e e e e e e ae e eee e seeseeeeaeeeenseseeeeeeeeeeeeeeeeeeeeeaeeeeneeeeneaaa 23 1 1 3.00 3 1 0
............................................................................................................................................................. GATGT T CAGCAAGACAACAC G e + v v e e et e et e e et e et et et et e et et e e e et e e et e e e e e e et e e e e e e e e e 20 1 2.00 2 0 0
........................................................................................ e i e s T ok e o o oL e 1 2t TN 0 1 2.00 2 0 0
........................................................................................ e e s el e @ N @ oL e PR S O 1 1.00 1 0 1
........................................................................................................................................................ TCACAGATG T TCAGCAAGAC A ACAC G e « v v e e e et e et et e e ae e seeseseeneeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeeeeeeeaeeeeneeennneaa 26 0 1 1.00 1 0 0
................................................ ofelole):- N eley -\ ok ete)-Nelolofelor-N o] ) e 7N~ 1 1.00 1 0 0
......................................................................................................................................................................................................................................... AACCAGAAACCATCGAAAGTGTAGAAAT... 28 0 1 1.00 1 0 0
................................................................ (ofelel0) Yot ey-Ne) N oki ok sy V-V X € D2 S O 1 1.00 1 0 1
.................................................................................................... el elok ok ok el e e 07X e e N~ S A 1 1.00 1 0 0
.................................................................................................................................................................... AGCAAGACAACACG T C A A A A A T AT« v v e et e e e e ae e e e e e aeeeeneeeseeeeseeeeeeeeeaeeeeeaeeeeeeeeeeenenenenaa 24 0 1 1.00 1 0 0
............................................................................................................................ (010):V:V- N el ey i Lotk ] 07X 77X 07N~ 26 SR 1 1.00 1 0 0
.................................................................................................... (G T e R 6 6 (e [ (@ 1 1.00 1 0 1
...................................................................... €8N e7:Ni o o €7V 0V XL 1 s N O 1 1.00 1 1 0
........................................................................... CTC T G A A A ARG TG TG T T Gl T TG T e+ o v e e e e e e e e e e e e e e e e a e e e e ae e s e e ae e e e e ae s e e ae s e e ae e seeaeseeneeeeeeeeeeeaeeeeeeeeseeeeeeeeeeeeeeeeeeeeeeeeneeeeeeeeeeeeeeeeeeeeeeeneeeeeeeeeeeneeeeeeaeeeneneaaaaa25 0 1 1.00 1 0 1
............................................................................................................................................................ AGATGT T CAGCAAGAC AR CAC G T« v v v e e e e e e et e e e e e e e e s aeeeseeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeennneaaa23 0 1 1.00 1 0 1
........................................................................................ e e i s T e 0N @ oL R~ N O 1 1.00 1 0 1
......................................................................... AT CT C T G AR A A A G T Gl G T T TG T T G C T e & v v e v e e e e e e e e et e e e e e e e e ae e e e e ae e e ae e eae e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeieeaeieinennnnaaaaa 27 0 1 1.00 1 1 0
.................................................................... o1\ e) N ok ok eV 0-0 27X e D~ 0 I O 1 1.00 1 0 0
Anti-sense strand reads
M055
TGGGTCACTAATCACTATAATTGTAAAGGGGTAAGTGTAGGGTAACCTGCGGTACCTAGACCTCGGCGTGCTCTAGAGACTTTTTCACACAAACAAACGACCGATGAAGACACAACGTCCCCAAGGTTTACCTAAAGGACGTGTTGTACTTGAGTGTCTACAAGTCGTTCTGTTGTGCAGTTTTTATAGTTGTCCTCTAAGTTCTAACCTCGACGATTTCGTTAAATATTAGATTGGTCTTTGGTAGCTTTCACATCTTTATTA female
Read # Hit |Total body

hkhkkkkkkhkhkhkhkhkkhkkkkkhkhkhkhkhkhkkkkkhkhkhkhkhkhkkkkhkhkhkhkhkhkhkhkkkhkhkhkhkhkhkkhkkkkkhkhkhkhkhkkkkkkkkk

.............

Show Alignment With Reads H

Re-alignment of all predicted orthologs
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Species Coordinate ID Alignment

droEre2|lscaffold 4770:15403059= [[der 1515 [AC——————mmmmm oo oo o o CCAGTGATTA-———=-—=——=——=——— GGAGCCGCACGAGATCTCTGAAA-AAGTGCECTTTCTTTCCTCE-CTACTTCTETGTTGCAGGG-——————————————————— e e TTCCAAATGG-ATTTCCTGCACAA-CA-TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAATATCAACAGGA-GATTCAA-GATTGGAGC -~~~ ——————-———————————————— TGCTAAAGCAAT-TTATAATCTA-—-—-—-———-—————~- ACCAGAAACCATCGAAAGTGTAGAAA -~ —T = == == = = = = = = = = = o AAT
15403322 -

ldroYak3|[3R:10242894-10243157 + |dya 1789 |AC------— - CCAGTGATTA-——-——————————— GGASCRAGCANGAGATCTCTGAAA-AAGTGECETTCTTTCCTEE-CTACTCTE TG TTGCAGGG—-————————————=————— e e e TTCCAAATGG-AITTCCTGCACAA-CA-TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAATCAACAGGA-GATTCAA-GATTGGAGC-————————————————————————~—— TGCTEgAAGEAT-dTadr  cTA - - - - - - - - e A A A CCAT COAAAG TG TG A A A — = — T — = — = — =~ — o o o o o AAT|

droSec?|scaffold 0:15728071- S T R | ———_—, e - - e - e- = H r - _)5hsih - i i, H CCAGTGATTA-—=-——=-=—=-=—-—~— GGAGCRGCANGAGATCTCTGAAA-AAGTGECITTCTTTCCTCE-CTACIN I CTETGTTGCAGGG-—————————————————— e [@TCCAAATGG-ATTTCCTGCACAA-CA-TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAINATCAACAGGA-GATIICAA-GATI N AGC- -~ -~ -~ TGCTAAAEA-dTAA A CTA- - - - - - AR A A A CC AT COA A AG T G T AGA A A - — = T == — = = = = = = = = = = = = o o - AAT
15728330 -

ldrosim2|[3r:14862027-14862286 - |[ldsi 32453|AC——————— - - ——m oo CCAGTGATTA-—-——=—=——=-=————~— GGAGCRGCAMGAGATCTCTGAAA-AAGTGECETTCTTTCCTEE-CTACINICTE TG TTGAGGG— -~ -~ -~ =~ === ——————— e e [@TCCAAATGG-ATTTCCTGCACAA-CA-TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAANATCAACAGGA-GATICAA-GATIMAGC-— -~ -~ -~ TGCTAAAMEA-[dT AR CTA- - - - - - AR A A A CC AT COA A AG TG T AGA A A - — = T — == — = — = — = = = = = = o o - AAT)|

|dm3 lchr3R:6217128-6217388 + |ldme 164 [AC———————— - — oo CCAGTGATTA-—=-——=-=—=-=—-—~— GGAGHEAGCANGAGATCTCTGAAA-AAGTGECTTTCTTTCCTCE-CTACETCTETGTTGCAGGG——————————————————— e ETlCAAATGG-ATTTCCTGCACAA-CA-TGAACTCACAGATGTTCAGCAAGACAACACGT CAAAAANATCAACAGGA-GATINCAA-GATGIAGC-— -~ -~ -~ TeclgaanifianT-MTATHANCTA- - - - - AR A A A A CR A T COA A A G T G T A G A A A — — T — = — = =~ = - — — — —— o o - anfg

droEugl|scf7180000409692:688174~ T —— S A e A A i CCAGTGATTA-—=-——=—=——-=————~— GGAGCRAGCAMGAGATCTIAT GAAA-AAGTGECETECTTTCCTEE-CTACETCTE TG TTACAlGG— - — - — - — - ——— === ————— e e TleclderATGG-ATTTCCTClAEAN-fEleelAACTCACAGATGT TCAGCAAGACAACACGTCAAAAA A cAACAGGA- A T/deAn - CAI NN C - - - - — - - - - - TGCCAACIHEANNINE - - - -B- - - — - - -¥Nancaca A BEEEEEEE e iCEAT CoARAGLCIEC A eI — - — - — - —— ——[8 -~ — - — CTTGATTAATCCAGAAREEIACEEEAAAGCTTTTTC R TACT— AAT
688473 +

droBial|scf7180000302402:8304835- A EsP°HH G HF- - -GH 5 CCAGTGATTA-—=-—=-—=-=——-—-—~ GGAGCAGCARNGAGATCTCTGAAA-AAGTGECTTTCTTTCCTCC-CTACETCTETCTTACECCY--—-—-—-—-————————- e e INeccannfdec-Errrcifechialan -pi- e Al T CACAGATGTTCAGCAAGACAACACGT CAAAAAGANCAACAGGA-GATECACA T AGC - — - — = ————————————————— - —— e i — e 2 A - — - — - - — - - AN AflcEATCcearAC G TR - --T- - - - AE‘
8305074 +

droTakl|scf7180000415380:1425398~ A A A S B - i~ )b CCAGTGATTA-—=-——=-=——-=————~ GAGCAGCANGAGATCTCTGAAA-AAGTGECETECTTTCCTEE-CTACETCTETcTTACcAGG— - —-— - — - — - - - ————— R e e TleclgrAATGG-ATTTCCTCAEA - fleleen AR\ TCACAGATGT TCAGCAAGACAACACGTCARALAAATCAACAGGA-GAT/ECALECA TR AGC -~~~ — —— == == === —————————————— AldTG- - - - - GINARCIFACINAA A [V CGATTGAAAA -G A TN A T A N T i A I T e e e GINS
1425656 -

droElel|scf7180000490995:524300- e e T e ccAGTGATTAIME-FN-----—-- GTGAT GGAGCIGCARGAGATCTCTGAAA-AAGT GECTTECTTTCCTCE-CTACHTCTETGTTRCARGEY- - — - — - - - - - - - ————- - TldcaraTGG-ATTTCCTGHA e -WANSAACTCACAGATGTTCAGCAAGACAACACGTCAAAA A NAI IR C Al - i T I epy C Y NI P eTely - — - - — - ————————- icAA - - - - -EN AR Al N A G e AN G et . — — — T — = — — = — = — CCTTAACTTTAATTCTTTTTGTTTCTCTCTTGATTAATTTAAAGTCCTTTTRAAACTTATTTCATGACATGCCGAAACEEEEE AT
524615 -

droRhol|sc£7180000777158:35279~ T ————Sa il L . I A it CCAGTGATRA-—-——————————- O GAT CTCTGAAA-AAGTGECETICTTTCCTEC-CTACETCTe e TTACAeI- - — - - - - - - R Tlecl@AAATGG-ATTTCCTCA e - RTS8 AACTCACAGATGT TCAGCAAGACAACACGTCARA A A A R C ALNG I R — it G 2B C — — = — = — === === === ——— oo A GIY G A T T N A I N A e R AN A A ClEA T COAR GG TAGA A A e~ — — = — = — = — = — =~ =~ =~ m — RN ——— - ATACEEECAN
35522 -

droFicl|lscf7180000453800:2293559- A — —m o o CCAGTGATTA-—-——-————————— GGAGCAGCANGAGATCTCTGAAA-AAGTGECTTTCTTTCCTCE-CTACETCTETCTTACAGG— - —-— -~ - - - ————— R e TlecAATGG-ATTTCC TG elee - PRI @AACTCACAGATGT TCAGCAAGACAACACGTCARALALNCAACAGGA-GAT/EC/EANCA TRRAGC -~~~ — == == ———— oo~ IeleGLY N A T TGl T A A A T A S C— A A A N T - — - —— —— —— — — — [ 7. A 2 e - — — — - — - — - CT T AT T T T aaccacTalTH
2293837 +

droKik1|sc£7180000302475:1404883~ B BH B i —-—_©G e e e A e CCAGTGATTA-—=-——=—=——=-=-———~ cereclecclicacallcTcTcalEa-AAGTCECETECTTTCCTEE-CTACETCTETc T T A - — - - — - - - - ————— A TlecERlA ARG G - AR TEICE r chin[dlelel - R T Nelel A AC TCACAGATGT TCAGCAAGACAACACGTClA A AN A TCAACAN GBI TECAL - cA g TR A dc - — - — - — - - —- - GAAAACTGC R A e GG - — - — - — - — - — - — — - - [T CGCTAATACCEEE CT TR T T TCCAAAGTGATTAAACTAGACEERIATTTATATGTTTTCTAREEEEEIEEENA 2 A CEEEE Algr
1405178 +

droAna3|lscaffold 13340:938902- dan 4036 |- ————— == e WAGTGATTH--—-—-—-—-—-—- Cl&N- G- -GATC TS e kel Y.V Sehic G AGCR G CAllGAGAR c TC TG AlgA - AAG TCECETEC T T TG CTCC - CTACETCTE TG TTICARGG - — - — - — - — - — - — - —————- - GG T CR R T Erciildeecc-ErrEccrciya s - EiNelea AR T CACAGATGTTCAGCAAGACAACACGT CAAAGINAIC ACAGCA - i~ ittt - — ~ —— ———————=——=——=——=—=—=—=—"~ B — it — — = = = = = = === === = — et — — — |~ = — = = = = = = = = o - ---]
939106 +

droBipl|scf7180000394085:58639- F —————————————————————————————————————————————————————————————————————————— cleacearTa-------—-—-——- ceapcuccalcacallcTeTcAEANAAGTCEEETECTTTCCTEE-CTACETCTETcTTACcAl GG — - — - — - - - - GG T CC T Tleccargdecc-[erTccTchn/dee - fpl- FeAACTCACAGATGT TCAGCAAGACAACACGTCA LA AN C Al AING A - C - Ea — — ~ —~—~———=——=—=—===—=—==———~ B — it — — = = = = == === === = — et — — — BB~ = = = = = = = = = = = ---]
58818 -

dp5 l2:7251483-7251741 - [ R CcAATACAAATATATATACAT TTGTGATCCCCCAGTGATCGCCCTAG T Gl TCCCCCAGTGACHAINNTNIANGTGTGCG TR GT GO eRe— — — — = — == ————————————————— —— e~ — - - B — — i~ — e — — — — - - - —————————~- kL i — — —— ———————————————————— e \CF¥ A AR TCTGAA - AAGTGECTTTCTTTCCTCG - CTACETITET G T T C ARG — - — - — - — - - - - B------- TGCCCTTTATGGACTCCAAGTGTATCTGTCTATACANCHAINNAGHECccalNeANeTING GCRTNANCINNEISNIN A/ NIl Ll Ne[o VN NN NS e il N NG C A A S NN a6 B - - - — - — - — - — - — e B — it — — = = = = = = = = = = = = = — et — — — [~ = — = = = = = = = = ---]

droPer2|scaffold 0:1112079- YW CGAATACGAATATATATACATTTGTGATCCCCCAGTGATCGCCCTAGT G i TCCCCCAGTGACHAINENG NN ANG TG TGCGTGTGCG T EIEC - GG TG e - —- - B — — i~ — g — — — = - - - — - — === ===~ - D — — — — — — = — = —————————————— e \C&¥\: cal\c TCTGAlA - AAGT GECTFTCT T TCCTCE-CTACETNTE TG T T\ cAlGRY- - - — - — - — - - —— - B------- TGCCCTTTATGGATTCCAAGTGTATCTGTCTATACANCEANNAG/EECCcaNEANETING GCRTINANCINNSIIENSIN A N Tel hileFNele VTN N N e oY NG C A A NG N A (€ - - — - — - — [ — - — - — — — e B — e — — — — = — = — = —— == ———— et — — — | — — — — — = — = = = = = = = = - ---]
1112343 -

droWil2|lscf2 1100000004902:91388-|dwi 5413 BoallcisiirNcacallc e TAfeA - AA G T CECTFTCT T TCCTCCRCTACETNTE T G T T c AlGLY eI - — - — - — - ———————- R TG T T e T TCigANT GG -[REAT ClET cladelehgiA R TiA Al TCAC AR TG T TCAGCAAGACAACACGT C AR N A C A A CAL G, - P g — — — — === ===========—==—=———~— B — e — — — — = — = — = == —————— i — — — | — — — — — = — = — = = = = = = = - -]
91556 -

drovir3|scaffold 13047:936634- dvi_ 24633 G X AT C TGAlA - AAG T GECTFTCT T TCCTCLV - CTACETNTE T G T T AllG S XX el Xelele - — - - - g-------—g---— Tlecieer crXspyse T CilT cha el - iR clacldc Al TGTTCAGCAAGACAACACGT Cler Al Na e cllec AN - GAT/deAE- A TR — ————————-—-—-—-—-—-—-———"~ B — e — — — — = — = == ———————— et — — — | — — — — — = — = = = = = = = = = - ---]
936858 -

droMoj3|scaffold 6540:4939446- dmo_3125 - - Tlelela Al¥GAACINA AdeliiA INCEEF-VNehdelcLilihilehbile[ohielc o C oG Ti ciNeliNA [N T(€A TGAAATCCTGTCAGEEEEE - Tlehaee A Naciiyee T CRT A EAl - HALYeleA A ClgCACANATG T TCAGCAAGACAACACGTCAA AT AL CHRIEC 2 i i — Dt~ — — —— ————=—=—====—====—=—-"= e — et - — = = == = == == === === et — — [~ — = = = = = = = = = = = - =‘
4939681 -

droGri2|lscaffold 14906:5355597~ cTc/g8acGiNATNT A GIeINerNCEEFVNelNe) e i el il e ehiele el Fe Gl T [ INeA N T T TCGAACTAACGCCAGCAGCTECTGCTGCTGCTCCTGCTREEEE GC GGG R TlEC i CLEgse T CET Gl ey - e A Ch C A C A A TG T T CAGC AAGAC A ACACG T C AL A P e e~ T — — = = == == == == =====—=———————— B — e — — — — — — = — = — = —— = ——— et — — — | — — — — — = — = = = = = = = = - ---]
5355819 +
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Size Condition 9670250 9670200 9670150 9670100
Genomic Position
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Hairpin partition Mature = Star
Show Alternate Folds
Flybase annnotation
intron [Dere\GG14016-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
MO055
V107 V108 V060 V040 MO57 GSM1528801
CCGAAAATAGAGGTTATAATACGCGCTAAGCTTTCTGACATGATACGCGCTCCGTTGGTGTGCGTGTGTTTTTGT TATGCTCGCACTCACTCGCACGCACACCAAGGTACGCGGCAGCGGAATGAACCAAAGGCGTGGCGAAGTCGAAGCTAGGTTGCCCTG female
Read # Hit |Total male head body |head embryo embryo follicle
kkkkhkhkhkhkhhkhkhhkhkhkhhhkhhhhkkhhhkkhkkkkrkk N R N T O T T 1)) e NI e I))) e khkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x*x*x** gize Mismatch Count Norm Total body cells
......................................................................................... CTCGCACGCACACCAAGGTACG « &« v et et e ee et e e eneee e eneeenenaeaeneanenenneaa22 0 1 11.00 11 2 6 3 0 0 0 0
.................................................. TCCGTTGGTGTGCGTGTGTTTTT G ¢ e e v e v e e e e et e e e e e e e e e et e e e e e e et e e et e e e e et e et e e ettt e ettt et et ee e 24 0 1 4.00 4 3 1 0 0 0 0 0
................................................. CTCCGT TGGTGTGCGTGTGTT . « &+« e e e e e e e et e et e et e e e e eae s e ea e e e e e aeeaeaeeeeneaeeaenseeeneaeeaeneaanaenneaenaa2l 0 1 3.00 3 1 1 1 0 0 0 0
........................................................................................................................................ GGCGAAGTCGAAGCTAGGTTG..... 21 0 1 2.00 2 0 0 2 0 0 0 0
................................................. CTCCGTTGGTGTGCGTGTGTTTTTG e « ¢« ¢ e e e e e e e et e et e e e et e e s ae e e e ae e e e eaenseeeneaeeaenseeeneaeeaeneaaeaeaneaeneas25 0 1 2.00 2 1 0 1 0 0 0 0
........................................................................................ ACTCGCACGCACACCARAGGTAC . + t v e et e te et e teee e e et te et taeneiaeaenaeaene. 22 0 1 2.00 2 0 2 0 0 0 0 0
................................................. CTCCGT TGGTGTGCGTGT G « e v v e e et et e et et et e te e a e et e e et e ea e e eeen e e ta e e teeneaeeaeneeeeneaeeaeneeaeaenneaena 19 0 1 2.00 2 1 1 0 0 0 0 0
.................................................. ool el felel el el olelil el el i NP3 R O 1 2.00 2 2 0 0 0 0 0 0
......................................................................................... CTCGCACGCACACCARGGTA .+« et et ettt et ettt e et ie et eiaenenaeaenee.. 20 0 1 1.00 1 0 1 0 0 0 0 0
.......................................................................... TTATGCTCGCACTCACTCGC « &« v e e e e e et e et e ete e et e e et e e e et e e eaeneeaenenaeaenennenenaea 20 0 1 1.00 1 0 0 1 0 0 0 0
......................................................................................................................... ATGAACCAAAGGCGTGGCGA. ...................21 1 1 1.00 1 1 0 0 0 0 0 0
................................... ey oy el -NofeTo]eTolilof e el FU AP~ S 1 1.00 1 0 0 1 0 0 0 0
................................................. o ete]ed dielel el elolel et e b i PR PP S 0 1 1.00 1 0 1 0 0 0 0 0
......................................................................................... CTCGCACGCACACCARAGGTAC . « e v vt et et te et e e e eee e seenenaeaeneeaenenaea 2l 0 1 1.00 1 0 0 0 1 0 0 0
............................................................. GCGTGTGT TTTTGTTATGCT « & ¢ v v e e e et et e e et e e e e e e e et et e e e e e e et e et e et e e ettt et eiaeaenaeaena. 20 0 1 1.00 1 0 0 1 0 0 0 0
................................................. CTCCGTTGGTGTGCGTGTGT « & ¢ v e v e e e e et e e et e e e e et e e e e et ettt e e et et e e et et ettt e et e te et ettt eneeaeneeaene. 20 0 1 1.00 1 0 1 0 0 0 0 0
.................................................. TCCGTTGGTGTGCGTGTGTTTTTGTTA « « « v v e e e et e e e e e e e e et e e e e et e e e e et e et e et ettt e e et e te e et iaeneeeaenenaen. 2T 0 1 1.00 1 0 1 0 0 0 0 0
.................................................. ool e e el el el ole e il el AP - S ¢ 2 0.50 1 0 1 0 0 0 0 0
Anti-sense strand reads
MO055
V107 V108 V040
GGCTTTTATCTCCAATATTATGCGCGATTCGAAAGACTGTACTATGCGCGAGGCAACCACACGCACACAAAAACAATACGAGCGTGAGTGAGCGTGCGTGTGGTTCCATGCGCCGTCGCCTTACTTGGTTTCCGCACCGCTTCAGCTTCGATCCAACGGGAC female
Read # Hit Total male head body embryo
HHHKHA KA KK KKK KK KKK RA KX IRAIIIE COCCe o CC e e (CCaennnn. ))) oot DN eI e HHKKKKKK KKK KKK KKK KKK KKK XK XX * XX ***** 5ize Mismatch Count Norm Total body
................................................................................. elelelifer.Nelie.Nelol el ele]eL e e AR N O 1 1.00 1 1 0 0 0
..................... ele]eleley Nt o] es.V.V.Ne Nokil cliuy.No TN PR~ NN o 1 1.00 1 1 0 0 0
................................................................................. GCGTGAGTGAGCGTGCGTGT « - ¢ v v v e e et e e te et ee e et e eneaeteeneaaeaeneeeeneaneaeneeeenes 20 0 1 1.00 1 0 1 0 0
.............................................................................................. TGCGTGTGGTTCCATGCGCCGT « v v v e e v e ee et e e en e e eeeeaenenneaeneeaenen. 22 0 1 1.00 1 0 1 0 0
............................................................................................................................................. TCAGCTTCGATCCAACGGGAC 21 0 1 1.00 1 0 0 1 0
............................. CGAARGACTGTACTATGCGCG M « « v v e e et et et et et e e et e e e et e e et e e et et e et e e e e e et e et e e e et e e ettt et e et e 210 1 1.00 1 1 0 0 0
................................................................................... GTGAGTGAGCGTGCGTGTG - « « + - e« s s e s e easaasoearoaensasonaensaasoeasoaseasaneacnsoaas-a19 0 2 0.50 1 1 0 0 0
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|lscaffold 4784:9670092- der 90fccGaa----- AATAGAGGTTATAA--——————— TACGCGCTAAGCTTTC-—-—- TGACATGATACGCGCTCCG========—=—=———-——————— —TTGGTGTG-~————=——=—=—=————————————————_—CGTGTG-TTTTTGTTATGCTCGCACTC--ACTCGCACGCACACC-—-—=—-——— AA-G--GTACGCGGCAGCGGAATGAACCAAAGGCGT--GG-————— CGAAGTCGAAGC-TAGGTTGCCCTG
9670253 -
|drovaks|[3L:2246857-2247018 + | |Accrn----- AATAGAGGTTATAA--—-—-—-- TACGCGCTAAGCTTTC---—- TGACATGATACGCGCTCCG=-======—-=-=-—-—-————————T[GGTGTG-~~—————————=——————————————————CGTGTG-TTTTTGTTATGCTCGCACTC--ACTCGCACGCACACC-—-—-—=——— AA-G--GTACGCGGCAGCGGAANGAACCAAAGGCINE--GG-—-—-- cfXeacTccagsc-TalcRrccccrg
droSec2|lscaffold 0:1919889-1920050 FCGAA ————— AATAGAGGTTATAA--——————— TACGCGCTAAGCTTTC-—-—- TGACATGATACGCGCTCCG=-=—-—-—-=-—-—-—-————————T[GGTGTG-~——————————=——————————————————CGTGTG-TTTTTGTTATGCTCGCACTC--ACTCGCACGCACACC-—-———-——— AA-G--GTACGCGGCAGCGGAAGAACCAAAGGCAE--IN8-—-—-- ci¥ercTilcagcc-TaceIrceceTs
|drosim2|31:9444266-9444427 - | Becaa----- AATAGAGGTTATAA--—-—-—-- TACGCGCTAAGCTTTC-—-—- TGACATGATACGCGCTCCG--—-—-—-—-—-—-—-————————T[@GGTGTG-~-—-——————————————————————————CGTGTG-TTTTTGTTATGCTCGCACTC--ACTCGCACGCACACC-—-—-————— AA-G--GTACGCGGCAGCGGAAGAACcAAAGGCAlg- T -—-—-- clXercTicacc-TaccrceecTg|
am3 lchr3n:9686319-9686480 - | Bccan----- AATAGAGGTTATAA—-——————— TACGCGCTAAGCTTTC-——-—- TGACATGATACGCGCTCCG=—=-—=—=-—-—————————————T[GGTGTG-~~————-—————————————————————__CGTGTG-TTTTTGTTATGCTCGCACTC—--ACTCGCACGCACACC—-—-—————— AA-G--GTACGCGGCAGCGGAARGAACHAAAGGCAg--EG------ cieacrceacc-TacctceecTg]|
droEugl|scf7180000409711:1537973- BCGAA-—--- AATAGAGGTTATAA---—-—--— TACGCGCTAAGCTTTH-—--- TGACATGATACGCGCEYCG-—=——=-—=-—————————— - _TGGTGTG-~-——————————————————————————__CGTGTG-TPTTTGTTATGCTCGCACTC--ACTCGCACGHACACH-—--—--—-- AA-G--GTACENGCAGCGG ARG P — — - - — - - — e
1538095 +
droBialllscf7180000302428:8097585- FCGAA ————— AATAGAGGTTATAA--—-————— TACGCGCTAAGCTTTHY----- TGACATGATACGCGC G —==========-—-————————— —T[GGTGTG-~——=————————————————————————_—CGTGTG-TTTTTGTTATGCTCC - ~ i CACL\CACACC-—-—-————— AA-G--GTlgcelccecaceaeanalgeaacclgrrleec}--6G------ CCGAAG—GTQCCCTﬁ‘
8097734 +
droTakl|lscf7180000415741:99846- FCGAA ————— AATAGAGGTTATAA--—-—-—-- TACGCGCTAAGCTTTHY----- TGACATGATACGCGCTRG—-=====-=-=-=-—-———————ATGGTGTG-~———————————————————————————__CGTGTG-TTTTTGTTATGCTCC - ~ i CACL\CACACC-—-———-——— aA-G--GTACcE¥ccaceaerallcaa A A EGcl\cY--GG-—---- CEAGCGAAGC—GETECCCTﬁ‘
99996 +
droElel|lscf7180000490564:460001= FCGAA ----- AATAGAGGTTATAA---=-~~-- TACGCGCTAAGCTTTH- -~~~ TGACATGATACGCGCEHCEE S E s m e P NGTEIG s s m s = COTGI P T TG T A T G TG CEC T - - CGCACGCACACE - === ====== VSRR - 2RI\ GRGRARRIEARRIEA A GRERA c TG AR NXE TR C CERE AR
460149 -
droRhol|lscf7180000778132:1508-1656 FCGAA ————— AATAGAGGTTATAA--—-—-—--— TACGCGCTAAGCTTTHY-—--- TGACATGATACGCGCTCG=~-==—=—=-———————————————T[éGGTGTG-~~————-—————————————————————__CGTGTG-TTTTTGTTATGCTCGCACTC--AgTCGCACGCACACC--—-——-—-— PN ERr - — - - — - — - — - - [§fela - - A AFNAT AN CINElelele A B T/cREEEE [eETeAT CGAAGC-EAlNATACCC T
droFicl|scf7180000453807:828092- 2]
828245 -
droKikl|lsc£7180000302486:1978894— 2|
1979056 +
droAna3|scaffold 13337:3938475- -]
3938596 -
droBipl|lscf7180000395450:73821- 2]
73944 -
ldps |XR_group8:8533266-8533399 +| 2] --
|droPer2|scaffold 40:742171-742310 +| 2]
droWil2|scf2 1100000004511:9862909-
9863004 +
droVir3|scaffold 13049:10280691- CCAAATGAGCATGAGTATTCCGUIT ATATGTATTGCATACATATACGCACGCTTGTGUAINEIIAR -
10280864 +
AroMo) 3|seatfold 6680:10507421- S¥n- - EBTAGAGGT AT AN NN ERTNTECGCGCTARGC T T - - - TGACATGATACGCGONNES CARAITEA AR AT CCARCATHE [ SR e | e ]
10507517 -
droGrizlscatfold 1511018964274~ G T U Yo 2 2 Y S— TBCGCGCTARGCITTR - -~ JEGACATGATACGCGON O GAEC A AR ARO[ - — EFEeEe——————— FE EBEBEeEee——F——1
8964357 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:9670092-9670253
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:9670092-9670253
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_90.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:2246857-2247018
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:1919889-1920050
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:9444266-9444427
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:9686319-9686480
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:1537973-1538095
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:8097585-8097734
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415741:99846-99996
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490564:460001-460149
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778132:1508-1656
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453807:828092-828245
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302486:1978894-1979056
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:3938475-3938596
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395450:73821-73944
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:8533266-8533399
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_40:742171-742310
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:9862909-9863004
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:10280691-10280864
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:10507427-10507517
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:8964274-8964357

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

der_130| scaffold 4929:18301791-18301844 - |confident | Mirtron |intron

Legend: mature star [0 i iR mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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18301800 18301850 . 15?3.01800 18301750 o I I I I | | NS o - -
Genomic Position 19 20 21 22 23 24 | | | I
Size Condition 18301900 18301850 18301800 18301750
Genomic Position
Hairpin partition - Sense - Antisense Mature -e- Star
Hairpin partition Mature & Star
Show Alternate Folds
Flybase annnotation
intron [Dere\GG23358-in]; CDS [Dere\GG23358-cds]; CDS [Dere\GG23358-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
MO055
V107 V108 V060
CTGGCATTGGCTTTGCAGTCTACTTACTTTCCCGTCATCAAGATGAACAGGTATCCGATTGGACGAATATATTAATAGATTAATATATTACTTTCGGGTTGCAGAAAAAATTATTTGACGAGCAGTGCGAAGTAATGGGCGCTTCTGGACTTGG female
Read |# Hit |Total male body |head head
Kk kkkkhkkkkkhkkhhkkkkhkkkkkhkkkkhdkhrhdkkhrrkdkkr ke kxx (O (Coe o COCCCCCCCCaa2IIINIID) L)) D)D) ) L)) . kkkkkkkkkkkkkkkkkhkkkkhkkhkhkhkkkkkkkkkkkkkk**k*k*k*** gjze Mismatch Count Norm Total body
................................................................................... TAT AT TACT TTCGGGTTGCAG . & v v v e e e e ettt e e e e ettt ettt e e eiiieeeeeeenn 210 1 7.00 7 4 1 2 0
.................................................. GTATCCGATTGGACGAAT AT AT Tt v v v e e e ettt e e e e e e e e e e e e e ee e e e aeeeaaeeeeeenaeeeeeeeaaeeeeeeeaaeseeeeeennneeeaaaa23 0 1 3.00 3 1 2 0 0
.................................................................................. ATATATTACT TTCGGGTTGCAGH . -« o v ittt e ettt ettt et e e ettt e iieeeeeee. 23 1 1 3.00 3 0 1 2 0
.................................................................................. ATATATTACT TTCGGGT TG A . « v e ettt e e et ettt eeeee ettt e eieeneeeeea 2l 0 1 3.00 3 1 1 1 0
.................................................................................. ATATATTACT TTCGGGTTGCAG . « v e ettt e e e e ettt e ettt ettt e e 22 0 1 3.00 3 2 1 0 0
.................................................. GT AT CCGATTGGACGAATATA . & v v v e e et et et e e e e et e e e e ettt e e e ettt et ettt et ettt ettt ettt it e e 20 1 3.00 3 3 0 0 0
.................................................................................. ATATATTACT TTCGGGTTGC w v v v e e ettt e e e e ettt e ettt e e eeiiieee e 20 0 1 2.00 2 0 2 0 0
.................................................. el ololeF-Ni i ]l -NoTeT- N X PPN~ 0 BN O 1 2.00 2 1 1 0 0
................................................................................... TATATTACT TTCGGGTTGCAGH . « « vttt ettt et e et ettt et e e 22 1 1 2.00 2 0 1 1 0
......................................................................................................... AAAAATTATTTGACGAGCAGT .+ v v v e et ee e e eieeeeennnnna 2 0 1 1.00 1 1 0 0 0
..................................................................................... AT TACT TTCGGGT TG AG e + e ettt e e e e ettt e e eeettee e eeieeee e 19 0 1 1.00 1 1 0 0 0
.................................................. GTATCCGATTGGACGAATATATTA . « v v e e ettt e e e e e e et e e e e e et e e e e ettt et ettt ettt e ettt e e e 28 0 1 1.00 1 0 1 0 0
............ TTGCAGTCTAC T TAC T T TCCC G TC e + v v e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e eaea e e e eeeeeeeeeeeeeseeeeeaeeseeeeeaneeeeeeeeaeeeeeneaneeeennanna24 0 1 1.00 1 1 0 0 0
.................................................................................. AT ATATTACT TTCGGGT TG e v v v e e ettt e e et ettt e et et et e e 19 0 1 1.00 1 1 0 0 0
Anti-sense strand reads
GACCGTAACCGAAACGTCAGATGAATGAAAGGGCAGTAGTTCTACTTGTCCATAGGCTAACCTGCTTATATAATTATCTAATTATATAATGAAAGCCCAACGTCTTTTTTAATAAACTGCTCGTCACGCTTCATTACCCGCGAAGACCTGAACC
Read |# Hit |Total
hkhkkhkkkhkkkhkkhkhkkhkhkkhkhkkhkhkhkkhkhkhkkhkkkhkhkkkhkhkkkhkkkhkkkhkkkkkkkkk ( ( ( ( ( ( ((' . ((. .. ((((((((((. .. ')))))))))) _)) . ) ) ) )) . ) )) L kkkkkkkkkkkkkhkkkkhkhkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkhkhkkhkkhkkkk** | gjze Mismatch/ Count Norm Total

No data available in table

Show Alignment With Reads “

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2|lscaffold 4929:18301740- der 130|[CTGGCATTGGCTTTGCAGTCTACTTACTTTCCCGTCATCAAGATGAACAGETATCC-~~=—=—=CGATTCCA-—-CCAA-~—-—-—-—-—-TATATT ACTTT-CGGGTTGCAGAAAAAATTATT TGACGAGCAGTGCGAAGTAATGGGCGCTTCTGGACTTGGT
18301894 -
ldrovak3|2L:16992502-16992664 + | |crcdcf@rTecirrTecacTeTacTTACTTTCCCCRCATCBAGATGAACAGETATNE S 2= == s e AT A= = Jalele === = o e e e T R - T NI N N S I XeA Tf8GA T TAATA- —TATT-—- - ————- ACTTT-CGGGTTGCAGAAAAAAT TATT TRAACGAGCAGTGCGAAGTAATGGGCGCTTCTGGACTTGGT |
ldrosec2|scaffold 1:1978025-1978190 || |creciearecirrrccacTeTacTTACTTTClCCRcATCEAGATGAACACETRINEC == === == CATTHCA==JNCAA= === == === = AT T ST T NN NI i Tl A r A A A - —TATT - - - ————- Ecrrr-cel¥\rrecackrrarATTAT TTIAGAGCAGTGCGANGTEATGGGCGCTTCTGGACTTGGT |
ldrosim2|[2r:5151113-5151278 + | |cTecEreclirrrecacTcracTracTrrciccRcaTcBAaGATGAACACEEAINGCEE === === GATTNCA===IGAA======= === = R AT I [T XTSI A i rfeha R T AnA- - TfErT-——————- acTrT-ce¥\rrecacerraraTTATTTRRIN GAGCAGTGCGAlGTEATGGGClcTCcTGlaCTTGGT |
|dm3 llchroRr:4336352-4336517 + | |cTeclgrRcclirrrecacrcracrracrrrcccllcaTclacaTGAACACETAINGC== === === GATTHCA-=T\eAA==—=—===-== = RN T [T I N NJe A A TR AR TAATA- ~TATT-——————- ACTTT-CHCHTTGCAGEAAAAATTATT TRIACGAGCAGTGCGANGTEATGGGCGCTTCTGGACTTGGT |
droEugl|scf7180000407691:196648— creel¥erTcelgrTTecacTeTacErEcTlTccilclEcallcaacaTcalgcACE TN TAANTAC aJiC AAAACGAGILITTGAGAREEEE BTN TifeleA - - TATIN- - - ———- afjrrrhliciNeT TN cAGA A r AT TATTldCACGARCAGTClGAlG TlEA TG olcE¥T i\ G GACTTGGY
196810 +
droBialllscf7180000302291:2222453~ Shelen Gilidelelehilii CElSINEINeh el CiG /il Cl¥eleln € A TNV A CINFININe <l c A S S c L Ge e cEEE A G R E e A Gl T TAACGG T C TAINCHINA TREN TING G EEU UG IEEE TR ANTT TR NT TN AGA A A A A ATAT TTGANGARCAGTGCGAAGTAATGGGHGINT TCl8GGACTTGGT
2222618 +
droTakl|l[scf7180000415627:219738— creoi¥erTeceTTTeCAGTgrACErEC Tt ClAccATcec Al caacACETEN clAcliTccRRRA Al cliaGlicTTTTCGACCAATGCCETIRNTIAEE CINiAFEEE T actrT-ci¥¥erTrecacaraaaagrarrrealcallcacTecrldcTlgaTceacT TCl8GGACTTGGT
219903 +
droElel|lsc£7180000491240:1162683~ cldccilatcclerrrecacreracridc tlirccilciicaldcancallcaldc G BA T ThGE - - [ A TAGIUITTCAGGCTTAAINCICATCIRTIC TEE GINUIEEEEEEEE T TT-CifsyeTiNCAGA A AAAATTATTTIIACGARCARTGCGAlEGTlgATGGGCGIIT TCTGGEC TlEGGT
1162848 +
droRhol|lscf7180000770177:461531~ creeerTcegrTrecacTTANSlc TlTccllcilcaTcarcaTGAlCAGEHEM TINUITTCE S GACG TAGIITTAAREGTCCAINGHCATCIRTNATER GINGIEEEFEEES T T T - RSNT TENCAGAAAAAATTAT TTRACGARC AT GCGAAGTIEATGGGHGIIT TCTGGAC TG T
461694 +
droFicl|scf7180000453851:2002640- Selen Gililele Gl NI T CiVG i Cl¥elen €A FTNNE c NG ININE <l c A st Tl \cACAL SRR A AN GEEEEEE A - /N - CTRGGGATCAACGHCATCGTINA TEE CINEIEEEEEEE AfjTTT-CcifsderccacAr AR ET TAT TRGANGARCAGTGClEAAGTIEATGGGINGINETC TGGAC TG T
2002802 -
droKikl|scf7180000302277:189740- creci¥erlgeccrrrocgereTaerEc tlirccllciicarcldacallcaacacEHENY THAITAT TIVACTAATTAAREEE - - - — - - EEEEEEE TISNATACCATIY- - TAJIT-ATTREEEEE GYVr IV rccacraaaaTTATTGARGARCARTGeGAAGT/EATGGGCGIT TCTGEgCc TTGGT
189898 +
droAna3|lscaffold 13266:1668872- o~ /efela Gl T C/Shl eI NN U-Nehi G Sl liNele » |eln FXiltel c TP\l NNl F\AGATTATGATAT/ V- - - - B8 - - ~-TATAAATAA A - - - ————- - -ccTiiacciy Al NiCEEEEEE e -cifldrTiINacAArAAAT TETT TClSRGAGCARITGCoAlgeTaAATGGGCI e T TClgcAc TINENE
1669031 -
droBipl|lsc£7180000396730:2662584-~ CTGGIET TI8C TTTGCAGTCTACTTECTTTCCRGRCATCeGAcAACAGETALEE TTAJEATEEEA CIAT TATAANANCITTREEEEEEE e TTAANS-~TATT-—-—--—- SN e NacArAAAAT TET TTGGAGC AT GCGAAGT/EATGGGCRC TTClgcAC THENT
2662739 -
laps l4_group3:419174-419336 + | |cBeciErBcRcrrroccEc raldrEe rErccRcEcABcEacABcEc A cETATIE = === === cAldec/d == cPWE === I NI e N e - - -JeerEcEeranga- [Eafe-——————- il eeaACccEdNe ciVEGGANGHIA cCRGEINIINNele AN r/elilciXelelele A G - - - EalNeiicleaC |
|droPer2|scaffold 1:1895039-1895201 || [EcEE iR c s e R T chc R e f S e c R e Vi T T GCEE C e AL R recTCCAGHATTCG TG mmc G CcE e N - TR CC TTIRLENSEA A CClINe CLYNNAG AIGHIA C CIACINIT NIl n I T iV CINelelelein G C - - -[EAINSANGIEAC] |
droWil2|lscf2 1100000004513:3159820- Scleer GGl c Allilc/ele cleiva i T cliT/hililite T/leNIXNe c I NGE - - - - - - - -EEEEEE - - - B - — e — ——— | - - — - -F- - - - - - - -[NEcGCINNACH NG~ FNele e c clelicINuelelelea Giy - - -[ea T Tiic Al
3159917 -
drovir3|lscaffold 12875:9400159- clececlgrecEriiTccliccTacTrac Tt cclAcEdyT cec Ao aAcACETALEEN clicaaTTaTaTEGCTGCCTTA AlNGHTACCHT- - TAliTiiEcTTTTCCTTCilARE T TACCAGINECCTINGCRTIIENSINGENA FNE ClE a8 T/ehicINieeelea Ali - - -Eacajiccal
9400323 +
droMoj3|lscaffold 6496:17704766- sGeleleciGecoilififele T eceidNT A XeliCifdlelelec T TiReCGERNCHNG e L) A TG E e CGCAT TTACCGE\GCTGCCTAAL S - - — - - - EEEEEEEE AIGIENEIACIGE- - GAIT - CEEEEEEE TGS GTCTCCEdNECGLYNGCiiCiiAeNC e Xeloh:Xen 2 A e ClelycNelelele iy - - —[ea GG CAK
17704922 -
droGri2|lscaffold 15245:2672740- Sclelele Giin e riliiclele cle v T A j:NeliA ifele A Ea T Tiel c GINAINGINE Sl ic A TEE T A [ Nl TTTAACT[EATCAGCCTAAEEE - - - - - - EEEEEEE AINGIT/EGCIINA- - TGliT - [iT TEEEEE caliciBTcaacccaiNEcGcINNACIINNA CIACEINA e clefen c T/l T/NNelelelea Alic - - - Al\aficCali
2672898 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:18301741-18301894
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:18301740-18301894
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_130.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:16992502-16992664
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:1978025-1978190
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:5151113-5151278
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:4336352-4336517
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000407691:196648-196810
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302291:2222453-2222618
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415627:219738-219903
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491240:1162683-1162848
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000770177:461531-461694
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:2002640-2002802
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302277:189740-189898
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:1668872-1669031
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396730:2662584-2662739
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:419174-419336
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:1895039-1895201
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:3159820-3159917
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:9400159-9400323
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:17704766-17704922
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:2672740-2672898
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[View on UCSC Genome Browser {Cornell Mirror}]

confident | Canonical miRNA || antisense to_intron

der 190 |scaffold 4929:16772243-16772305 +

Legend: mature star mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution
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der.190_annot [-36.7]

Show Alternate FoIds‘

Flybase annnotation

Antisense to intron [Dere\GG23500-in]

No Repeatable elements found

Sense Strand Reads

rhide 3p reads H 7show mid mismatch reads H

CTACGGGGATAAGGAGGGGGCGCTGTTCCGTTGATGATAAGAAGGTGGGGTTGGTGTCGGAACTGCTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTTACGACCCCGAGCCCGACCCGCCCCAGTCATCATCATCATTGTTTGGCCCAGGGGCAACATTAC

Total Reads

20

15

10

Read #

khkkkkkkkkhkhkhkhkkkkkkhkhkhkkkkkkkhkhkhkhkkkkkkkk

.................................

..........................................................................................................................................
....................................................

..........................................................................................

............................................................................................................................................

Anti-sense strand reads

GATGCCCCTATTCCTCCCCCGCGACAAGGCAACTACTATTCTTCCACCCCAACCACAGCCTTGACGACGGGTCCAATTCAAATAAGTTTAACCCGGTCAATGCTGGGGCTCGGGCTGGGCGGGGTCAGTAGTAGTAGTAACAAACCGGGTCCCCGTTGTAATG

(@)

O O O O O O o o o

Read #

khkhkkkkkhkkhkhkkkkkkkhkkhkhkhkkkkkkhkkhkhkkkkkkkkkkk

.................................

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species/ Coordinate ID Alignment

Condition-specificity

Hit
kkkkkkkkkhkhkkkhkkkkkkkkkkkkkkkkkkk*x** gjze|Mismatch Count Norm |Total

=

L = = T = S S S S S

Hit
khkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkxk*x gjze Mismatch Count Norm Total body

Condition

MO055

V108 GSM1528801 v107
female
body male

body

head follicle
cells

Total

12.00 12
6.00 6
.00
.00
.00
.00
.00
.00
.00
.00

e S S R Y
=R R R NN W W

O O O O O RFr O~ NN
O O O 0O O O O O O B»
O O 0O O O+ O O o

V107

Total male

Conservation

phyloP LRT conservation scores

16,772,200 16,772,250 16,772,300 16,772,350
Genomic Position

Hairpin partition Mature Star

droEre2|scaffold 4929:16772193- CTACGG—-—---- GG---———— - AT A A ———mmmmm oo

16772355 +

der 190

T-———- GTTC-CGTTGATGAT--AA-GAAGG

ldrovak3|21:5046078-5046246 - | |cTacee----- T N ———————————a"* i "t i GGEIGG---GGGEHGC-——— ===~ ———— -

T-——=- GTTC-CGTTGATGAT--AA-GAAGG

TGGCCCAGGGGCAACATTAC[e[eler.V.

droSec2|scaffold 3:3365018-3365174

+

dse 1836

T-———- GTTC-CGTTGATGAT--AA-GAAGG

TGGCCCAGGGGCAACATTAE

ldrosim2|21:7597093-7597249 +

dsi 32441|CTACGG----- R N GGRGG---GGGRGC——————————————— - ———
[dsi 32441 g g

T-————- GTTC-CGTTGATGAT--AA-GAAGG

|dm3 llchr2n:7850648-7850804 + | |cTacee-----

GTTC-CGTTGATGAT--AA-GAAGG

scf7180000409463:893481~-
893664

droEugl

CTACGG----- e A A G T C T G e ®----aTanl@N-----------®@-------\-"--- AGAGAGAGTAAEAG- TRE GlHele e y----- - BGRT GATGAT--AA-GlEgGE

scf7180000301518:
690317

droBial 690168-

CTACGG----- GG—m———mmm oo AT A A=~ ——— —m oo - eacly---ceolgcg-----------—-—-— - —————- B------ e -EGTTGATGAT--A8-GAEGG

scf7180000415876:487779~-

487929

droTakl

CTACGG----- GG——————mm e m o AT A A~ == ———mm e m e~ colecE---coalgec---—-—-—--—-— - [l - - B - B{C T TGATGAT--AA-GAAGG

scf7180000491028:
1168096

droElel 1167940-

I T e T GG A GEE A A G T G T e — - — e e e - - e eTe - — - - R e By---—-- -G T TGATGAT--AA-GAEGE

scf7180000778576:
+

droRhol 3686-3836

CTANGG----- e 7 A G T G T R e = — — e B GG~ GO~ — === —=——=—=—————————————— B------ -G T TGATGAT--AA-GAEGE

scf7180000454115:654178-

654370 +

droFicl

scf7180000302570:197735~-

197890

droKikl

scaffold 12943:1454045-
1454208

droAna3

scf7180000396728:1749714~-
1749870 +

droBipl

dp5 ll4_group3:5445646-5445878 - ||

droPer?

scaffold 1:6936363-6936595

droWil2|scf2 1100000004516:3485068—

3485217

scaffold 12963:8616469-
8616603 +

drovVir3

droMoj3|scaffold 6500:2727693-

2727874

scaffold 15252:13179028-
13179213

droGri?2
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:16772193-16772355
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:16772193-16772355
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_190.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:5046078-5046246
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:3365018-3365174
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1836.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:7597093-7597249
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32441.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:7850648-7850804
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409463:893481-893664
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301518:690168-690317
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415876:487779-487929
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491028:1167940-1168096
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778576:3686-3836
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454115:654178-654370
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302570:197735-197890
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12943:1454045-1454208
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396728:1749714-1749870
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:5445646-5445878
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:6936363-6936595
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004516:3485068-3485217
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:8616469-8616603
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:2727693-2727874
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:13179028-13179213
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[View on UCSC Genome Browser {Cormell Mirror}]

der 236 |scaffold 4929:11550122-11550184 + | confident || Mirtron | antisense_to_intron

Legend: mature star it ik1ed L T8 mismatch in read

Predicted structure

| Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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der_236_annot [-16.8]
Show Alternate Folds H
Flybase annnotation
Antisense to intron [Dere\GG23898-in]; intron [Dere\GG10173-in]; CDS [Dere\GG10173-cds]; CDS [Dere\GG10173-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
MO055
V108 V060 V107 MO57 V040
AAGTCCATGTGCCCGTCCATGTGCACTACGACCGACCAGTGCCCGTTAAGGTGGGTTGGGAAACGGGAATTCGAAGCAGCCGGGGTTCTAATTCTTTGGAT TTCTGTCCACAGGT TCATGTGCCCGCTCCTTACCCAGTCGAAAAGAAGGTCCATGTGCCCGT female
Read # Hit |Total head body |head male embryo embryo
ek dkdkdokdokdkkdkok ok ko kokkokkokdkkk koo ko kkdkkkkkkk ((((........ COCCCCCCEeee(.. ... (CCoe e D)) et ))I)))))))))))) ) ) ) chkkkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkk**x** gjze Mismatch Count Norm Total body
......................................................................................... AATTCTTTGGATTTCTGTCCACA . &« v vt ettt et et et e e et te e teeaeneiaeneneeaes 23 0 1 11.00 11 7 1 2 1 0 0
........................................................................................ TAATTCTTTGGAT TTCTGTCCACA . « o e e e e ee e ee e e eee e e e enetaeeaeeaeeaenaenaennanaa 24 O 1 4.00 4 1 2 1 0 0 0
......................................................................................... AATTCTTTGGATTTCTGTCCACAG . « ¢ v v e v vt et e eee et et e e eaeaenaenaenaennenae 24 0 1 3.00 3 0 2 0 0 0 1
......................................................................................... AATTCTTTGGATTTCTGTCCA e e v et et e e ee et e e enenaeaenenaeaenenneaenenaeaes 2l 0 1 2.00 2 1 0 0 0 1 0
........................................................................................ TAATTCTTTGGATTTCTGTCCA . & ¢ v e e te e te e e e et et et et te e eaeaenaenaennenae 22 0 1 2.00 2 1 0 0 0 1 0
.................................................. GTGGGT TGGGARACGGGAR . « « ¢ e e e e et e et e et e e et et e e et et e e e e et e e e e e e e e e e eneneeeeaeneeaaaeneeaeneneeaeaenneaenan.19 0 1 2.00 2 1 0 1 0 0 0
.......................................................................................... ATTCTTTGGATTTCTGTCCACA . ¢t e et e e te et et et e ee e et et ee e e eaenaennenaen. 22 0 1 2.00 2 0 0 0 2 0 0
........................................................................................ TAATTCTTTGGAT TTCTGTCCACAG . « « « e e e e e e eeeae e taeneeeaeneneeaenenneaenenneaes 25 O 1 2.00 2 0 2 0 0 0 0
......................................................................................... AATTCTTTGGATTTCTGTCC e « e e v e e ee e e ee e e ea e ae e e e eeaeeaeaaeeaennennennanae 20 0 1 1.00 1 0 1 0 0 0 0
.................................................. el Jeteled i elees-V.V. Vol ele] e OO - SN ¢ 1 1.00 1 0 0 0 1 0 0
........................................................................................... TTCTTTGGATTTCTGTCCACA . « v e et e te e e e e et et e e e ee e te e taeiaeiaenaenaen. 2l 0 1 1.00 1 0 1 0 0 0 0
......................................................................................... AATTCTTTGGATTTCTGTCCAC . « « e e v et eeeeee e e e e e e ee e eaaenaenaennenaennenae 22 O 1 1.00 1 0 0 0 0 1 0
Anti-sense strand reads
V108 V060 V040 V107
TTCAGGTACACGGGCAGGTACACGTGATGCTGGCTGGTCACGGGCAATTCCACCCAACCCTTTGCCCTTAAGCTTCGTCGGCCCCAAGATTAAGAAACCTAAAGACAGGTGTCCAAGTACACGGGCGAGGAATGGGTCAGCTTTTCTTCCAGGTACACGGGCA
Read # Hit |Total head head embryo male
Fekokkdokkdokkdok koo ok koo koo ((((........ COCCCCCEEeeqe(.. ... (oo ))ee e )))))D))))))))))) hkkkkkkkhkkhkkhkkkhkkhkkkhkkhkkhkkhkkkkkkkkkkkkk**k*** gjze Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|scaffold 4929:11550081- der 236|TGCCCGTCCATGTGCACTACGACC——-—- G-ACCAGTGCCCGTTAAGGTGGGT TGCEASAACS===CEC-AATTC-=CAAGC-======== AGC--—-—--—-———- CGGG———=—=——————————————————— GTTCTAATTCTTTGGAT-TTC-—--—--- TG--TCCACAGGTTCATGTGCCCGCTCCTTACCCA-——————————————————————————— GTCGAAAAGAAGGTC-—--—-—-——-—- CATGTGCCCGT
11550234 +
|drovak3|21:14006080-14006238 - | | TGCCCGTCCATGTGCACTACGACC--——- G-ACCAGTGCCCGTTAAGGTGGGT TGCEAN e XL P CCE-AATTC [SAAGC = N T —— e —— GTTCTAATTCTTTGIIYEINTTle-——————- TG--TCCACAGGTTCATGTGCCCGCTCCTTACCCA- == === === === ——————————————— GTCGAAAAGAAGGTC--—-——-——-—~ CATGTGCCCGT |
ldrosec2|scaffold 3:179731-179885 - | | TGCCCGTCCATGTGCACTACGACC---—- G-ACCAGTGCCCGTTAAGGTGGGTTGGEA—JAC====CCC-AATTC-—[fdAGC-———-——--—- as----—----————- CGGG—=—————————————————————— GTTCTAATTCTTTGGATHITC-—-——-—- TG—-TCCCAGETTCATGTGCCCGCTCCTTACCCA-————————————————————————————— GTCGAAAAGAAGGTC-—--—-————-—- CATGTGCCCGT |
ldrosim2|21:13499839-13499993 - | |reccceTecaTeTGCACTACGACC-———- G-ACCAGTGCCCGTTAAGGTGGGTTGGEA—RAC-==-CCC-AAT\C—[feachy-———————- A T CGGG———=——=——————————————————— GTTCTAATTCTTTGGATMTITC-————-—- TG--TCCCAGGTTCATGTGCCCGCTCCTTACCCA-——————————————————————————— GTCGAAAAGAAGGTC-—--—-—-————- CATGTGCCCGT |
|dm3 lchror:13922411-13922565 - || |TecceceTecaTeTeeacTacGacc----- G-ACCAGTGCCCGTTAAGGTGGGTTGGEAAC-~~-GE-AATTC- [AGC-—~—~——~ 7\ T — T — GTTCTAATTCTTTGGATHTTC-——--—-- TG--TCHECAGGTTCATGTGCCCGCTCCTACCCA-————— === === — oo GTCGAAAAGAAGGTC—=--——=--—=---— CATGTGCCRGT |
droEugl|{scf7180000409452:486328- TGCCCGTCCATGTGCACTACGAMC--—-- G-fccacTeCcccGTTAAGGTGGGT TGRS AN N-===CCCjyAlN VA== CARC======== AGA T NGGG--—-—-— - BrTcTAARTCTTTGEHT-TTC--—-—-—- BT CRYACAGGTTCATGT GCCCGCTCCTTACCCA- -~ ———————————————————— GTCGAAAAGAAGGTH------—------ CATGTHCCRGT
486481 -
droBialllscf7180000302422:7915161— TGCCCGTCCAGTGCACTACGARC--—-- G-EcccTecccoT@AAGGTGGGTTGCEA=AlC==~[8cCC-ANNT - ~CAREIC— =~~~ I -————————————- R e GTTCTAASTCTTENGHT - TT i Eee- - TV N elcieIC AGG T TCATGTGCCCGCTCCTTACCCA- ————————————————————————————— GTEGAAAAGAAGGTC--—-——————-- caldeTceeeaT
7915323 -
droTakl|scf7180000415399:1404531— TECCCGTCCATGTGCACTACGARNC-—--- G-CCAGTGCCCGTTAAGGTGGGT TG ga e = LV \CC Al = e A pys e e e e - - —— —— - —————- GGG-—————m GTTCTAATTCTSTGGIT-TTH-—=-=--- Tl CACETRCATET GCCCGCTCCTTACCCA- —— =~ —— === ———————————————————— GTCGAARAGAAGGTC-—-——-—=-——--—- CATGTGCCCGT
1404687 +
droElell|[scf7180000491338:1536240- TGCCCGTCCAGGTGCACTACGARC--—-- G-fccacTocciloTTAAGGTGGGT TGC A= fee-——ficCC-AAT - ~fiAkfic—————=—- AT T GGG -—-— - GTTCTAARNTCTTTCRNT - ——————— TG-[J8CCACAGGTTCATGTGCCCGCTCCT TACCA- —— =~ == == ———m oo GTRGAAAAGAARGTC---———-————- CATGTGCCCGT
1536393 -
droRhol|scf7180000780107:151229- TGCCCGTCCATGTGCACTACGARNC-—-—- G-EcceTeecCcGTTAAGGTGGGT TG R A== == CCEgAINC= =L LAl \=anananas AT BGGG-—-———— - rrcTAATECTTTGCHT - -~ ERSeCIJECAGETTCATET)cccGCTCCTTACCCY-— - -~ ————— -~ - == GTCGAEAAGAAGGTH-——--——-——-—- CATGTGCCCGT
151379 +
droFicl|lscf7180000454082:137598- TGCCIAGTCCATGTGCANTACGARC--—-- B CSIeFNehleletel~ ChlV-VNeleheleleliiT - - - & - - TEEEEelel e NNICOEE CCCTTAAACTEEEIA T T TR NGGG--—-— = crEcTaAT TN T TRGCHT-RIR-—-—-—- el e ChA GG T TCATGT GCCCGCTCCTTARCClY- - - -~ - ——— == GTRGAAAAGAAGGTH---—-—----—- CATGTECCHGT
137748 +
droKik1|{scf7180000302236:31947-32101 FX&CCCGTCCATGTGCACTACGARC-———- G-cclcTecccoTlgrnaceTceeT THGEENERIC -~ X ealNec -~ \alelc—=—==—=—== Ac-—-—-———————- T2 R el TIVNACINT GlliNA A CIEIIC TEEEEEEE - - e BV AGG T TCATGTGCCCGCTCCTTARCCA- ————— == == ————— o — GTRGAAAAGAAGGTC--—-—-—————— CATGTGCCCGT
+
droAna3|scaffold 13266:8793250- iiTedeicEccardecVNdgNA cTcATCAAGAAGENEdEe T ANCIAGNEA - - - —- -5 - - -EE - -0 - - - _[8-- -- e - —-—----—--- - — - 2 EGIleCING-GTGGA-[Ehal- - -EEEEEEEE ACCCTACARTEIGA e A CHECINNT GATGT TGAGGTGGAGAAGCCCTACACCGTGTATGRUSNCIVNIVNEIEG CCCTACGAGGTGANA Nl
8793418 +
droBipl|lscf7180000396769:209022- TGCCCGTCCATGTGCECTACGARC--—-- el T SfelC/elii T Sfelelelii A Y NeteleleleldiiT A T AT TEEEE - - - BriNiGaGH- - - - -EEEEEEEE GCT - TAGEEE RN - - — - icECcTGllATGA - - - ClECCT R e AT el SNelC AGGT[SCATGTGCCCGCTCCTTACCClg-——— === === === == —————— o cricaArRAAGGTC-- - - ——-——-—- CATGTGCCIGT
209173 +
dp5 l4_group4:5777147-5777298 + || |&Eccerccarerecaraceagc----- R CehNeliC &l EhiaVNelelia A A CliaaACE TGATE T - - - BNNicHecccliTenmmmmmmes aYe----------—-—- colyy-------—-—-— - EcclcTiNaGEGAACHNIE - - - EEEEEEE FXTeiAcGTTCABGTGCCacldccTTaCCCA- - - - — - m o GTCGAEAAGAAGGTH------------ cafdeTceceT
droPer2|scaffold 16:1162361-1162512 [XeccerecaTeTecgraceapjc----- e C/HNelii c8fel~ Sl A PV Nelelila A A Clila AA CHTGAREE T - - -FNNicEecccil e Be---—-—--—-——-—- CORly-—-----—-—— - EcclcTiNacEcaAACEHNE - - -EEEEEEE ATCCT TG T e C I eleTe A e C e e e GTCGAAAGAAGGTH--—--—-—--—- CABGTGCCEGT
= L
droWil2|lscf2 1100000004521:1659757— ReiciNic ThicAaTcToCcET AlcARC- - - - - R r(eleFNehiC Steln EhiGIVNelelila A A cAA A AN AT B C A AT N NG G T T/ C A e A C T C T G A T A 2 e RS TAA TS T TR T -TTC-—-————- TleirccaliaceTlEcATG T ccliccTecTTACCl- - - - — - - - - - — - — - GrlgcAgAAGAAGGTC-- - -~ ————- CATGTEcCCGT
1659916 +
drovir3|scaffold 12723:894042-894195 TGCRceTRcATGTGCldc TARGARC - —- - - el C/e Clelilelelelelelii CEVNEleilA TA Gealge c o NN a EicH - - i - - B8 - - - - - B G T - S S e n T T T A CA TR AGINECITIGITAACAC/ACTINNEEEEEE T I XeciisiaceTicaTGTGcccocilccgrapccg--------—--—-—--—--—-- - —————- GTHGAAAAGAAGGTC-—————-——-—-~ CATGTGCCRGT
droMoj3|lscaffold 6500:10447411- MeccceTccaTGTGCRCTACGARC-——-- G-ficcacTecccoTEAAGG T NaS IS lcem= === —-Er-----F5-----EEEEEEE GCT- AR CEEE TAl8-ACTTTTAGAGATAATCTAAAGACC/EIRNSIN- - - - - - AlAACHE - — - EEEEEFEE ERaecisbiaceTXcATGTGeccaclccldTacecg-- - - - - - - - - GTHGAAAGAAGGTC-—-———————-—- CATGTGCCHGT
10447569 +
droGri2|scaffold 15252:4404120- TGCRGTHcATGTGCldc TAfGAlC - —- - el C/IO NeldeleleletelicN-Nelelin TAGA T TCTA-G-FouE] - - cT-----F5 - - —-—--- GCT-TCATTGCGACTCCT T cea i ajia - - -I\cclecififeTTAR - AlcaccacEEcAACART T T/ NEleh A o Tel el eleletel oo C i T el C R e cricaarGAANGTC-- - - —-————- CATGTGCCCGT
4404277 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:11550072-11550234
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:11550081-11550234
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_236.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:14006080-14006238
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:179731-179885
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:13499839-13499993
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:13922411-13922565
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409452:486328-486481
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:7915161-7915323
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415399:1404531-1404687
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491338:1536240-1536393
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780107:151229-151379
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454082:137598-137748
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302236:31947-32101
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:8793250-8793418
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396769:209022-209173
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:5777147-5777298
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_16:1162361-1162512
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:1659757-1659916
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12723:894042-894195
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:10447411-10447569
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:4404120-4404277
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View on UCSC Genome Browser {Cornell Mirror}

der 1054 |scaffold 4845:5670098-5670158 + | confident | Mirtron |intron

Legend: mature star [(\T&3 1ie1(d §1 1 iFg (1iiT31 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
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Show Alternate Folds
Flybase annnotation
intron [Dere\GG21702-in]; CDS [Dere\GG21702-cds]; CDS [Dere\GG21702-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
MO055
V108 V107 V060 MO57 V040
CTAAGAGTGAGAATTTTCCTGTGCGAGGCCAGTGAGGAGAGGACAGTGGGGT TAGTAAAATGGAGACATCAGT TTCTGAACATTTAATAATTGATTGTCTATTTTACATAGCACTTTTGATACCCAGACCCCGCAAATGGAGATTTTCTCGAAAATGAAGC female
Read # Hit |Total head body male head embryo embryo
Tokkkkdkkdkhkkkkhkkhkhkkkkhkhkhdkkkkhkhdkrdkkdkkrkrdkrdkrrk (OO e e COCCCCCe e (e ))) o)) o)D) D)) ) )) e o kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**x** gjze Mismatch Count Norm Total body
.......................................................................................... TTGATTGTCTATT TTACATAGHE . oot e e e e e e 221 1 20.00 20 12 5 1 2 0 0
.......................................................................................... TTGATTGTCTATTTTACATAG . « « v e o et eeoe e eeeeneeneeneenacneeneenaennenaenae 2l 0 1 11.00 11 9 2 0 0 0 0
.................................................. GTTAGTAARATGGAGACATCAGT « ¢ v e e vt et e et e et e et e e e ettt e e e e e ettt et e et e et e ettt et ettt ettt e 230 1 3.00 3 3 0 0 0 0 0
.......................................................................................... TTGATTGTCTATTTTACATAGH.  « ¢ ittt ittt i it i e i e e een e 22 1 1 3.00 3 1 1 0 0 1 0
.......................................................................................... TTGATTGTCTATTTTACATAGHE . - -« ot ittt e e e e e ee e 232 1 2.00 2 0 1 1 0 0 0
.................................................. GTTAGTAAAATGGAGACATCAGTTT « « e e v e e v e e ee e ee e e e e e e e e e e e e e e e aeeeeeaeeaeeae e eaeeneenaeneeneeneennennennenaes 25 0 1 2.00 2 1 0 1 0 0 0
............ P i olo el et ol NeTe ot oF-Ne L JF N PR N 1 1.00 1 0 1 0 0 0 0
....................................................................................................................................... AATGGAGATTTTCTCGARA....... 19 0 1 1.00 1 0 1 0 0 0 0
................................................................................................................ ACTTTTGATACCCAGACCCCGC . « v vt eeeeeeeeeneenaennen.e 22 0 1 1.00 1 0 0 0 0 1 0
........................... GCCAGTGAGGAGAGGACAGTGCGl- - - - - - - - o it e e ettt ettt ettt 26 3 1 1.00 1 0 1 0 0 0 0
............ ATTTTCCTGTGCGAGGCCAGTGAGGAGA . « ¢« e e e ettt e et e et e et et e et e et et e e e e e e e e e e e e e e e e e et e e et e e et e e et e et e et ettt et et e e 280 1 1.00 1 0 0 1 0 0 0
.......................................................................................... TTGATTGTCTATTTTACATAM. . ..o i i i i e e 21 1 1.00 1 0 0 0 1 0 0
............................. o7 Nelie).Yele)Nel-NeTeF-No N il clc NP~ B 1 1.00 1 0 1 0 0 0 0
.............................. el o) Nele)NeF NeTel oy Vel cleTe! - AP R 1 1.00 1 1 0 0 0 0 0
.................................................. GTTAGTAAAATGGAGACATCAG . « « ¢« e e e e e e e e ee e ee e e e e e e e e e e e e e e eaeeaeeneeneeneeneeneeneeneeneeneeneennennennenaan22 0 1 1.00 1 1 0 0 0 0 0
............................ CCAGTGAGGAGAGGACAGTGGG . - « « v v v vttt ettt et ettt e e e et e e e e et e e et e e e e e e e e e e e e e e e e e 231 1 1.00 1 0 1 0 0 0 0
.................................................. GTTAGTAAAATGGAGACATCAGTT . « « e e v e e e e e ue e ee e e e e e e e e e e e e e e eaeeaeene e e eneeneeneeneeaeeneeneennennenneaaen24 0 1 1.00 1 0 0 1 0 0 0
............... TTCCTGTGCGAGGCCAGTGAGGAGA « « « ¢ v v e e ettt ettt e e et e e ettt e et e e e e et e e et e e et et e e e e e e e e e e e e e e e e e e et e e 250 1 1.00 1 0 1 0 0 0 0
........................................................................................................................ TACCCAGACCCCGCAAATGGAG.  « v v v eveennenen.e 22 0 1 1.00 1 0 1 0 0 0 0
................ ook el elofe) NeleloloF- Vel fe).Nele).N TN PR S 1 1.00 1 1 0 0 0 0 0
.......................... GGCCAGTGAGGAGAGGACAGTGG - « « -+« o« s s o et oo et e e s oneasassosasoneesaseneasonessasneeasaseesasoaensassesasaasosasoasesasenasasoacnsanseana-23 0 1 1.00 1 0 0 0 0 0 1
.......................... eleloloyNeki el el el es-Nelel-No. Nl iU AP S 1 1.00 1 0 1 0 0 0 0
........ GAGAAT TTTCCTGTGCGAGGCC  « + « e a e e 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 e e et e e et et e e e e e e e e e e e e e e e e e a e e ee e e te e e e taeeaeeaeneeeeneeaeaeneeaenenneaenneaea22 O 1 1.00 1 0 1 0 0 0 0
........................... elo]oy NehielNelel-Ney Neler Nol- el el - [N S 1 1.00 1 1 0 0 0 0 0
.......................... efeloloy-Nekie)-Nele)-Nes-Nelel Yoy Nekilclele] - FUu U AP S 1 1.00 1 0 0 0 1 0 0
Anti-sense strand reads
V040 V108
GATTCTCACTCTTAAAAGGACACGCTCCGGTCACTCCTCTCCTGTCACCCCAATCATTTTACCTCTGTAGTCAAAGACTTGTAAATTATTAACTAACAGATAAAATGTATCGTGAAAACTATGGGTCTGGGGCGTTTACCTCTAAAAGAGCTTTTACTTCG
Read # Hit |Total embryo head
Kok ek ok ke k ok ok ke kok ke ko ke ke k ek kkdkkkx  CCCCCCCCCCe e COCCCCC e CCCa e ))) o)D) o)D) D)) ) ) ) ) o hkekkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkk****x** 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|scaffold 4845:5670048- der 1054|[CTAAGAGTGAGAATTTTCCTGTGCGAGGCCAGTGAGGAGAGGACAGTGGGEITACTAAAATCCACACATCAS === GETTC—--—TGAACATTTA-AT-—————————————————————————m A-ATTGATTG-TC----- TATTTTACATAGCACTTTTGATACCCAGACCCCGCAAATGGAGATTTTCTCGAAAATGAAGC
5670208 +
ldrovak3|2r:5118387-5118548 - | |[CTEAGAGTGAGAATTTTCCTGTGCGAGGCCAGTGAGAGAGGACAGT GGCENACTAANETCCACACAT AT Samas GITTh—-—- T AACHT TTA-AT -~ ——————————m e AATTEATTG-TC----- TATTTTACABAGCACETTTGABACCCAGACIACCGCAAATGGAGATT TTCTCGARGATGAAGC |
ldrosec2|scaffold 7:2226398-2206559 -| lcTEacacTcacEaTTTTCCTGTGCGAGGCCARTGAldcAGEGeACAGT 6o ACTEARATEAIACALY \A====as T I - — -~ T A ACAT T TA-AT——— -~ - — - ———mm o= R TThATEG-TC-—--- TATTTTACABAGCACTTTGARACHCAGACIACCGCAAATIGAGATT TTCTCGARAATGAAGC |
ldrosim2|21:18161179-18161341 - | lcTEacacTeacgaTTTTCCcTGTGCGAGGCCANECAcAGRGeACAGT 6o BT AT ARAT I A JACAL\CA== === WrTT--—-tilaacaTTAAT- - - apATTRATEG-TC--—-- TATTTTACHEAGCACRTTEcARAClcAGACAcCGCAAATIGAGATT TTCTCGAAAATGAAGC |
|dm3 lchr2r:18601002-18601163 - | lcTBacacTeAGEATTTTCCTGTGCGAGGCCANEcABGAGRIGeACAGTGoC T G TEARATCINATIACAINA====== BT TR - - -~ TAACAT TTA-AT ——— === === === —m——m e AfATTHATEG-TC----- TATTTTACIPAGCACTTT@GAACCCAGACCCCGCAAATGGAGATTTTCTCGAAAATGAAGC |
droEugl|lscf7180000409447:549155- CTABGAGTGAGAATTTTCHTGTGCGAGGC CEM8GAGGAGAGGACAGTGGGETIACTINEAATINCISAIAINCAS====s
549313 -
droBialllscf7180000302422:5077723~- HTAcAGTINcAATTTTCCTGTGCGAGGCCALNEIA MG ARGl CRiG THG GO ACTAlCAAT/SCAINAINAIN\A= ===
5077880 +
droTakl|lscf7180000415867:903093~ CTEEGAGTRAGAATTTTCCTGTGCGAGGCCAINSGANGAGEGCAACAGTGCCEH ACTIeAR N SVAANAINCA= ===
903271 -
droElel|scf7180000491338:2579248- CTARGAGTRAGAATTTTCCTGTGCGAGGCCARTGARGAGEGGHCHGTCICET ACTHAAATIV A F AT/ V=
2579409 -
droRhol|sc£7180000758337:3830-3990 -l lcT@8cacTircaATTTTCCTGTGCGAGGCCAGEGARGAGRGcACHG TG G AA T EIAN AT\ AT N YeIT\- TV YCIIe YeT\ - T T T T2 - AT -~~~ ———————————[§---——————————— ¥ el - B - TC - ~i\-praTTETiicldeAGcacldT T oA clicAGEcceclicAldaTeacaTIT T TCA AdTGAAGY
droFicl|lscf7180000454059:334954— CTEEGAGTIIAGAATTTTCCTGTGCGAGGCCECMGARNGAGEGEACAG TR NAC T AR A TS AL T NA T ClTelel N VN N eTeleT A T G it T 2 o — — —— ——————————~— R A e TN - Pt - T C -~ T T rfefeiclleac cAcE T TToAlA Clic AGElC CGCAAATGGAGATITTCTCGAA AR AGH
335116 +
droKikl|lscf7180000302221:12517-12681 crecEcTiacEaTTTTCCTTGCGAGGCi A CcARGAGE G A Clec Te o e TeAC TR A AL NG I E S ST~ —————EaRAlle- - - CA- - -[- - B TTTTAAGCGGCTTGAATAATATTC--------CECOEEEEE el dieaccacETTcAaATACCCAAEccCcGCARATGGAGATTTCTCGAREATGAREC
+
droAna3|lscaffold 12916:2503427- HTEecAcTeAGEATTTTCCTGTGCGACRCEAINEGALNEA ClECINEC A G T GG EH NC e A N\CHAl E TR Jef JA===== = TCAAGREE A CCl - - - - - - B - B GCTTRERlCAAAACCC-BI- - - - - - - TRICEEEEE IeyreleriEdleaccAcTTToA TR CHCAGECcccGearATGGAGATET TC TCfEAASNGARGC
2503583 -
droBipl|scf7180000396430:442525- WTEl8cAGTGAGEATTTTCCTGTGCGAGECEANEGACIN RGN A G Tldc c BT XSS Al NG Sl ic s TfyaA====== T CACGRE C CClSC A C ClE A R e e PACIAliT - - - TECTEEEEE TieT TThRIseAGCACTTTGATACHCAIECccccacaldaTGeaGATET T TCAA I cARGE
442683 -
EEE l4_group3:3815354-3815513 - || lcTi8cacTeAGAATR TET G TGCGAGRCRART cARGAGRGCEACHc Te o c B NS S AR T AL AT AT C[S [TV VR YeT ¥\ - el - (ol - — — - ——————————- T — CAATTTTT-B-------TEC ERrrrrfEchraccac@rrrcaBacEcacccecficararceaargrreTcfdarBaTcance |
|droper2|lscaffold 1:5295274-5295433 -| lcTi8cacTeacAA TR TEiT 6 TGCGAGRCRART cARGAGRGCEACHc Te o c BT NS S AR T AR AT AT C[S [T\ -V VR YeT ¥\ I 7 el - ol - — ————————————- R, . —— CAATTTTT-[-------THCEEE ErTrTEclTAGCACHTTTGARACECAGECCCclicaraTGGAATE T TCTCfSAAEATGARGE |
droWil2|scf2 1100000004585:3040819- TiiccE T/ cINE NN CIVe T gNelele c C Ci¥eINe CINa clea NS Tlelilelele e i A/ Ehi T T T - licAl - - - - - - -FCTEGAC- - - -AGAART - - - [Nl - - CET-EEEEEEEEE - —-fy- - TTGATG-J-- - - - - - TRG irTrTideRirAcEA ClrTToAACCAlNECclcccearaTGGAXET TTTCTCAAAATGAR
3040972 +
drovir3|lscaffold 12963:18655740- TiicclEceiia cleciNicifiirMiVeiveldlera A BN Nel-NeleNe c e el clelielelelclia Al AT T A T T T A/ NIATETCECTT - - - - AARAINT - - - [Na - - - [ - - EEEE T T T TGAGT AR R cTiNEAINACEcCTREEEE ereeecdedaccaciitrroalgacEcacEciicciicaraTceaiaTi T Te TcfdardeTGARGE
18655908 -
droMoj3|scaffold 6500:6002365- ShiG ClNeleclelcINi CiliiT Tj¥elielelera A S ci\a CINEleNINe IS T ehlelelel el /a/\a P \CIVNIEC - TIIGGCTL S AAAGAA - - - - R - - NG G A G . T TR e AG-B-------aBcalEEEE rENriieeaccacErTroaTACECAlNECccldcaraTerlATRAT TCTClR Ald8TGARGE
6002521 +
droGri2|scaffold 8167:1367-1531 - || [Tl cE e cEciNichbi /i YelsNeA S NalNeINeT cleclciNS c Al Al ciia Al N TG AR AT T/ A IS G C T TA T - - - - TG AT - — - CA - — - - - ACT R GCAGCT TREA TGAT TT -[g- - — - — - - ERATEEEE TS NacldeaccacldrldcaTacEcafecccilcaanTceaeTE@r TeTcldaaiTcanGe
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:5670048-5670208
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:5670048-5670208
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1054.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:5118387-5118548
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_7:2226398-2226559
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:18161179-18161341
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:18601002-18601163
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409447:549155-549313
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:5077723-5077880
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415867:903093-903271
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491338:2579248-2579409
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000758337:3830-3990
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454059:334954-335116
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302221:12517-12681
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:2503427-2503583
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396430:442525-442683
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:3815354-3815513
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:5295274-5295433
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004585:3040819-3040972
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:18655740-18655908
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:6002365-6002521
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_8167:1367-1531

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
der 385 |/scaffold 4690:6168018-6168078 - | candidate-rescued |Mirtron |intron
Legend: mature - mismatch in alignment _
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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der_385_annot [-15.5]
Show Alternate Folds H
Flybase annnotation
intron [Dere\GG18281-in]; CDS [Dere\GG18281-cds]; CDS [Dere\GG18281-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
MO055
V108 V107 V060 MO57 V040
AGCTGGACCACAAGCCCAGGACCACTCACCCACTGGCCCAGCACATTCAGGTGGGTTTTTAATGGTAACTTAAAAGACT TAAGTGGTTTTAACGTCTTTTGAAATCCACAGATCACCCGTGACCGCACTGGATTGCAGCAGAGCATCCTGAAGGTCCCCAA female
Read # Hit |Total head body male head embryo embryo
Kkkkkkkkhkhhkhkkkkhhkhhhhkhhkhhhkkhhkhhkkrkhkrkrkkrkrx (((((((...0nenn.... COCCCECeeCeCc DI DIINIINND)))))))) . kkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k**x** gjze Mismatch Count Norm Total body
.......................................................................................... AACGTCTTTTGAAATCCACAGH . . . oot i i ee e 221 1 64.00 64 22 14 22 4 1 1
.......................................................................................... AACGTCTTTTGAAATCCACAG « « « e v e v e e e ee e e e e eaee e eaeaeaeeneaeanaeeneneaea2l 0 1 15.00 15 4 5 5 1 0 0
.......................................................................................... AACGTCTTTTGARATCCACAGA . « et ettt et et et e e e ettt te e taeaenenenaenea 22 0 1 3.00 3 1 2 0 0 0 0
........................................................................................... ACGTCTTTTGAAATCCACAGH. . ... o i i i i i i e i ie e 21 1 2.00 2 0 2 0 0 0 0
.................................................................................................................................. GATTGCAGCAGAGCATCCT............ 19 0 1 1.00 1 0 0 1 0 0 0
......................................................................................... TAACGTCTTTTGARATCCACAG . « ¢ e et et e tete e et e e ettt it e eaeneneneenea 22 0 1 1.00 1 0 1 0 0 0 0
.................................................................................................................................. GATTGCAGCAGAGCATCCTGAAGGT...... 25 0 1 1.00 1 0 0 1 0 0 0
.......................................................................................................................... CCGCACTGGATTGCAGCAGAGC . « v o v veveevnen.. 22 0 1 1.00 1 0 1 0 0 0 0
.................................................................................................................. ACCCGTGACCGCACTGGATTGCAGC . « v vt et veveeeenenenan. 25 0 1 1.00 1 0 1 0 0 0 0
................................................................................................................................. GGATTGCAGCAGAGCATCCTGAAGG. ...... 25 0 1 1.00 1 0 0 0 0 1 0
.................................................. GTGGGTT TT TAATGGTAACT TARARAGACT . « & v v vt et et e e e e e e et e et et et e e e e e e ettt e et et et e e e ettt eeaaaeaeaeaneaeaeaa29 0 1 1.00 1 0 1 0 0 0 0
.......................................................................................... AACGTCTTTTGAAATCCACAGAR. .. .. i it i e e 231 1 1.00 1 1 0 0 0 0 0
.................................................. GTGGGTTTTTAATGGTARC . « + v e e e e e e e e e et et e e e e e e e e et e e et et et e e e e e e et et e et et e e e e e e teaeaeaaaeaeaeeneanaeaa 19 0 1 1.00 1 1 0 0 0 0 0
............................................................................................................................. CACTGGATTGCAGCAGAGC . v v vveenenennn.. 19 0 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
V107
TCGACCTGGTGTTCGGGTCCTGGTGAGTGGGTGACCGGGTCGTGTAAGTCCACCCAAAAATTACCATTGAATTTTCTGAATTCACCAAAATTGCAGAAAACTTTAGGTGTCTAGTGGGCACTGGCGTGACCTAACGTCGTCTCGTAGGACTTCCAGGGGTT
Read # Hit Total male
hkkhkkkkkhkkkkkhkkhkhhkhkhhkhkkhkhkkhkhkkhdkkhkrdkkrdkr (((((((....nvun.n.. COCCCCCCCCCCCCa e II)Y NN D))))) ) . kkkkkkkkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkk***k**** gize Mismatch Count Norm Total body
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droEre2|scaffold 4690:6167968- der 385 |AGCTGGACCACAAGCCCAGGACCACTCACCCACTGGCCCAGCACATTCAGETGEG I - =~ === ————— - - - TPAATGG-TA-——-—-—-—-—--ACTTAA--—-—-—-—--—-—-AAGACTTAAGTGG---TTTTA-—-—- A —m mm G--—-TC-—-——————- T T—Tm === === ———— GAAATCCACAGATCACCCGTGACCGCACTGGATTGCAGCAGAGCATCCTGAAGGTCCCCAA
6168128 -
ldrovak3|x:12366984-12367144 - |dya 1408|accTGeACCACAARNCCCAGGACCACTCACCCACTGGCCCAGCACATTCAGEIGEG === == == === == - oo oo TTAATCIVTA-——------———-ACTIMAA--------——————-FhcacTTirTGG---TRTTA- - - —- A~ —— o G----TC-——-——————— e AAARICCACAGATCACCCGTGACCGCACTGGATTGCAGCAGAGCATCCTGAAGGTCCCCAR
droSec?2|scaffold 34:308804-308971 AGCTGGACCACAAGCCCAGGECCACTCACCCACTGGCCCAGCACAT TCARGTEEE T - - = - === - - - T ANTC TA- — === === ACTTAA- - === === [JITACT TAANTGG- - - TTTTA-— - - O e e e e T T el T T T GG T T Rl Bl G C ifiaallccacaggrcacccGTGARCGCACGGATTGCAGCAGAGCATCCTGAAGGT/CCCAA
+
ldrosim2|x:8494583-8494744 + | |AGCTGGACCACAAGCCCAGGECCACTCACCCACTGGCCCAGCACAT TCANGRCEET I oSS sssEEEs S S S SIS S S s EE S e ss s AT\ S T ATSs s s s S C T T A e s s e e eTe P G T A AT GG - - - TTTTA== === e G--—-TC-—-—-—--—- G C R BRAARICCACAGETCACCCGTGACGCACTGGATTGCAGCAGAGCATCCTGAAGGTIECCCAR|
an3  Jenoiigoseir-sesesis + | [F5CT66ACCACAR GCCCAOEOCAC TEAC A TOGCCCAGCACA TCAGOTGGIIRe === == mmmmm===o===ooooocccoooooooooooccoooooooooocccooooooooo----UUMGRGEGNA-===========ACTIAA=========-~~GAGACKTA?GTMM — TTIRA====~M——========-ooo-<oooooooooocooooooooooooooooooooooooooooooooooooooooooooooocoooooooooooooo e TTgT====------coooooo—-oo- EAATCCACAGAT CACCCGTGACCGCACTGGRT TGCAGCAGAGCATCCTGAAGGTECCCR
droEugl|lscf7180000408176:387398- AGCTGGACCACAAGCCCAGGACCAIITCACCCACTGGCCCAGCAWAT TCAGEIN GG T Tf8-— === === ————————— - TG - TA- == Al TA - —————————————fiAfNACT TA A TfIN- - AT TfeA- - - - - A m —m— o G----TC------ S T T T- T -~~~ — calfeiccAlAGATIIACCCGTGACCGCACTGGATTGCAGCAGAGCATCCTGAAGGTYCCCAR
387562 +
droBialllsc£7180000301760:2677784- AGCTGGACCACAAGCCCAGGACCAC[ECACCCACTGGCCCAGCACATTCAG GGATTACCCATTAGAAATATTATTTTCTGTCTTAGCCATTTGTAAATCATTCCAAAACGAA = = R e e B ICAGA TCACCCGTGACCGCACTGGABTGCAGCAGAGCATCCTGAAGGTICCCAA
2677975 +
droTakl|sc£7180000415169:971778- CASIICTTGTAATGCTTATGUANT I AJeICCACAGATCACCCGTGACCGCACTGGATTGCAGCAGAGCATCCTGAAGGT/ECCCAR
971907 -
droElel|scf7180000491006:2458450- GEAATCClgCAGATCACCCGTGACCGCACHGGATTGCAGCAGAGCATCCTGAAGGTECCCAA
2458516 +
droRhol|lscf7180000779841:469277— AGCTGGACCAWAAGCCCAGGACCACTCACCCACTGGCIICAGCACATTCAGEHNCCLVLYN CATTCCAAATCGAA clepalfccldcacaTcacceaTealicceaccealdrccaceacacearceTeanacetlgeccan
469523 +
droFicl|scf7180000453829:917158— AGCTGGACCACAAGCCCAGGACCACTCARCCACTGGCCCAGCACATTCAG
917319 +
droKik1|lscf7180000302698:123344- AGHTGGARCACAAGCCHAGGACCACICARCCACTGGCCCAGCARATICAGETEY TRRIATGG---[§TTTA-———- AC®)---- - ————————— -~ TTTATEEEE - R R e e EebEYeiciiAlNAGA TCACCCGTGACCGCACTGCESTBCAGCAGAGCATCCTIAAGTlECCCAR
123496 -
drohnadscaifold 13041:768181- B - e I B e - B EEERRRRRS o 1 CCCOg0ACCTMAC TGO T GCAICAGAGCA TOCTGAR GO TRCCCRA
768280 +
G7oBip1[sof1180000396431:551930- S e e e e e e e - BEBRRRER G- 107 CO0GRGACCORACT GG TGCARCAGA GOA TCC TGAAGO TEO0CAR
552029 +
dp5 XL_grouple:8225795-8225850
+
droPer2|scaffold 13:341752-341807
drowil2|scf2 1100000004963:636680- accTicagcaiaacccleciaccaciicaicciic TR\ ciicaceaiaTiic AGEHEN
636850 -
drovir3|lscaffold 12970:2686230- accTGGACCAWAAGCCYGEACiaciicaficcldcTeaclgcaceafiaTic AGE TS XS
2686390 -
droMoij3|lscaffold 6473:3421281- accTeGAcACAAGCCYciAclacEcaAfcclircecccaceacaTc AR N \EETNNE
3421454 -
droGri2|lscaffold 15081:1106607- alircealicacaacecdecldacilaciicaliccldcTeeciicacecacaTiic acEBRELNNE CATL\CAA TAILIT TTEG----- TGN LT[l —--- L T G 2 R e N — TTGAACTGTC A G R VA CAGA THACIC GldcaljcclgacTGGARTINC AGCAGAGIATCCTGAAGGTlgCCCAR
1106768 +
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