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ATATGATACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTATATAAAAATGAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG
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.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCT............ 26 0 20 1006.90 20138 0 8288 0 5661 4196 1634 359

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTC........... 27 0 20 692.45 13849 9073 0 0 1289 3167 215 105

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCG............... 23 0 20 354.60 7092 0 2928 2846 1136 25 157 0

.....................................................................TATTGAAGGAATTGATATATGC............................................................................................................ 22 0 20 330.95 6619 992 0 0 4618 248 761 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGC............. 25 0 20 270.40 5408 928 2103 1948 0 292 101 36

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGG.............. 24 0 20 258.90 5178 464 4152 0 485 31 0 46

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTC................ 22 0 20 215.50 4310 1142 665 1753 642 0 108 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCA................... 19 0 20 201.10 4022 807 1009 1646 460 0 37 63

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTC.... 22 0 20 160.95 3219 2858 0 128 206 0 11 16

.................................................................................................................................................................AACTCTAAGCGGTGGATCACT................. 21 0 20 155.15 3103 941 0 1535 520 70 37 0

.....................................................................TATTGAAGGAATTGATATATG............................................................................................................. 21 0 20 139.40 2788 0 0 2409 0 0 245 134

.................................................................................................................................................................AACTCTAAGCGGTGGATCAC.................. 20 0 20 130.55 2611 1065 392 735 337 32 8 42

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCT............ 27 0 20 129.95 2599 1098 501 0 458 409 116 17

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCA.......... 28 0 20 129.50 2590 1637 0 880 44 0 15 14

.................................................................................................................................................................AACTCTAAGCGGTGGATC.................... 18 0 20 98.05 1961 1250 0 537 0 98 0 76

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATG........ 30 0 20 90.80 1816 0 1816 0 0 0 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCG... 23 0 20 81.85 1637 1492 62 80 0 3 0 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTC.... 20 0 20 67.25 1345 1274 0 0 14 38 19 0

.......................................................................TTGAAGGAATTGATATATGCCA.......................................................................................................... 22 0 20 62.85 1257 235 0 0 876 0 102 44

.....................................................................TATTGAAGGAATTGATATATGCC........................................................................................................... 23 0 20 58.60 1172 390 0 486 0 253 0 43

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTC.... 23 0 20 57.30 1146 1011 0 74 37 11 7 6

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 55.35 1107 178 914 0 15 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCG... 22 0 20 54.75 1095 934 0 104 22 0 32 3

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGAT. 25 0 20 54.40 1088 977 0 25 67 7 8 4

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGG....... 31 0 20 54.15 1083 0 1083 0 0 0 0 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTC.... 19 0 20 53.05 1061 907 0 89 0 40 25 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTCG... 21 0 20 45.35 907 755 0 105 21 4 20 2

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 42.95 859 0 851 7 0 1 0 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTCGAT. 23 0 20 41.90 838 563 0 131 0 11 133 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGG....... 19 0 20 41.45 829 800 20 0 0 0 7 2

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCAT......... 25 0 20 36.65 733 21 701 8 3 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTC.... 27 0 20 30.25 605 375 189 21 18 0 0 2

.......................................................................TTGAAGGAATTGATATATGCC........................................................................................................... 21 0 20 30.15 603 184 0 385 0 0 0 34

................................................................................................................................................................AAACTCTAAGCGGTGGAT..................... 18 0 20 29.75 595 167 341 0 74 5 0 8

....................................................................TTATTGAAGGAATTGATATATG............................................................................................................. 22 0 20 29.70 594 46 0 210 331 7 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGATG 26 0 20 28.40 568 538 16 0 12 0 2 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 27.10 542 362 124 26 0 0 30 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCT............ 24 0 20 26.25 525 169 229 77 13 0 36 1

................................................................................................................................................................AAACTCTAAGCGGTGGATC.................... 19 0 20 26.15 523 0 350 111 41 11 0 10

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTC.... 26 0 20 25.60 512 512 0 0 0 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGG....... 18 0 20 24.35 487 440 0 2 43 0 0 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGT..... 23 0 20 24.00 480 424 0 52 0 0 1 3

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGAT. 24 0 20 23.40 468 0 149 93 0 24 200 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGG....... 21 0 20 22.15 443 443 0 0 0 0 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTCG... 27 0 20 21.00 420 249 111 53 7 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGC............. 26 0 20 18.25 365 97 165 0 66 30 5 2

................................................................................................................................................................................ATCACTCGGCTCATGGGT..... 18 0 20 17.75 355 337 0 14 0 0 4 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTC........... 28 0 20 17.00 340 0 0 308 17 0 11 4

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGAT. 22 0 20 16.90 338 316 0 15 0 7 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGG...... 19 0 20 16.70 334 304 0 6 21 2 1 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGA.. 23 0 20 16.65 333 307 0 19 5 2 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCT............ 28 0 20 15.10 302 163 58 0 4 77 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGG...... 24 0 20 15.10 302 129 173 0 0 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAT......... 29 0 20 14.45 289 289 0 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCG............... 24 0 20 14.35 287 0 0 185 89 4 6 3

.....................................................................TATTGAAGGAATTGATATAT.............................................................................................................. 20 0 20 14.25 285 117 0 88 71 5 4 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 14.20 284 0 284 0 0 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGATG 25 0 20 13.70 274 265 0 0 0 2 7 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCT............ 25 0 20 12.95 259 0 0 214 28 0 15 2

.......................................................................TTGAAGGAATTGATATATGC............................................................................................................ 20 0 20 12.90 258 0 0 0 235 13 0 10

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTC........... 23 0 20 12.60 252 0 248 0 2 0 2 0

...............................................................................................................................................................................GATCACTCGGCTCATGGG...... 18 0 20 12.55 251 248 0 2 0 0 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTC.... 25 0 20 12.35 247 245 0 0 0 1 1 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTC................ 23 0 20 11.20 224 0 124 63 0 26 11 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCG... 24 0 20 11.05 221 0 27 136 48 0 7 3

.................................................................................................................................................................AACTCTAAGCGGTGGATCACG................. 21 1 20 10.85 217 96 0 119 0 2 0 0

..................................................................................................................................................................................CACTCGGCTCATGGGTCGAT. 20 0 20 10.60 212 163 12 13 3 13 7 1

.................................................................................................................................................................AACTCTAAGCGGTGG....................... 15 0 20 10.55 211 0 211 0 0 0 0 0

......................................................................ATTGAAGGAATTGATATATGC............................................................................................................ 21 0 20 10.45 209 85 0 68 0 0 56 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGG....... 24 0 20 9.95 199 199 0 0 0 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGA...................... 16 0 20 9.80 196 0 196 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCA.......... 29 0 20 9.50 190 28 159 0 0 3 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGAT..................... 22 0 20 8.85 177 48 52 72 0 0 5 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCGATG 27 0 20 8.45 169 135 23 7 0 0 3 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGTC.... 28 0 20 8.45 169 0 148 0 0 19 2 0

......................................................................ATTGAAGGAATTGATATATGCC........................................................................................................... 22 0 20 8.00 160 48 0 0 66 40 0 6

.........................................................................................................................................................................GCGGTGGATCACTCGGCTC........... 19 0 20 8.00 160 131 0 10 3 15 0 1

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCG.......... 28 1 20 8.00 160 95 17 48 0 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGG....... 25 0 20 7.85 157 132 25 0 0 0 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTC.... 24 0 20 7.85 157 0 93 0 18 33 11 2

.................................................................................................................................................................................TCACTCGGCTCATGGGTCG... 19 0 20 7.80 156 117 0 13 5 1 20 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCA................... 20 0 20 7.65 153 74 0 58 20 1 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTC.... 21 0 20 7.45 149 0 0 0 64 28 47 10

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCT............ 22 0 20 7.45 149 89 0 59 0 0 0 1

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCT............ 23 0 20 7.30 146 55 44 41 5 0 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGG....... 22 0 20 7.15 143 90 50 0 2 1 0 0

......................................................................ATTGAAGGAATTGATATATG............................................................................................................. 20 0 20 7.05 141 63 0 43 35 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTC................ 21 0 20 6.95 139 93 6 31 0 9 0 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGA.. 21 0 20 6.75 135 109 0 0 12 0 10 4

......................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 6.75 135 14 121 0 0 0 0 0

............................................................................................................................................................................GTGGATCACTCGGCTCATG........ 19 0 20 6.70 134 94 10 23 6 1 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATG........ 18 0 20 6.45 129 101 7 0 18 0 3 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTC........... 25 0 20 6.25 125 101 0 15 3 0 4 2

........................................................................TGAAGGAATTGATATATGCCA.......................................................................................................... 21 0 20 6.15 123 43 0 74 0 0 0 6

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATG........ 23 0 20 6.15 123 99 24 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACT................. 22 0 20 6.10 122 84 0 0 24 12 2 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACT................. 25 0 20 6.05 121 13 103 0 3 2 0 0

....................................................................TTATTGAAGGAATTGATATATGC............................................................................................................ 23 0 20 5.90 118 43 0 0 0 19 51 5

.......................................................................TTGAAGGAATTGATATATG............................................................................................................. 19 0 20 5.85 117 0 0 64 52 1 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATG........ 26 0 20 5.85 117 42 65 8 0 0 2 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGC............. 24 0 20 5.80 116 71 19 18 5 0 3 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCT............ 19 0 20 5.80 116 104 0 0 4 8 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATC.................... 23 0 20 5.75 115 23 65 16 6 5 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCAT......... 30 0 20 5.75 115 0 115 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACT................. 20 0 20 5.75 115 89 0 0 20 5 1 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGAT..................... 19 0 20 5.50 110 59 42 0 0 3 6 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGA.. 24 0 20 5.40 108 0 93 0 0 0 13 2

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 32 0 20 5.40 108 0 108 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGA.. 27 0 20 5.35 107 62 41 4 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCG............... 22 0 20 5.35 107 42 0 55 8 0 2 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGTC.... 31 0 20 5.30 106 0 106 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGG.............. 23 0 20 5.30 106 39 55 11 1 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCAT......... 28 0 20 5.20 104 42 52 7 0 3 0 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGCT............ 29 0 20 5.15 103 39 36 0 0 28 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTC................ 18 0 20 4.95 99 19 67 1 0 12 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGG.............. 20 0 20 4.95 99 15 56 16 3 4 5 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCC............ 27 1 20 4.80 96 0 0 0 0 96 0 0

...................................................................................................................................................................CTCTAAGCGGTGGAT..................... 15 0 20 4.75 95 0 95 0 0 0 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGATG 28 0 20 4.65 93 88 0 0 0 5 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTC................ 20 0 20 4.65 93 30 8 19 0 21 14 1

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGGT..... 33 0 20 4.55 91 0 91 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCG... 26 0 20 4.55 91 81 3 7 0 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTCG... 28 0 20 4.50 90 81 0 6 0 3 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGG.............. 29 0 20 4.50 90 1 85 4 0 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGC............. 21 0 20 4.45 89 25 34 0 0 20 9 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCT............ 20 0 20 4.30 86 86 0 0 0 0 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATC.................... 20 0 20 4.25 85 0 65 10 10 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCAC.................. 21 0 20 4.20 84 59 2 0 19 3 1 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCAC.................. 19 0 20 4.20 84 67 0 14 0 1 1 1

...................................................................................................................................................................CTCTAAGCGGTGGATCACT................. 19 0 20 4.10 82 43 0 24 0 3 9 3

......................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGG....... 26 0 20 4.10 82 50 27 1 4 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATGGGTCG... 31 0 20 4.00 80 0 80 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCAT......... 20 0 20 4.00 80 0 78 0 2 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCG............... 19 0 20 4.00 80 15 0 46 19 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTC........... 21 0 20 4.00 80 56 1 4 1 18 0 0

.....................................................................TATTGAAGGAATTGATATATGCCA.......................................................................................................... 24 0 20 4.00 80 0 3 36 35 2 4 0

......................................................................................................TGTATTTTTAATTTCTTTCAAT........................................................................... 22 0 20 3.95 79 68 0 0 8 3 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATG........ 28 0 20 3.95 79 0 78 0 0 1 0 0

......................................................................................................TGTATTTTTAATTTCTTTCAATA.......................................................................... 23 0 20 3.95 79 67 1 0 0 10 1 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCG............... 26 0 20 3.90 78 8 40 22 8 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTC........... 18 0 20 3.85 77 0 77 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGG.............. 25 0 20 3.85 77 0 0 57 20 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAG......... 29 1 20 3.80 76 0 76 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGG...... 23 0 20 3.80 76 0 76 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGAT. 28 0 20 3.80 76 34 40 2 0 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCG............... 27 0 20 3.75 75 5 42 21 7 0 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTCGA.. 28 0 20 3.70 74 70 0 3 0 1 0 0

.....................................................................TATTGAAGGAATTGATATA............................................................................................................... 19 0 20 3.65 73 0 0 47 24 0 1 1

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGT..... 21 0 20 3.60 72 0 0 0 65 0 0 7

...........................................................................................................................................................................GGTGGATCACTCGGCTCAT......... 19 0 20 3.50 70 52 0 0 0 4 14 0

...........................................................................................................................................................................GGTGGATCACTCGGCT............ 16 0 20 3.50 70 0 70 0 0 0 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCTC........... 29 0 20 3.45 69 19 0 0 0 49 0 1

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCAT......... 21 0 20 3.45 69 64 0 4 0 1 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTC................ 27 0 20 3.40 68 10 53 0 0 5 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATGG....... 30 0 20 3.35 67 0 67 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 31 0 20 3.25 65 0 65 0 0 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGC............. 18 0 20 3.25 65 45 14 0 0 6 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGC............. 27 0 20 3.20 64 19 14 27 0 4 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGG.............. 22 0 20 3.20 64 0 58 0 3 0 3 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCGAT. 26 0 20 3.15 63 0 0 42 0 10 11 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGC............. 22 0 20 3.05 61 0 35 14 8 4 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGT..... 20 0 20 3.00 60 0 0 0 49 3 3 5

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTC........... 26 0 20 3.00 60 0 57 0 0 0 3 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCAT......... 22 0 20 2.90 58 55 0 3 0 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGG.............. 28 0 20 2.90 58 6 45 6 1 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGT..... 27 0 20 2.90 58 58 0 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATG........ 21 0 20 2.85 57 47 8 0 0 0 2 0

....................................................................................................................................................................................CTCGGCTCATGGGTCGATG 19 0 20 2.85 57 56 0 0 1 0 0 0

.....................................................................TATTGAAGGAATTGATATATGCA........................................................................................................... 23 1 20 2.85 57 20 0 0 23 2 11 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGC............. 19 0 20 2.80 56 23 0 17 1 8 7 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTCG... 20 0 20 2.75 55 0 0 37 14 2 0 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCG... 25 0 20 2.75 55 53 0 2 0 0 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCA.......... 26 0 20 2.70 54 44 0 10 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGG....................... 20 0 20 2.65 53 20 0 0 26 0 3 4

.............................................................................................................................................................ATAAAACTCTAAGCGGTGG....................... 19 0 20 2.65 53 9 12 11 20 0 1 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACT................. 26 0 20 2.60 52 29 0 15 7 1 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGG.............. 26 0 20 2.60 52 0 36 8 7 1 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGAT..................... 21 0 20 2.50 50 28 15 0 3 1 3 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTC........... 24 0 20 2.50 50 0 34 0 1 10 5 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGG....... 23 0 20 2.50 50 0 47 1 0 2 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCA.......... 18 0 20 2.50 50 29 0 0 13 0 7 1

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGATG 23 0 20 2.40 48 0 44 4 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCG............... 20 0 20 2.40 48 4 16 25 3 0 0 0

...................................................................TTTATTGAAGGAATTGATATATGC............................................................................................................ 24 0 20 2.40 48 9 0 15 24 0 0 0

........................AACTAAGACATTTCGCAGC............................................................................................................................................................ 19 0 20 2.40 48 0 0 2 15 31 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCA................... 15 0 20 2.35 47 0 47 0 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGG.............. 21 0 20 2.35 47 0 43 4 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCA.......... 25 0 20 2.35 47 14 33 0 0 0 0 0

....................................................................TTATTGAAGGAATTGATATAT.............................................................................................................. 21 0 20 2.30 46 22 0 21 0 2 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCT............ 17 0 20 2.30 46 0 46 0 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGGC............. 30 0 20 2.30 46 0 46 0 0 0 0 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGAT..................... 20 0 20 2.25 45 23 0 15 0 2 4 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGG...... 26 0 20 2.25 45 0 45 0 0 0 0 0

....................................................................TTATTGAAGGAATTGATATATGCC........................................................................................................... 24 0 20 2.25 45 14 0 7 4 17 3 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCG............... 28 0 20 2.20 44 5 0 32 7 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCA................... 23 0 20 2.20 44 9 25 10 0 0 0 0

.....................................................................TATTGAAGGAATTGATATATGCCAG......................................................................................................... 25 0 20 2.15 43 38 0 5 0 0 0 0

....................................................................TTATTGAAGGAATTGATATA............................................................................................................... 20 0 20 2.15 43 15 0 0 25 0 3 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGC............. 28 0 20 2.15 43 27 0 13 1 1 0 1

........................................................................................................................................................................AGCGGTGGATCACTCGGCTC........... 20 0 20 2.10 42 0 35 5 0 0 2 0

..................................................................................................................................................................................CACTCGGCTCATGGGTCGA.. 19 0 20 2.05 41 0 0 21 18 2 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCAC.................. 25 0 20 2.00 40 16 14 0 9 0 1 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCAT......... 26 0 20 2.00 40 0 40 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCA................... 18 0 20 2.00 40 0 3 12 23 1 0 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCA.......... 22 0 20 1.90 38 32 0 6 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCA................... 24 0 20 1.90 38 14 0 24 0 0 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATGGG...... 30 0 20 1.90 38 0 38 0 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCA................... 16 0 20 1.85 37 0 37 0 0 0 0 0

..................................................................ATTTATTGAAGGAATTGATATATGC............................................................................................................ 25 0 20 1.85 37 5 0 7 19 3 3 0

....................................................................................................................................................................TCTAAGCGGTGGATCACT................. 18 0 20 1.85 37 4 33 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGATG 29 0 20 1.85 37 1 36 0 0 0 0 0

.................................................................................................................................................................................TCACTCGGCTCATGGGTCGA.. 20 0 20 1.80 36 23 0 4 7 2 0 0

.....................................................................TATTGAAGGAATTGATATATGCCT.......................................................................................................... 24 1 20 1.80 36 0 0 31 0 0 4 1

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCA.......... 27 0 20 1.80 36 0 0 36 0 0 0 0

.....................................................................TATTGAAGGAATTGATATATGA............................................................................................................ 22 1 20 1.75 35 7 0 5 21 0 0 2

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGT..... 22 0 20 1.75 35 0 0 34 0 0 0 1

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACT................. 24 0 20 1.75 35 15 10 5 5 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTC................ 19 0 20 1.75 35 8 12 0 5 6 4 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGGC............. 29 0 20 1.75 35 4 25 5 0 1 0 0

Anti-sense strand reads

TATACTATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTGTTTTAACTGTAATATATTTTTACTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC

************************************************************((...............(((((((((((((.((((((((......))))))))..)))))).)))))))..............))******************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM1528801

follicle
cells

...................................................................................................................................................................................TGAGCCGAGTACCCAGCT.. 18 0 20 0.05 1 1
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_944:832-1030 + der_1518 ATATGATA-CATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATAC-ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATT---AT----------ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droYak3 v2_chrUn_252:158-356 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------
droSec2 scaffold_2429:1737-1935

-
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------

droSim2 node_61490:1-129 + dsi_306 -------------------------------------------------TTTTAGGTATAAAAATAA-ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTACTTTCTTTCAATAAAAACAATATTGACATT---AT----------ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
dm3 chrUextra:3125439-

3125637 -
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-CTTATA---------------

droEug1 scf7180000405611:4339-
4389 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------G-----------------------------------------------------------------------------------------------------------------------------------------------------GACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------

droBia1 scf7180000299694:345-
544 +

CTTTGATA-TATATTGGTTATATAAAACTAAGACATTTCGCAGCATTCGTTTTAGGTATAAAAATAA-AATTATTGAAGGAATTGATATATGCCAGTAAGACGGTGTATTTTTAATTTCTTTCAATAAAAACATATTTGACAAA---AT----------TAACAAACCAGTTTATAAA-ACTCTAAGCGGTGGATCACTTGGCTCATGGGTAGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000413686:825-
1038 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATACAAATTTTATAATAA

droRho1 scf7180000764814:196-
395 +

AT-TGGTA-TATATTGTTTATATAAAACTAAGACATTTCGCAGCATTCTTTTTAGGTATAAAAAAAACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATACTTGACAAA---TT----------GAAAAAACAAATATATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000448638:2209-
2408 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTATGGTACTTTAATTAATTTTTTAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTAGA---------------

droAna3 scaffold_3158:1078-1276
-

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTGAAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATAAAGTTG-TTTACT---------------

droBip1 scf7180000392609:4221-

4418 +

TT-------TATATTGATTATATAAAACTAAGACATTTCGCAACAATTATTTTAGGTATAAAAATAA-CTTTATTGAAGGAATTGATATATGCCAGTTAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATAATTGACGAA---TTGTATATTTATATA------TATTTATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 Unknown_group_34:5278-
5480 +

dps_4 ATATGGTAATATATCGTTTATATAAAACTAAGACATTTCGCAACATTC-TTTTAGG-ATAAAATTAAAATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAGACATATCTGACAAATAAAT----------GAATAAACAAATTT-TAATCACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_433:2465-2663
-

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTTG-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTG-TTTAAA---------------

droWil2 scf2_1100000001109:349-
548 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTATGGTACTTTAATTAATTTTAGAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTG-TTTTAA---------------

droVir3 scaffold_1702:709-907 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTTT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTTTGCTAATTAAGTTG-TTTAAA---------------
droMoj3 scaffold_4750:788-986 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTAGAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTAAA---------------
droGri2 scaffold_661:773-972 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTGCTTTAAA---------------
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Coordinate:
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Canonical miRNA
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Legend: mature star mismatch in alignment mismatch in read
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rRNA [Dere\5.8SrRNA:GG25461-RA]

No Repeatable elements found

mature

1. scaffold_667:593-614 +
2. der_1518  scaffold_944:901-922 +
3. scaffold_946:798-819 +
4. scaffold_948:756-777 +
5. scaffold_994:293-314 +
6. scaffold_1034:431-452 +
7. scaffold_1146:540-561 +
8. scaffold_1148:493-514 +
9. scaffold_1150:759-780 +

10. scaffold_1155:2872-2893 +
11. scaffold_2018:332-353 +
12. scaffold_2144:53-74 +
13. scaffold_3065:2516-2537 +
14. scaffold_3613:357-378 +
15. scaffold_3844:898-919 +
16. scaffold_4652:289-310 +
17. scaffold_4682:143-164 +
18. scaffold_4752:34004-34025 +
19. scaffold_4835:617-638 +
20. scaffold_4858:122356-122377 +
21. scaffold_1677:825-846 +
22. scaffold_2999:3691-3712 +
23. scaffold_4858:137891-137912 +
24. scaffold_711:1032-1053 -
25. scaffold_941:415-436 -
26. scaffold_942:225-246 -
27. scaffold_945:523-544 -
28. scaffold_947:465-486 -
29. scaffold_1124:444-465 -
30. scaffold_1133:410-431 -
31. scaffold_1139:1091-1112 -
32. scaffold_1145:638-659 -
33. scaffold_1147:325-346 -
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ATATGATACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTATATAAAAATGAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG
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.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCT............ 26 0 20 1006.90 20138 0 8288 0 5661 4196 1634 359

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTC........... 27 0 20 692.45 13849 9073 0 0 1289 3167 215 105

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCG............... 23 0 20 354.60 7092 0 2928 2846 1136 25 157 0

.....................................................................TATTGAAGGAATTGATATATGC............................................................................................................ 22 0 20 330.95 6619 992 0 0 4618 248 761 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGC............. 25 0 20 270.40 5408 928 2103 1948 0 292 101 36

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGG.............. 24 0 20 258.90 5178 464 4152 0 485 31 0 46

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTC................ 22 0 20 215.50 4310 1142 665 1753 642 0 108 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCA................... 19 0 20 201.10 4022 807 1009 1646 460 0 37 63

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTC.... 22 0 20 160.95 3219 2858 0 128 206 0 11 16

.................................................................................................................................................................AACTCTAAGCGGTGGATCACT................. 21 0 20 155.15 3103 941 0 1535 520 70 37 0

.....................................................................TATTGAAGGAATTGATATATG............................................................................................................. 21 0 20 139.40 2788 0 0 2409 0 0 245 134

.................................................................................................................................................................AACTCTAAGCGGTGGATCAC.................. 20 0 20 130.55 2611 1065 392 735 337 32 8 42

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCT............ 27 0 20 129.95 2599 1098 501 0 458 409 116 17

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCA.......... 28 0 20 129.50 2590 1637 0 880 44 0 15 14

.................................................................................................................................................................AACTCTAAGCGGTGGATC.................... 18 0 20 98.05 1961 1250 0 537 0 98 0 76

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATG........ 30 0 20 90.80 1816 0 1816 0 0 0 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCG... 23 0 20 81.85 1637 1492 62 80 0 3 0 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTC.... 20 0 20 67.25 1345 1274 0 0 14 38 19 0

.......................................................................TTGAAGGAATTGATATATGCCA.......................................................................................................... 22 0 20 62.85 1257 235 0 0 876 0 102 44

.....................................................................TATTGAAGGAATTGATATATGCC........................................................................................................... 23 0 20 58.60 1172 390 0 486 0 253 0 43

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTC.... 23 0 20 57.30 1146 1011 0 74 37 11 7 6

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 55.35 1107 178 914 0 15 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCG... 22 0 20 54.75 1095 934 0 104 22 0 32 3

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGAT. 25 0 20 54.40 1088 977 0 25 67 7 8 4

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGG....... 31 0 20 54.15 1083 0 1083 0 0 0 0 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTC.... 19 0 20 53.05 1061 907 0 89 0 40 25 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTCG... 21 0 20 45.35 907 755 0 105 21 4 20 2

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 42.95 859 0 851 7 0 1 0 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTCGAT. 23 0 20 41.90 838 563 0 131 0 11 133 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGG....... 19 0 20 41.45 829 800 20 0 0 0 7 2

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCAT......... 25 0 20 36.65 733 21 701 8 3 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTC.... 27 0 20 30.25 605 375 189 21 18 0 0 2

.......................................................................TTGAAGGAATTGATATATGCC........................................................................................................... 21 0 20 30.15 603 184 0 385 0 0 0 34

................................................................................................................................................................AAACTCTAAGCGGTGGAT..................... 18 0 20 29.75 595 167 341 0 74 5 0 8

....................................................................TTATTGAAGGAATTGATATATG............................................................................................................. 22 0 20 29.70 594 46 0 210 331 7 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGATG 26 0 20 28.40 568 538 16 0 12 0 2 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 27.10 542 362 124 26 0 0 30 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCT............ 24 0 20 26.25 525 169 229 77 13 0 36 1

................................................................................................................................................................AAACTCTAAGCGGTGGATC.................... 19 0 20 26.15 523 0 350 111 41 11 0 10

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTC.... 26 0 20 25.60 512 512 0 0 0 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGG....... 18 0 20 24.35 487 440 0 2 43 0 0 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGT..... 23 0 20 24.00 480 424 0 52 0 0 1 3

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGAT. 24 0 20 23.40 468 0 149 93 0 24 200 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGG....... 21 0 20 22.15 443 443 0 0 0 0 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTCG... 27 0 20 21.00 420 249 111 53 7 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGC............. 26 0 20 18.25 365 97 165 0 66 30 5 2

................................................................................................................................................................................ATCACTCGGCTCATGGGT..... 18 0 20 17.75 355 337 0 14 0 0 4 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTC........... 28 0 20 17.00 340 0 0 308 17 0 11 4

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGAT. 22 0 20 16.90 338 316 0 15 0 7 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGG...... 19 0 20 16.70 334 304 0 6 21 2 1 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGA.. 23 0 20 16.65 333 307 0 19 5 2 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCT............ 28 0 20 15.10 302 163 58 0 4 77 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGG...... 24 0 20 15.10 302 129 173 0 0 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAT......... 29 0 20 14.45 289 289 0 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCG............... 24 0 20 14.35 287 0 0 185 89 4 6 3

.....................................................................TATTGAAGGAATTGATATAT.............................................................................................................. 20 0 20 14.25 285 117 0 88 71 5 4 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 14.20 284 0 284 0 0 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGATG 25 0 20 13.70 274 265 0 0 0 2 7 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCT............ 25 0 20 12.95 259 0 0 214 28 0 15 2

.......................................................................TTGAAGGAATTGATATATGC............................................................................................................ 20 0 20 12.90 258 0 0 0 235 13 0 10

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTC........... 23 0 20 12.60 252 0 248 0 2 0 2 0

...............................................................................................................................................................................GATCACTCGGCTCATGGG...... 18 0 20 12.55 251 248 0 2 0 0 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTC.... 25 0 20 12.35 247 245 0 0 0 1 1 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTC................ 23 0 20 11.20 224 0 124 63 0 26 11 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCG... 24 0 20 11.05 221 0 27 136 48 0 7 3

.................................................................................................................................................................AACTCTAAGCGGTGGATCACG................. 21 1 20 10.85 217 96 0 119 0 2 0 0

..................................................................................................................................................................................CACTCGGCTCATGGGTCGAT. 20 0 20 10.60 212 163 12 13 3 13 7 1

.................................................................................................................................................................AACTCTAAGCGGTGG....................... 15 0 20 10.55 211 0 211 0 0 0 0 0

......................................................................ATTGAAGGAATTGATATATGC............................................................................................................ 21 0 20 10.45 209 85 0 68 0 0 56 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGG....... 24 0 20 9.95 199 199 0 0 0 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGA...................... 16 0 20 9.80 196 0 196 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCA.......... 29 0 20 9.50 190 28 159 0 0 3 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGAT..................... 22 0 20 8.85 177 48 52 72 0 0 5 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCGATG 27 0 20 8.45 169 135 23 7 0 0 3 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGTC.... 28 0 20 8.45 169 0 148 0 0 19 2 0

......................................................................ATTGAAGGAATTGATATATGCC........................................................................................................... 22 0 20 8.00 160 48 0 0 66 40 0 6

.........................................................................................................................................................................GCGGTGGATCACTCGGCTC........... 19 0 20 8.00 160 131 0 10 3 15 0 1

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCG.......... 28 1 20 8.00 160 95 17 48 0 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGG....... 25 0 20 7.85 157 132 25 0 0 0 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTC.... 24 0 20 7.85 157 0 93 0 18 33 11 2

.................................................................................................................................................................................TCACTCGGCTCATGGGTCG... 19 0 20 7.80 156 117 0 13 5 1 20 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCA................... 20 0 20 7.65 153 74 0 58 20 1 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTC.... 21 0 20 7.45 149 0 0 0 64 28 47 10

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCT............ 22 0 20 7.45 149 89 0 59 0 0 0 1

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCT............ 23 0 20 7.30 146 55 44 41 5 0 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGG....... 22 0 20 7.15 143 90 50 0 2 1 0 0

......................................................................ATTGAAGGAATTGATATATG............................................................................................................. 20 0 20 7.05 141 63 0 43 35 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTC................ 21 0 20 6.95 139 93 6 31 0 9 0 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGA.. 21 0 20 6.75 135 109 0 0 12 0 10 4

......................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 6.75 135 14 121 0 0 0 0 0

............................................................................................................................................................................GTGGATCACTCGGCTCATG........ 19 0 20 6.70 134 94 10 23 6 1 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATG........ 18 0 20 6.45 129 101 7 0 18 0 3 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTC........... 25 0 20 6.25 125 101 0 15 3 0 4 2

........................................................................TGAAGGAATTGATATATGCCA.......................................................................................................... 21 0 20 6.15 123 43 0 74 0 0 0 6

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATG........ 23 0 20 6.15 123 99 24 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACT................. 22 0 20 6.10 122 84 0 0 24 12 2 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACT................. 25 0 20 6.05 121 13 103 0 3 2 0 0

....................................................................TTATTGAAGGAATTGATATATGC............................................................................................................ 23 0 20 5.90 118 43 0 0 0 19 51 5

.......................................................................TTGAAGGAATTGATATATG............................................................................................................. 19 0 20 5.85 117 0 0 64 52 1 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATG........ 26 0 20 5.85 117 42 65 8 0 0 2 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGC............. 24 0 20 5.80 116 71 19 18 5 0 3 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCT............ 19 0 20 5.80 116 104 0 0 4 8 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATC.................... 23 0 20 5.75 115 23 65 16 6 5 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCAT......... 30 0 20 5.75 115 0 115 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACT................. 20 0 20 5.75 115 89 0 0 20 5 1 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGAT..................... 19 0 20 5.50 110 59 42 0 0 3 6 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGA.. 24 0 20 5.40 108 0 93 0 0 0 13 2

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 32 0 20 5.40 108 0 108 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGA.. 27 0 20 5.35 107 62 41 4 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCG............... 22 0 20 5.35 107 42 0 55 8 0 2 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGTC.... 31 0 20 5.30 106 0 106 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGG.............. 23 0 20 5.30 106 39 55 11 1 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCAT......... 28 0 20 5.20 104 42 52 7 0 3 0 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGCT............ 29 0 20 5.15 103 39 36 0 0 28 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTC................ 18 0 20 4.95 99 19 67 1 0 12 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGG.............. 20 0 20 4.95 99 15 56 16 3 4 5 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCC............ 27 1 20 4.80 96 0 0 0 0 96 0 0

...................................................................................................................................................................CTCTAAGCGGTGGAT..................... 15 0 20 4.75 95 0 95 0 0 0 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGATG 28 0 20 4.65 93 88 0 0 0 5 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTC................ 20 0 20 4.65 93 30 8 19 0 21 14 1

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGGT..... 33 0 20 4.55 91 0 91 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCG... 26 0 20 4.55 91 81 3 7 0 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTCG... 28 0 20 4.50 90 81 0 6 0 3 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGG.............. 29 0 20 4.50 90 1 85 4 0 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGC............. 21 0 20 4.45 89 25 34 0 0 20 9 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCT............ 20 0 20 4.30 86 86 0 0 0 0 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATC.................... 20 0 20 4.25 85 0 65 10 10 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCAC.................. 21 0 20 4.20 84 59 2 0 19 3 1 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCAC.................. 19 0 20 4.20 84 67 0 14 0 1 1 1

...................................................................................................................................................................CTCTAAGCGGTGGATCACT................. 19 0 20 4.10 82 43 0 24 0 3 9 3

......................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGG....... 26 0 20 4.10 82 50 27 1 4 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATGGGTCG... 31 0 20 4.00 80 0 80 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCAT......... 20 0 20 4.00 80 0 78 0 2 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCG............... 19 0 20 4.00 80 15 0 46 19 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTC........... 21 0 20 4.00 80 56 1 4 1 18 0 0

.....................................................................TATTGAAGGAATTGATATATGCCA.......................................................................................................... 24 0 20 4.00 80 0 3 36 35 2 4 0

......................................................................................................TGTATTTTTAATTTCTTTCAAT........................................................................... 22 0 20 3.95 79 68 0 0 8 3 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATG........ 28 0 20 3.95 79 0 78 0 0 1 0 0

......................................................................................................TGTATTTTTAATTTCTTTCAATA.......................................................................... 23 0 20 3.95 79 67 1 0 0 10 1 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCG............... 26 0 20 3.90 78 8 40 22 8 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTC........... 18 0 20 3.85 77 0 77 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGG.............. 25 0 20 3.85 77 0 0 57 20 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAG......... 29 1 20 3.80 76 0 76 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGG...... 23 0 20 3.80 76 0 76 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGAT. 28 0 20 3.80 76 34 40 2 0 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCG............... 27 0 20 3.75 75 5 42 21 7 0 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTCGA.. 28 0 20 3.70 74 70 0 3 0 1 0 0

.....................................................................TATTGAAGGAATTGATATA............................................................................................................... 19 0 20 3.65 73 0 0 47 24 0 1 1

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGT..... 21 0 20 3.60 72 0 0 0 65 0 0 7

...........................................................................................................................................................................GGTGGATCACTCGGCTCAT......... 19 0 20 3.50 70 52 0 0 0 4 14 0

...........................................................................................................................................................................GGTGGATCACTCGGCT............ 16 0 20 3.50 70 0 70 0 0 0 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCTC........... 29 0 20 3.45 69 19 0 0 0 49 0 1

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCAT......... 21 0 20 3.45 69 64 0 4 0 1 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTC................ 27 0 20 3.40 68 10 53 0 0 5 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATGG....... 30 0 20 3.35 67 0 67 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 31 0 20 3.25 65 0 65 0 0 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGC............. 18 0 20 3.25 65 45 14 0 0 6 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGC............. 27 0 20 3.20 64 19 14 27 0 4 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGG.............. 22 0 20 3.20 64 0 58 0 3 0 3 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCGAT. 26 0 20 3.15 63 0 0 42 0 10 11 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGC............. 22 0 20 3.05 61 0 35 14 8 4 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGT..... 20 0 20 3.00 60 0 0 0 49 3 3 5

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTC........... 26 0 20 3.00 60 0 57 0 0 0 3 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCAT......... 22 0 20 2.90 58 55 0 3 0 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGG.............. 28 0 20 2.90 58 6 45 6 1 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGT..... 27 0 20 2.90 58 58 0 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATG........ 21 0 20 2.85 57 47 8 0 0 0 2 0

....................................................................................................................................................................................CTCGGCTCATGGGTCGATG 19 0 20 2.85 57 56 0 0 1 0 0 0

.....................................................................TATTGAAGGAATTGATATATGCA........................................................................................................... 23 1 20 2.85 57 20 0 0 23 2 11 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGC............. 19 0 20 2.80 56 23 0 17 1 8 7 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTCG... 20 0 20 2.75 55 0 0 37 14 2 0 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCG... 25 0 20 2.75 55 53 0 2 0 0 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCA.......... 26 0 20 2.70 54 44 0 10 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGG....................... 20 0 20 2.65 53 20 0 0 26 0 3 4

.............................................................................................................................................................ATAAAACTCTAAGCGGTGG....................... 19 0 20 2.65 53 9 12 11 20 0 1 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACT................. 26 0 20 2.60 52 29 0 15 7 1 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGG.............. 26 0 20 2.60 52 0 36 8 7 1 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGAT..................... 21 0 20 2.50 50 28 15 0 3 1 3 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTC........... 24 0 20 2.50 50 0 34 0 1 10 5 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGG....... 23 0 20 2.50 50 0 47 1 0 2 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCA.......... 18 0 20 2.50 50 29 0 0 13 0 7 1

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGATG 23 0 20 2.40 48 0 44 4 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCG............... 20 0 20 2.40 48 4 16 25 3 0 0 0

...................................................................TTTATTGAAGGAATTGATATATGC............................................................................................................ 24 0 20 2.40 48 9 0 15 24 0 0 0

........................AACTAAGACATTTCGCAGC............................................................................................................................................................ 19 0 20 2.40 48 0 0 2 15 31 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCA................... 15 0 20 2.35 47 0 47 0 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGG.............. 21 0 20 2.35 47 0 43 4 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCA.......... 25 0 20 2.35 47 14 33 0 0 0 0 0

....................................................................TTATTGAAGGAATTGATATAT.............................................................................................................. 21 0 20 2.30 46 22 0 21 0 2 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCT............ 17 0 20 2.30 46 0 46 0 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGGC............. 30 0 20 2.30 46 0 46 0 0 0 0 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGAT..................... 20 0 20 2.25 45 23 0 15 0 2 4 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGG...... 26 0 20 2.25 45 0 45 0 0 0 0 0

....................................................................TTATTGAAGGAATTGATATATGCC........................................................................................................... 24 0 20 2.25 45 14 0 7 4 17 3 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCG............... 28 0 20 2.20 44 5 0 32 7 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCA................... 23 0 20 2.20 44 9 25 10 0 0 0 0

.....................................................................TATTGAAGGAATTGATATATGCCAG......................................................................................................... 25 0 20 2.15 43 38 0 5 0 0 0 0

....................................................................TTATTGAAGGAATTGATATA............................................................................................................... 20 0 20 2.15 43 15 0 0 25 0 3 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGC............. 28 0 20 2.15 43 27 0 13 1 1 0 1

........................................................................................................................................................................AGCGGTGGATCACTCGGCTC........... 20 0 20 2.10 42 0 35 5 0 0 2 0

..................................................................................................................................................................................CACTCGGCTCATGGGTCGA.. 19 0 20 2.05 41 0 0 21 18 2 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCAC.................. 25 0 20 2.00 40 16 14 0 9 0 1 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCAT......... 26 0 20 2.00 40 0 40 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCA................... 18 0 20 2.00 40 0 3 12 23 1 0 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCA.......... 22 0 20 1.90 38 32 0 6 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCA................... 24 0 20 1.90 38 14 0 24 0 0 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATGGG...... 30 0 20 1.90 38 0 38 0 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCA................... 16 0 20 1.85 37 0 37 0 0 0 0 0

..................................................................ATTTATTGAAGGAATTGATATATGC............................................................................................................ 25 0 20 1.85 37 5 0 7 19 3 3 0

....................................................................................................................................................................TCTAAGCGGTGGATCACT................. 18 0 20 1.85 37 4 33 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGATG 29 0 20 1.85 37 1 36 0 0 0 0 0

.................................................................................................................................................................................TCACTCGGCTCATGGGTCGA.. 20 0 20 1.80 36 23 0 4 7 2 0 0

.....................................................................TATTGAAGGAATTGATATATGCCT.......................................................................................................... 24 1 20 1.80 36 0 0 31 0 0 4 1

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCA.......... 27 0 20 1.80 36 0 0 36 0 0 0 0

.....................................................................TATTGAAGGAATTGATATATGA............................................................................................................ 22 1 20 1.75 35 7 0 5 21 0 0 2

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGT..... 22 0 20 1.75 35 0 0 34 0 0 0 1

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACT................. 24 0 20 1.75 35 15 10 5 5 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTC................ 19 0 20 1.75 35 8 12 0 5 6 4 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGGC............. 29 0 20 1.75 35 4 25 5 0 1 0 0

Anti-sense strand reads

TATACTATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTGTTTTAACTGTAATATATTTTTACTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC

************************************************************((...............(((((((((((((.((((((((......))))))))..)))))).)))))))..............))******************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM1528801

follicle
cells

...................................................................................................................................................................................TGAGCCGAGTACCCAGCT.. 18 0 20 0.05 1 1
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_944:832-1030 + der_1518 ATATGATA-CATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATAC-ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATT---AT----------ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droYak3 v2_chrUn_252:158-356 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------
droSec2 scaffold_2429:1737-1935

-
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------

droSim2 node_61490:1-129 + dsi_306 -------------------------------------------------TTTTAGGTATAAAAATAA-ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTACTTTCTTTCAATAAAAACAATATTGACATT---AT----------ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
dm3 chrUextra:3125439-

3125637 -
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-CTTATA---------------

droEug1 scf7180000405611:4339-
4389 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------G-----------------------------------------------------------------------------------------------------------------------------------------------------GACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------

droBia1 scf7180000299694:345-
544 +

CTTTGATA-TATATTGGTTATATAAAACTAAGACATTTCGCAGCATTCGTTTTAGGTATAAAAATAA-AATTATTGAAGGAATTGATATATGCCAGTAAGACGGTGTATTTTTAATTTCTTTCAATAAAAACATATTTGACAAA---AT----------TAACAAACCAGTTTATAAA-ACTCTAAGCGGTGGATCACTTGGCTCATGGGTAGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000413686:825-
1038 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATACAAATTTTATAATAA

droRho1 scf7180000764814:196-
395 +

AT-TGGTA-TATATTGTTTATATAAAACTAAGACATTTCGCAGCATTCTTTTTAGGTATAAAAAAAACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATACTTGACAAA---TT----------GAAAAAACAAATATATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000448638:2209-
2408 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTATGGTACTTTAATTAATTTTTTAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTAGA---------------

droAna3 scaffold_3158:1078-1276
-

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTGAAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATAAAGTTG-TTTACT---------------

droBip1 scf7180000392609:4221-

4418 +

TT-------TATATTGATTATATAAAACTAAGACATTTCGCAACAATTATTTTAGGTATAAAAATAA-CTTTATTGAAGGAATTGATATATGCCAGTTAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATAATTGACGAA---TTGTATATTTATATA------TATTTATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 Unknown_group_34:5278-
5480 +

dps_4 ATATGGTAATATATCGTTTATATAAAACTAAGACATTTCGCAACATTC-TTTTAGG-ATAAAATTAAAATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAGACATATCTGACAAATAAAT----------GAATAAACAAATTT-TAATCACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_433:2465-2663
-

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTTG-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTG-TTTAAA---------------

droWil2 scf2_1100000001109:349-
548 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTATGGTACTTTAATTAATTTTAGAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTG-TTTTAA---------------

droVir3 scaffold_1702:709-907 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTTT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTTTGCTAATTAAGTTG-TTTAAA---------------
droMoj3 scaffold_4750:788-986 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTAGAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTAAA---------------
droGri2 scaffold_661:773-972 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTGCTTTAAA---------------
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ID:

der_1518

Coordinate:

scaffold_944:882-980 +

Confidence:

candidate-rescued

Class:

Canonical miRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

rRNA [Dere\5.8SrRNA:GG25461-RA]

No Repeatable elements found

mature

1. scaffold_667:593-614 +
2. der_1518  scaffold_944:901-922 +
3. scaffold_946:798-819 +
4. scaffold_948:756-777 +
5. scaffold_994:293-314 +
6. scaffold_1034:431-452 +
7. scaffold_1146:540-561 +
8. scaffold_1148:493-514 +
9. scaffold_1150:759-780 +

10. scaffold_1155:2872-2893 +
11. scaffold_2018:332-353 +
12. scaffold_2144:53-74 +
13. scaffold_3065:2516-2537 +
14. scaffold_3613:357-378 +
15. scaffold_3844:898-919 +
16. scaffold_4652:289-310 +
17. scaffold_4682:143-164 +
18. scaffold_4752:34004-34025 +
19. scaffold_4835:617-638 +
20. scaffold_4858:122356-122377 +
21. scaffold_1677:825-846 +
22. scaffold_2999:3691-3712 +
23. scaffold_4858:137891-137912 +
24. scaffold_711:1032-1053 -
25. scaffold_941:415-436 -
26. scaffold_942:225-246 -
27. scaffold_945:523-544 -
28. scaffold_947:465-486 -
29. scaffold_1124:444-465 -
30. scaffold_1133:410-431 -
31. scaffold_1139:1091-1112 -
32. scaffold_1145:638-659 -
33. scaffold_1147:325-346 -
34. scaffold_1149:432-453 -
35. scaffold_1168:600-621 -
36. scaffold_1226:370-391 -
37. scaffold_3385:447-468 -
38. scaffold_3863:264-285 -
39. scaffold_4298:791-812 -
40. scaffold_4723:10553-10574 -
41. scaffold_4752:30876-30897 -
42. scaffold_4769:54639-54660 -

star

1. der_1518  scaffold_944:934-955 +
2. scaffold_946:831-852 +
3. scaffold_948:789-810 +
4. scaffold_994:326-347 +
5. scaffold_1034:464-485 +
6. scaffold_1146:573-594 +
7. scaffold_1148:526-547 +
8. scaffold_1155:2905-2926 +
9. scaffold_1677:858-879 +

10. scaffold_2144:86-107 +
11. scaffold_2999:3724-3745 +
12. scaffold_3844:931-952 +
13. scaffold_4091:44-65 +
14. scaffold_4652:322-343 +
15. scaffold_4752:34037-34058 +
16. der_16  scaffold_4758:38426-38447 +
17. scaffold_4835:650-671 +
18. scaffold_4858:122389-122410 +
19. scaffold_4858:137924-137945 +
20. scaffold_4925:1093-1114 +
21. scaffold_3613:390-411 +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATATGATACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTATATAAAAATGAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG
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.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCT............ 26 0 20 1006.90 20138 0 8288 0 5661 4196 1634 359

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTC........... 27 0 20 692.45 13849 9073 0 0 1289 3167 215 105

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCG............... 23 0 20 354.60 7092 0 2928 2846 1136 25 157 0

.....................................................................TATTGAAGGAATTGATATATGC............................................................................................................ 22 0 20 330.95 6619 992 0 0 4618 248 761 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGC............. 25 0 20 270.40 5408 928 2103 1948 0 292 101 36

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGG.............. 24 0 20 258.90 5178 464 4152 0 485 31 0 46

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTC................ 22 0 20 215.50 4310 1142 665 1753 642 0 108 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCA................... 19 0 20 201.10 4022 807 1009 1646 460 0 37 63

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTC.... 22 0 20 160.95 3219 2858 0 128 206 0 11 16

.................................................................................................................................................................AACTCTAAGCGGTGGATCACT................. 21 0 20 155.15 3103 941 0 1535 520 70 37 0

.....................................................................TATTGAAGGAATTGATATATG............................................................................................................. 21 0 20 139.40 2788 0 0 2409 0 0 245 134

.................................................................................................................................................................AACTCTAAGCGGTGGATCAC.................. 20 0 20 130.55 2611 1065 392 735 337 32 8 42

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCT............ 27 0 20 129.95 2599 1098 501 0 458 409 116 17

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCA.......... 28 0 20 129.50 2590 1637 0 880 44 0 15 14

.................................................................................................................................................................AACTCTAAGCGGTGGATC.................... 18 0 20 98.05 1961 1250 0 537 0 98 0 76

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATG........ 30 0 20 90.80 1816 0 1816 0 0 0 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCG... 23 0 20 81.85 1637 1492 62 80 0 3 0 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTC.... 20 0 20 67.25 1345 1274 0 0 14 38 19 0

.......................................................................TTGAAGGAATTGATATATGCCA.......................................................................................................... 22 0 20 62.85 1257 235 0 0 876 0 102 44

.....................................................................TATTGAAGGAATTGATATATGCC........................................................................................................... 23 0 20 58.60 1172 390 0 486 0 253 0 43

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTC.... 23 0 20 57.30 1146 1011 0 74 37 11 7 6

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 55.35 1107 178 914 0 15 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCG... 22 0 20 54.75 1095 934 0 104 22 0 32 3

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGAT. 25 0 20 54.40 1088 977 0 25 67 7 8 4

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGG....... 31 0 20 54.15 1083 0 1083 0 0 0 0 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTC.... 19 0 20 53.05 1061 907 0 89 0 40 25 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTCG... 21 0 20 45.35 907 755 0 105 21 4 20 2

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 42.95 859 0 851 7 0 1 0 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTCGAT. 23 0 20 41.90 838 563 0 131 0 11 133 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGG....... 19 0 20 41.45 829 800 20 0 0 0 7 2

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCAT......... 25 0 20 36.65 733 21 701 8 3 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTC.... 27 0 20 30.25 605 375 189 21 18 0 0 2

.......................................................................TTGAAGGAATTGATATATGCC........................................................................................................... 21 0 20 30.15 603 184 0 385 0 0 0 34

................................................................................................................................................................AAACTCTAAGCGGTGGAT..................... 18 0 20 29.75 595 167 341 0 74 5 0 8

....................................................................TTATTGAAGGAATTGATATATG............................................................................................................. 22 0 20 29.70 594 46 0 210 331 7 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGATG 26 0 20 28.40 568 538 16 0 12 0 2 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 27.10 542 362 124 26 0 0 30 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCT............ 24 0 20 26.25 525 169 229 77 13 0 36 1

................................................................................................................................................................AAACTCTAAGCGGTGGATC.................... 19 0 20 26.15 523 0 350 111 41 11 0 10

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTC.... 26 0 20 25.60 512 512 0 0 0 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGG....... 18 0 20 24.35 487 440 0 2 43 0 0 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGT..... 23 0 20 24.00 480 424 0 52 0 0 1 3

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGAT. 24 0 20 23.40 468 0 149 93 0 24 200 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGG....... 21 0 20 22.15 443 443 0 0 0 0 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTCG... 27 0 20 21.00 420 249 111 53 7 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGC............. 26 0 20 18.25 365 97 165 0 66 30 5 2

................................................................................................................................................................................ATCACTCGGCTCATGGGT..... 18 0 20 17.75 355 337 0 14 0 0 4 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTC........... 28 0 20 17.00 340 0 0 308 17 0 11 4

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGAT. 22 0 20 16.90 338 316 0 15 0 7 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGG...... 19 0 20 16.70 334 304 0 6 21 2 1 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGA.. 23 0 20 16.65 333 307 0 19 5 2 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCT............ 28 0 20 15.10 302 163 58 0 4 77 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGG...... 24 0 20 15.10 302 129 173 0 0 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAT......... 29 0 20 14.45 289 289 0 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCG............... 24 0 20 14.35 287 0 0 185 89 4 6 3

.....................................................................TATTGAAGGAATTGATATAT.............................................................................................................. 20 0 20 14.25 285 117 0 88 71 5 4 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 14.20 284 0 284 0 0 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGATG 25 0 20 13.70 274 265 0 0 0 2 7 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCT............ 25 0 20 12.95 259 0 0 214 28 0 15 2

.......................................................................TTGAAGGAATTGATATATGC............................................................................................................ 20 0 20 12.90 258 0 0 0 235 13 0 10

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTC........... 23 0 20 12.60 252 0 248 0 2 0 2 0

...............................................................................................................................................................................GATCACTCGGCTCATGGG...... 18 0 20 12.55 251 248 0 2 0 0 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTC.... 25 0 20 12.35 247 245 0 0 0 1 1 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTC................ 23 0 20 11.20 224 0 124 63 0 26 11 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCG... 24 0 20 11.05 221 0 27 136 48 0 7 3

.................................................................................................................................................................AACTCTAAGCGGTGGATCACG................. 21 1 20 10.85 217 96 0 119 0 2 0 0

..................................................................................................................................................................................CACTCGGCTCATGGGTCGAT. 20 0 20 10.60 212 163 12 13 3 13 7 1

.................................................................................................................................................................AACTCTAAGCGGTGG....................... 15 0 20 10.55 211 0 211 0 0 0 0 0

......................................................................ATTGAAGGAATTGATATATGC............................................................................................................ 21 0 20 10.45 209 85 0 68 0 0 56 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGG....... 24 0 20 9.95 199 199 0 0 0 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGA...................... 16 0 20 9.80 196 0 196 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCA.......... 29 0 20 9.50 190 28 159 0 0 3 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGAT..................... 22 0 20 8.85 177 48 52 72 0 0 5 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCGATG 27 0 20 8.45 169 135 23 7 0 0 3 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGTC.... 28 0 20 8.45 169 0 148 0 0 19 2 0

......................................................................ATTGAAGGAATTGATATATGCC........................................................................................................... 22 0 20 8.00 160 48 0 0 66 40 0 6

.........................................................................................................................................................................GCGGTGGATCACTCGGCTC........... 19 0 20 8.00 160 131 0 10 3 15 0 1

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCG.......... 28 1 20 8.00 160 95 17 48 0 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGG....... 25 0 20 7.85 157 132 25 0 0 0 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTC.... 24 0 20 7.85 157 0 93 0 18 33 11 2

.................................................................................................................................................................................TCACTCGGCTCATGGGTCG... 19 0 20 7.80 156 117 0 13 5 1 20 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCA................... 20 0 20 7.65 153 74 0 58 20 1 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTC.... 21 0 20 7.45 149 0 0 0 64 28 47 10

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCT............ 22 0 20 7.45 149 89 0 59 0 0 0 1

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCT............ 23 0 20 7.30 146 55 44 41 5 0 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGG....... 22 0 20 7.15 143 90 50 0 2 1 0 0

......................................................................ATTGAAGGAATTGATATATG............................................................................................................. 20 0 20 7.05 141 63 0 43 35 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTC................ 21 0 20 6.95 139 93 6 31 0 9 0 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGA.. 21 0 20 6.75 135 109 0 0 12 0 10 4

......................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 6.75 135 14 121 0 0 0 0 0

............................................................................................................................................................................GTGGATCACTCGGCTCATG........ 19 0 20 6.70 134 94 10 23 6 1 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATG........ 18 0 20 6.45 129 101 7 0 18 0 3 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTC........... 25 0 20 6.25 125 101 0 15 3 0 4 2

........................................................................TGAAGGAATTGATATATGCCA.......................................................................................................... 21 0 20 6.15 123 43 0 74 0 0 0 6

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATG........ 23 0 20 6.15 123 99 24 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACT................. 22 0 20 6.10 122 84 0 0 24 12 2 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACT................. 25 0 20 6.05 121 13 103 0 3 2 0 0

....................................................................TTATTGAAGGAATTGATATATGC............................................................................................................ 23 0 20 5.90 118 43 0 0 0 19 51 5

.......................................................................TTGAAGGAATTGATATATG............................................................................................................. 19 0 20 5.85 117 0 0 64 52 1 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATG........ 26 0 20 5.85 117 42 65 8 0 0 2 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGC............. 24 0 20 5.80 116 71 19 18 5 0 3 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCT............ 19 0 20 5.80 116 104 0 0 4 8 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATC.................... 23 0 20 5.75 115 23 65 16 6 5 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCAT......... 30 0 20 5.75 115 0 115 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACT................. 20 0 20 5.75 115 89 0 0 20 5 1 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGAT..................... 19 0 20 5.50 110 59 42 0 0 3 6 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGA.. 24 0 20 5.40 108 0 93 0 0 0 13 2

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 32 0 20 5.40 108 0 108 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGA.. 27 0 20 5.35 107 62 41 4 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCG............... 22 0 20 5.35 107 42 0 55 8 0 2 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGTC.... 31 0 20 5.30 106 0 106 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGG.............. 23 0 20 5.30 106 39 55 11 1 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCAT......... 28 0 20 5.20 104 42 52 7 0 3 0 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGCT............ 29 0 20 5.15 103 39 36 0 0 28 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTC................ 18 0 20 4.95 99 19 67 1 0 12 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGG.............. 20 0 20 4.95 99 15 56 16 3 4 5 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCC............ 27 1 20 4.80 96 0 0 0 0 96 0 0

...................................................................................................................................................................CTCTAAGCGGTGGAT..................... 15 0 20 4.75 95 0 95 0 0 0 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGATG 28 0 20 4.65 93 88 0 0 0 5 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTC................ 20 0 20 4.65 93 30 8 19 0 21 14 1

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGGT..... 33 0 20 4.55 91 0 91 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCG... 26 0 20 4.55 91 81 3 7 0 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTCG... 28 0 20 4.50 90 81 0 6 0 3 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGG.............. 29 0 20 4.50 90 1 85 4 0 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGC............. 21 0 20 4.45 89 25 34 0 0 20 9 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCT............ 20 0 20 4.30 86 86 0 0 0 0 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATC.................... 20 0 20 4.25 85 0 65 10 10 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCAC.................. 21 0 20 4.20 84 59 2 0 19 3 1 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCAC.................. 19 0 20 4.20 84 67 0 14 0 1 1 1

...................................................................................................................................................................CTCTAAGCGGTGGATCACT................. 19 0 20 4.10 82 43 0 24 0 3 9 3

......................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGG....... 26 0 20 4.10 82 50 27 1 4 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATGGGTCG... 31 0 20 4.00 80 0 80 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCAT......... 20 0 20 4.00 80 0 78 0 2 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCG............... 19 0 20 4.00 80 15 0 46 19 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTC........... 21 0 20 4.00 80 56 1 4 1 18 0 0

.....................................................................TATTGAAGGAATTGATATATGCCA.......................................................................................................... 24 0 20 4.00 80 0 3 36 35 2 4 0

......................................................................................................TGTATTTTTAATTTCTTTCAAT........................................................................... 22 0 20 3.95 79 68 0 0 8 3 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATG........ 28 0 20 3.95 79 0 78 0 0 1 0 0

......................................................................................................TGTATTTTTAATTTCTTTCAATA.......................................................................... 23 0 20 3.95 79 67 1 0 0 10 1 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCG............... 26 0 20 3.90 78 8 40 22 8 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTC........... 18 0 20 3.85 77 0 77 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGG.............. 25 0 20 3.85 77 0 0 57 20 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAG......... 29 1 20 3.80 76 0 76 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGG...... 23 0 20 3.80 76 0 76 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGAT. 28 0 20 3.80 76 34 40 2 0 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCG............... 27 0 20 3.75 75 5 42 21 7 0 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTCGA.. 28 0 20 3.70 74 70 0 3 0 1 0 0

.....................................................................TATTGAAGGAATTGATATA............................................................................................................... 19 0 20 3.65 73 0 0 47 24 0 1 1

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGT..... 21 0 20 3.60 72 0 0 0 65 0 0 7

...........................................................................................................................................................................GGTGGATCACTCGGCTCAT......... 19 0 20 3.50 70 52 0 0 0 4 14 0

...........................................................................................................................................................................GGTGGATCACTCGGCT............ 16 0 20 3.50 70 0 70 0 0 0 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCTC........... 29 0 20 3.45 69 19 0 0 0 49 0 1

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCAT......... 21 0 20 3.45 69 64 0 4 0 1 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTC................ 27 0 20 3.40 68 10 53 0 0 5 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATGG....... 30 0 20 3.35 67 0 67 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 31 0 20 3.25 65 0 65 0 0 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGC............. 18 0 20 3.25 65 45 14 0 0 6 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGC............. 27 0 20 3.20 64 19 14 27 0 4 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGG.............. 22 0 20 3.20 64 0 58 0 3 0 3 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCGAT. 26 0 20 3.15 63 0 0 42 0 10 11 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGC............. 22 0 20 3.05 61 0 35 14 8 4 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGT..... 20 0 20 3.00 60 0 0 0 49 3 3 5

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTC........... 26 0 20 3.00 60 0 57 0 0 0 3 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCAT......... 22 0 20 2.90 58 55 0 3 0 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGG.............. 28 0 20 2.90 58 6 45 6 1 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGT..... 27 0 20 2.90 58 58 0 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATG........ 21 0 20 2.85 57 47 8 0 0 0 2 0

....................................................................................................................................................................................CTCGGCTCATGGGTCGATG 19 0 20 2.85 57 56 0 0 1 0 0 0

.....................................................................TATTGAAGGAATTGATATATGCA........................................................................................................... 23 1 20 2.85 57 20 0 0 23 2 11 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGC............. 19 0 20 2.80 56 23 0 17 1 8 7 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTCG... 20 0 20 2.75 55 0 0 37 14 2 0 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCG... 25 0 20 2.75 55 53 0 2 0 0 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCA.......... 26 0 20 2.70 54 44 0 10 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGG....................... 20 0 20 2.65 53 20 0 0 26 0 3 4

.............................................................................................................................................................ATAAAACTCTAAGCGGTGG....................... 19 0 20 2.65 53 9 12 11 20 0 1 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACT................. 26 0 20 2.60 52 29 0 15 7 1 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGG.............. 26 0 20 2.60 52 0 36 8 7 1 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGAT..................... 21 0 20 2.50 50 28 15 0 3 1 3 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTC........... 24 0 20 2.50 50 0 34 0 1 10 5 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGG....... 23 0 20 2.50 50 0 47 1 0 2 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCA.......... 18 0 20 2.50 50 29 0 0 13 0 7 1

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGATG 23 0 20 2.40 48 0 44 4 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCG............... 20 0 20 2.40 48 4 16 25 3 0 0 0

...................................................................TTTATTGAAGGAATTGATATATGC............................................................................................................ 24 0 20 2.40 48 9 0 15 24 0 0 0

........................AACTAAGACATTTCGCAGC............................................................................................................................................................ 19 0 20 2.40 48 0 0 2 15 31 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCA................... 15 0 20 2.35 47 0 47 0 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGG.............. 21 0 20 2.35 47 0 43 4 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCA.......... 25 0 20 2.35 47 14 33 0 0 0 0 0

....................................................................TTATTGAAGGAATTGATATAT.............................................................................................................. 21 0 20 2.30 46 22 0 21 0 2 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCT............ 17 0 20 2.30 46 0 46 0 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGGC............. 30 0 20 2.30 46 0 46 0 0 0 0 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGAT..................... 20 0 20 2.25 45 23 0 15 0 2 4 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGG...... 26 0 20 2.25 45 0 45 0 0 0 0 0

....................................................................TTATTGAAGGAATTGATATATGCC........................................................................................................... 24 0 20 2.25 45 14 0 7 4 17 3 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCG............... 28 0 20 2.20 44 5 0 32 7 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCA................... 23 0 20 2.20 44 9 25 10 0 0 0 0

.....................................................................TATTGAAGGAATTGATATATGCCAG......................................................................................................... 25 0 20 2.15 43 38 0 5 0 0 0 0

....................................................................TTATTGAAGGAATTGATATA............................................................................................................... 20 0 20 2.15 43 15 0 0 25 0 3 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGC............. 28 0 20 2.15 43 27 0 13 1 1 0 1

........................................................................................................................................................................AGCGGTGGATCACTCGGCTC........... 20 0 20 2.10 42 0 35 5 0 0 2 0

..................................................................................................................................................................................CACTCGGCTCATGGGTCGA.. 19 0 20 2.05 41 0 0 21 18 2 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCAC.................. 25 0 20 2.00 40 16 14 0 9 0 1 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCAT......... 26 0 20 2.00 40 0 40 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCA................... 18 0 20 2.00 40 0 3 12 23 1 0 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCA.......... 22 0 20 1.90 38 32 0 6 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCA................... 24 0 20 1.90 38 14 0 24 0 0 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATGGG...... 30 0 20 1.90 38 0 38 0 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCA................... 16 0 20 1.85 37 0 37 0 0 0 0 0

..................................................................ATTTATTGAAGGAATTGATATATGC............................................................................................................ 25 0 20 1.85 37 5 0 7 19 3 3 0

....................................................................................................................................................................TCTAAGCGGTGGATCACT................. 18 0 20 1.85 37 4 33 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGATG 29 0 20 1.85 37 1 36 0 0 0 0 0

.................................................................................................................................................................................TCACTCGGCTCATGGGTCGA.. 20 0 20 1.80 36 23 0 4 7 2 0 0

.....................................................................TATTGAAGGAATTGATATATGCCT.......................................................................................................... 24 1 20 1.80 36 0 0 31 0 0 4 1

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCA.......... 27 0 20 1.80 36 0 0 36 0 0 0 0

.....................................................................TATTGAAGGAATTGATATATGA............................................................................................................ 22 1 20 1.75 35 7 0 5 21 0 0 2

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGT..... 22 0 20 1.75 35 0 0 34 0 0 0 1

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACT................. 24 0 20 1.75 35 15 10 5 5 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTC................ 19 0 20 1.75 35 8 12 0 5 6 4 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGGC............. 29 0 20 1.75 35 4 25 5 0 1 0 0

Anti-sense strand reads

TATACTATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTGTTTTAACTGTAATATATTTTTACTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC

************************************************************((...............(((((((((((((.((((((((......))))))))..)))))).)))))))..............))******************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM1528801

follicle
cells

...................................................................................................................................................................................TGAGCCGAGTACCCAGCT.. 18 0 20 0.05 1 1
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_944:832-1030 + der_1518 ATATGATA-CATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATAC-ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATT---AT----------ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droYak3 v2_chrUn_252:158-356 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------
droSec2 scaffold_2429:1737-1935

-
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------

droSim2 node_61490:1-129 + dsi_306 -------------------------------------------------TTTTAGGTATAAAAATAA-ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTACTTTCTTTCAATAAAAACAATATTGACATT---AT----------ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
dm3 chrUextra:3125439-

3125637 -
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-CTTATA---------------

droEug1 scf7180000405611:4339-
4389 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------G-----------------------------------------------------------------------------------------------------------------------------------------------------GACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------

droBia1 scf7180000299694:345-
544 +

CTTTGATA-TATATTGGTTATATAAAACTAAGACATTTCGCAGCATTCGTTTTAGGTATAAAAATAA-AATTATTGAAGGAATTGATATATGCCAGTAAGACGGTGTATTTTTAATTTCTTTCAATAAAAACATATTTGACAAA---AT----------TAACAAACCAGTTTATAAA-ACTCTAAGCGGTGGATCACTTGGCTCATGGGTAGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000413686:825-
1038 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATACAAATTTTATAATAA

droRho1 scf7180000764814:196-
395 +

AT-TGGTA-TATATTGTTTATATAAAACTAAGACATTTCGCAGCATTCTTTTTAGGTATAAAAAAAACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATACTTGACAAA---TT----------GAAAAAACAAATATATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000448638:2209-
2408 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTATGGTACTTTAATTAATTTTTTAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTAGA---------------

droAna3 scaffold_3158:1078-1276
-

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTGAAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATAAAGTTG-TTTACT---------------

droBip1 scf7180000392609:4221-

4418 +

TT-------TATATTGATTATATAAAACTAAGACATTTCGCAACAATTATTTTAGGTATAAAAATAA-CTTTATTGAAGGAATTGATATATGCCAGTTAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATAATTGACGAA---TTGTATATTTATATA------TATTTATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 Unknown_group_34:5278-
5480 +

dps_4 ATATGGTAATATATCGTTTATATAAAACTAAGACATTTCGCAACATTC-TTTTAGG-ATAAAATTAAAATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAGACATATCTGACAAATAAAT----------GAATAAACAAATTT-TAATCACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_433:2465-2663
-

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTTG-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTG-TTTAAA---------------

droWil2 scf2_1100000001109:349-
548 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTATGGTACTTTAATTAATTTTAGAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTG-TTTTAA---------------

droVir3 scaffold_1702:709-907 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTTT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTTTGCTAATTAAGTTG-TTTAAA---------------
droMoj3 scaffold_4750:788-986 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTAGAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTAAA---------------
droGri2 scaffold_661:773-972 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTGCTTTAAA---------------

Generated: 09/08/2015 at 07:59 PM

PASS/FAIL
1
0
0
0
1
1
1
1
0
0
1
1
0
3
8

1
0
0
0
1
1
1
1
0
0
1
1
0
3
8

1
0
0
0
1
1
1
1
0
0
1
1
0
3
8

1
0
0
0
1
1
1
1
0
0
1
1
0
3
6

1
0
0
0
1
1
1
1
0
0
1
1
0
3
6

1
0
0
0
1
1
1
1
0
0
1
1
0
3
6

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:832-1030
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_667:593-614
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1518.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:901-922
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_946:798-819
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_948:756-777
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_994:293-314
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1034:431-452
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1146:540-561
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1148:493-514
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1150:759-780
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1155:2872-2893
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2018:332-353
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2144:53-74
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3065:2516-2537
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3613:357-378
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3844:898-919
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4652:289-310
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4682:143-164
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4752:34004-34025
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4835:617-638
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4858:122356-122377
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1677:825-846
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2999:3691-3712
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4858:137891-137912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_711:1032-1053
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_941:415-436
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_942:225-246
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_945:523-544
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_947:465-486
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1124:444-465
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1133:410-431
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1139:1091-1112
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1145:638-659
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1147:325-346
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1149:432-453
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1168:600-621
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1226:370-391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3385:447-468
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3863:264-285
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4298:791-812
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4723:10553-10574
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4752:30876-30897
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4769:54639-54660
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1518.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:934-955
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_946:831-852
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_948:789-810
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_994:326-347
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1034:464-485
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1146:573-594
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1148:526-547
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1155:2905-2926
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1677:858-879
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2144:86-107
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2999:3724-3745
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3844:931-952
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4091:44-65
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4652:322-343
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4752:34037-34058
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_16.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4758:38426-38447
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4835:650-671
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4858:122389-122410
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4858:137924-137945
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4925:1093-1114
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3613:390-411
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:832-1030
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1518.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_252:158-356
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2429:1737-1935
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=node_61490:1-129
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_306.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:3125439-3125637
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000405611:4339-4389
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000299694:345-544
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413686:825-1038
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000764814:196-395
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000448638:2209-2408
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_3158:1078-1276
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000392609:4221-4418
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_34:5278-5480
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_4.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_433:2465-2663
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000001109:349-548
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_1702:709-907
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_4750:788-986
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_661:773-972


ID:

der_1518

Coordinate:

scaffold_944:882-980 +

Confidence:

candidate-rescued

Class:

Canonical miRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

rRNA [Dere\5.8SrRNA:GG25461-RA]

No Repeatable elements found

mature

1. scaffold_667:593-614 +
2. der_1518  scaffold_944:901-922 +
3. scaffold_946:798-819 +
4. scaffold_948:756-777 +
5. scaffold_994:293-314 +
6. scaffold_1034:431-452 +
7. scaffold_1146:540-561 +
8. scaffold_1148:493-514 +
9. scaffold_1150:759-780 +

10. scaffold_1155:2872-2893 +
11. scaffold_2018:332-353 +
12. scaffold_2144:53-74 +
13. scaffold_3065:2516-2537 +
14. scaffold_3613:357-378 +
15. scaffold_3844:898-919 +
16. scaffold_4652:289-310 +
17. scaffold_4682:143-164 +
18. scaffold_4752:34004-34025 +
19. scaffold_4835:617-638 +
20. scaffold_4858:122356-122377 +
21. scaffold_1677:825-846 +
22. scaffold_2999:3691-3712 +
23. scaffold_4858:137891-137912 +
24. scaffold_711:1032-1053 -
25. scaffold_941:415-436 -
26. scaffold_942:225-246 -
27. scaffold_945:523-544 -
28. scaffold_947:465-486 -
29. scaffold_1124:444-465 -
30. scaffold_1133:410-431 -
31. scaffold_1139:1091-1112 -
32. scaffold_1145:638-659 -
33. scaffold_1147:325-346 -
34. scaffold_1149:432-453 -
35. scaffold_1168:600-621 -
36. scaffold_1226:370-391 -
37. scaffold_3385:447-468 -
38. scaffold_3863:264-285 -
39. scaffold_4298:791-812 -
40. scaffold_4723:10553-10574 -
41. scaffold_4752:30876-30897 -
42. scaffold_4769:54639-54660 -

star

1. der_1518  scaffold_944:934-955 +
2. scaffold_946:831-852 +
3. scaffold_948:789-810 +
4. scaffold_994:326-347 +
5. scaffold_1034:464-485 +
6. scaffold_1146:573-594 +
7. scaffold_1148:526-547 +
8. scaffold_1155:2905-2926 +
9. scaffold_1677:858-879 +

10. scaffold_2144:86-107 +
11. scaffold_2999:3724-3745 +
12. scaffold_3844:931-952 +
13. scaffold_4091:44-65 +
14. scaffold_4652:322-343 +
15. scaffold_4752:34037-34058 +
16. der_16  scaffold_4758:38426-38447 +
17. scaffold_4835:650-671 +
18. scaffold_4858:122389-122410 +
19. scaffold_4858:137924-137945 +
20. scaffold_4925:1093-1114 +
21. scaffold_3613:390-411 +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATATGATACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTATATAAAAATGAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG

******************************************************((...............(((((((((((((.((((((((......))))))))..)))))).)))))))..............))************************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

M055

female
body

GSM1528801

follicle
cells

V107

male
body

V108

head

M057

embryo

V040

embryo

V060

head

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCT............ 26 0 20 1006.90 20138 0 8288 0 5661 4196 1634 359

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTC........... 27 0 20 692.45 13849 9073 0 0 1289 3167 215 105

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCG............... 23 0 20 354.60 7092 0 2928 2846 1136 25 157 0

.....................................................................TATTGAAGGAATTGATATATGC............................................................................................................ 22 0 20 330.95 6619 992 0 0 4618 248 761 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGC............. 25 0 20 270.40 5408 928 2103 1948 0 292 101 36

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGG.............. 24 0 20 258.90 5178 464 4152 0 485 31 0 46

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTC................ 22 0 20 215.50 4310 1142 665 1753 642 0 108 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCA................... 19 0 20 201.10 4022 807 1009 1646 460 0 37 63

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTC.... 22 0 20 160.95 3219 2858 0 128 206 0 11 16

.................................................................................................................................................................AACTCTAAGCGGTGGATCACT................. 21 0 20 155.15 3103 941 0 1535 520 70 37 0

.....................................................................TATTGAAGGAATTGATATATG............................................................................................................. 21 0 20 139.40 2788 0 0 2409 0 0 245 134

.................................................................................................................................................................AACTCTAAGCGGTGGATCAC.................. 20 0 20 130.55 2611 1065 392 735 337 32 8 42

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCT............ 27 0 20 129.95 2599 1098 501 0 458 409 116 17

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCA.......... 28 0 20 129.50 2590 1637 0 880 44 0 15 14

.................................................................................................................................................................AACTCTAAGCGGTGGATC.................... 18 0 20 98.05 1961 1250 0 537 0 98 0 76

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATG........ 30 0 20 90.80 1816 0 1816 0 0 0 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCG... 23 0 20 81.85 1637 1492 62 80 0 3 0 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTC.... 20 0 20 67.25 1345 1274 0 0 14 38 19 0

.......................................................................TTGAAGGAATTGATATATGCCA.......................................................................................................... 22 0 20 62.85 1257 235 0 0 876 0 102 44

.....................................................................TATTGAAGGAATTGATATATGCC........................................................................................................... 23 0 20 58.60 1172 390 0 486 0 253 0 43

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTC.... 23 0 20 57.30 1146 1011 0 74 37 11 7 6

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 55.35 1107 178 914 0 15 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCG... 22 0 20 54.75 1095 934 0 104 22 0 32 3

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGAT. 25 0 20 54.40 1088 977 0 25 67 7 8 4

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGG....... 31 0 20 54.15 1083 0 1083 0 0 0 0 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTC.... 19 0 20 53.05 1061 907 0 89 0 40 25 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTCG... 21 0 20 45.35 907 755 0 105 21 4 20 2

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 42.95 859 0 851 7 0 1 0 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTCGAT. 23 0 20 41.90 838 563 0 131 0 11 133 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGG....... 19 0 20 41.45 829 800 20 0 0 0 7 2

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCAT......... 25 0 20 36.65 733 21 701 8 3 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTC.... 27 0 20 30.25 605 375 189 21 18 0 0 2

.......................................................................TTGAAGGAATTGATATATGCC........................................................................................................... 21 0 20 30.15 603 184 0 385 0 0 0 34

................................................................................................................................................................AAACTCTAAGCGGTGGAT..................... 18 0 20 29.75 595 167 341 0 74 5 0 8

....................................................................TTATTGAAGGAATTGATATATG............................................................................................................. 22 0 20 29.70 594 46 0 210 331 7 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGATG 26 0 20 28.40 568 538 16 0 12 0 2 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 27.10 542 362 124 26 0 0 30 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCT............ 24 0 20 26.25 525 169 229 77 13 0 36 1

................................................................................................................................................................AAACTCTAAGCGGTGGATC.................... 19 0 20 26.15 523 0 350 111 41 11 0 10

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTC.... 26 0 20 25.60 512 512 0 0 0 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGG....... 18 0 20 24.35 487 440 0 2 43 0 0 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGT..... 23 0 20 24.00 480 424 0 52 0 0 1 3

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGAT. 24 0 20 23.40 468 0 149 93 0 24 200 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGG....... 21 0 20 22.15 443 443 0 0 0 0 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTCG... 27 0 20 21.00 420 249 111 53 7 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGC............. 26 0 20 18.25 365 97 165 0 66 30 5 2

................................................................................................................................................................................ATCACTCGGCTCATGGGT..... 18 0 20 17.75 355 337 0 14 0 0 4 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTC........... 28 0 20 17.00 340 0 0 308 17 0 11 4

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGAT. 22 0 20 16.90 338 316 0 15 0 7 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGG...... 19 0 20 16.70 334 304 0 6 21 2 1 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGA.. 23 0 20 16.65 333 307 0 19 5 2 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCT............ 28 0 20 15.10 302 163 58 0 4 77 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGG...... 24 0 20 15.10 302 129 173 0 0 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAT......... 29 0 20 14.45 289 289 0 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCG............... 24 0 20 14.35 287 0 0 185 89 4 6 3

.....................................................................TATTGAAGGAATTGATATAT.............................................................................................................. 20 0 20 14.25 285 117 0 88 71 5 4 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 14.20 284 0 284 0 0 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGATG 25 0 20 13.70 274 265 0 0 0 2 7 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCT............ 25 0 20 12.95 259 0 0 214 28 0 15 2

.......................................................................TTGAAGGAATTGATATATGC............................................................................................................ 20 0 20 12.90 258 0 0 0 235 13 0 10

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTC........... 23 0 20 12.60 252 0 248 0 2 0 2 0

...............................................................................................................................................................................GATCACTCGGCTCATGGG...... 18 0 20 12.55 251 248 0 2 0 0 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTC.... 25 0 20 12.35 247 245 0 0 0 1 1 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTC................ 23 0 20 11.20 224 0 124 63 0 26 11 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCG... 24 0 20 11.05 221 0 27 136 48 0 7 3

.................................................................................................................................................................AACTCTAAGCGGTGGATCACG................. 21 1 20 10.85 217 96 0 119 0 2 0 0

..................................................................................................................................................................................CACTCGGCTCATGGGTCGAT. 20 0 20 10.60 212 163 12 13 3 13 7 1

.................................................................................................................................................................AACTCTAAGCGGTGG....................... 15 0 20 10.55 211 0 211 0 0 0 0 0

......................................................................ATTGAAGGAATTGATATATGC............................................................................................................ 21 0 20 10.45 209 85 0 68 0 0 56 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGG....... 24 0 20 9.95 199 199 0 0 0 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGA...................... 16 0 20 9.80 196 0 196 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCA.......... 29 0 20 9.50 190 28 159 0 0 3 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGAT..................... 22 0 20 8.85 177 48 52 72 0 0 5 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCGATG 27 0 20 8.45 169 135 23 7 0 0 3 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGTC.... 28 0 20 8.45 169 0 148 0 0 19 2 0

......................................................................ATTGAAGGAATTGATATATGCC........................................................................................................... 22 0 20 8.00 160 48 0 0 66 40 0 6

.........................................................................................................................................................................GCGGTGGATCACTCGGCTC........... 19 0 20 8.00 160 131 0 10 3 15 0 1

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCG.......... 28 1 20 8.00 160 95 17 48 0 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGG....... 25 0 20 7.85 157 132 25 0 0 0 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTC.... 24 0 20 7.85 157 0 93 0 18 33 11 2

.................................................................................................................................................................................TCACTCGGCTCATGGGTCG... 19 0 20 7.80 156 117 0 13 5 1 20 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCA................... 20 0 20 7.65 153 74 0 58 20 1 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTC.... 21 0 20 7.45 149 0 0 0 64 28 47 10

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCT............ 22 0 20 7.45 149 89 0 59 0 0 0 1

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCT............ 23 0 20 7.30 146 55 44 41 5 0 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGG....... 22 0 20 7.15 143 90 50 0 2 1 0 0

......................................................................ATTGAAGGAATTGATATATG............................................................................................................. 20 0 20 7.05 141 63 0 43 35 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTC................ 21 0 20 6.95 139 93 6 31 0 9 0 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGA.. 21 0 20 6.75 135 109 0 0 12 0 10 4

......................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 6.75 135 14 121 0 0 0 0 0

............................................................................................................................................................................GTGGATCACTCGGCTCATG........ 19 0 20 6.70 134 94 10 23 6 1 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATG........ 18 0 20 6.45 129 101 7 0 18 0 3 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTC........... 25 0 20 6.25 125 101 0 15 3 0 4 2

........................................................................TGAAGGAATTGATATATGCCA.......................................................................................................... 21 0 20 6.15 123 43 0 74 0 0 0 6

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATG........ 23 0 20 6.15 123 99 24 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACT................. 22 0 20 6.10 122 84 0 0 24 12 2 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACT................. 25 0 20 6.05 121 13 103 0 3 2 0 0

....................................................................TTATTGAAGGAATTGATATATGC............................................................................................................ 23 0 20 5.90 118 43 0 0 0 19 51 5

.......................................................................TTGAAGGAATTGATATATG............................................................................................................. 19 0 20 5.85 117 0 0 64 52 1 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATG........ 26 0 20 5.85 117 42 65 8 0 0 2 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGC............. 24 0 20 5.80 116 71 19 18 5 0 3 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCT............ 19 0 20 5.80 116 104 0 0 4 8 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATC.................... 23 0 20 5.75 115 23 65 16 6 5 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCAT......... 30 0 20 5.75 115 0 115 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACT................. 20 0 20 5.75 115 89 0 0 20 5 1 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGAT..................... 19 0 20 5.50 110 59 42 0 0 3 6 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGA.. 24 0 20 5.40 108 0 93 0 0 0 13 2

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 32 0 20 5.40 108 0 108 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGA.. 27 0 20 5.35 107 62 41 4 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCG............... 22 0 20 5.35 107 42 0 55 8 0 2 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGTC.... 31 0 20 5.30 106 0 106 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGG.............. 23 0 20 5.30 106 39 55 11 1 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCAT......... 28 0 20 5.20 104 42 52 7 0 3 0 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGCT............ 29 0 20 5.15 103 39 36 0 0 28 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTC................ 18 0 20 4.95 99 19 67 1 0 12 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGG.............. 20 0 20 4.95 99 15 56 16 3 4 5 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCC............ 27 1 20 4.80 96 0 0 0 0 96 0 0

...................................................................................................................................................................CTCTAAGCGGTGGAT..................... 15 0 20 4.75 95 0 95 0 0 0 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGATG 28 0 20 4.65 93 88 0 0 0 5 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTC................ 20 0 20 4.65 93 30 8 19 0 21 14 1

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGGT..... 33 0 20 4.55 91 0 91 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCG... 26 0 20 4.55 91 81 3 7 0 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTCG... 28 0 20 4.50 90 81 0 6 0 3 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGG.............. 29 0 20 4.50 90 1 85 4 0 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGC............. 21 0 20 4.45 89 25 34 0 0 20 9 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCT............ 20 0 20 4.30 86 86 0 0 0 0 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATC.................... 20 0 20 4.25 85 0 65 10 10 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCAC.................. 21 0 20 4.20 84 59 2 0 19 3 1 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCAC.................. 19 0 20 4.20 84 67 0 14 0 1 1 1

...................................................................................................................................................................CTCTAAGCGGTGGATCACT................. 19 0 20 4.10 82 43 0 24 0 3 9 3

......................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGG....... 26 0 20 4.10 82 50 27 1 4 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATGGGTCG... 31 0 20 4.00 80 0 80 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCAT......... 20 0 20 4.00 80 0 78 0 2 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCG............... 19 0 20 4.00 80 15 0 46 19 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTC........... 21 0 20 4.00 80 56 1 4 1 18 0 0

.....................................................................TATTGAAGGAATTGATATATGCCA.......................................................................................................... 24 0 20 4.00 80 0 3 36 35 2 4 0

......................................................................................................TGTATTTTTAATTTCTTTCAAT........................................................................... 22 0 20 3.95 79 68 0 0 8 3 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATG........ 28 0 20 3.95 79 0 78 0 0 1 0 0

......................................................................................................TGTATTTTTAATTTCTTTCAATA.......................................................................... 23 0 20 3.95 79 67 1 0 0 10 1 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCG............... 26 0 20 3.90 78 8 40 22 8 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTC........... 18 0 20 3.85 77 0 77 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGG.............. 25 0 20 3.85 77 0 0 57 20 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAG......... 29 1 20 3.80 76 0 76 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGG...... 23 0 20 3.80 76 0 76 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGAT. 28 0 20 3.80 76 34 40 2 0 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCG............... 27 0 20 3.75 75 5 42 21 7 0 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTCGA.. 28 0 20 3.70 74 70 0 3 0 1 0 0

.....................................................................TATTGAAGGAATTGATATA............................................................................................................... 19 0 20 3.65 73 0 0 47 24 0 1 1

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGT..... 21 0 20 3.60 72 0 0 0 65 0 0 7

...........................................................................................................................................................................GGTGGATCACTCGGCTCAT......... 19 0 20 3.50 70 52 0 0 0 4 14 0

...........................................................................................................................................................................GGTGGATCACTCGGCT............ 16 0 20 3.50 70 0 70 0 0 0 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCTC........... 29 0 20 3.45 69 19 0 0 0 49 0 1

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCAT......... 21 0 20 3.45 69 64 0 4 0 1 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTC................ 27 0 20 3.40 68 10 53 0 0 5 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATGG....... 30 0 20 3.35 67 0 67 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 31 0 20 3.25 65 0 65 0 0 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGC............. 18 0 20 3.25 65 45 14 0 0 6 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGC............. 27 0 20 3.20 64 19 14 27 0 4 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGG.............. 22 0 20 3.20 64 0 58 0 3 0 3 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCGAT. 26 0 20 3.15 63 0 0 42 0 10 11 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGC............. 22 0 20 3.05 61 0 35 14 8 4 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGT..... 20 0 20 3.00 60 0 0 0 49 3 3 5

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTC........... 26 0 20 3.00 60 0 57 0 0 0 3 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCAT......... 22 0 20 2.90 58 55 0 3 0 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGG.............. 28 0 20 2.90 58 6 45 6 1 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGT..... 27 0 20 2.90 58 58 0 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATG........ 21 0 20 2.85 57 47 8 0 0 0 2 0

....................................................................................................................................................................................CTCGGCTCATGGGTCGATG 19 0 20 2.85 57 56 0 0 1 0 0 0

.....................................................................TATTGAAGGAATTGATATATGCA........................................................................................................... 23 1 20 2.85 57 20 0 0 23 2 11 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGC............. 19 0 20 2.80 56 23 0 17 1 8 7 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTCG... 20 0 20 2.75 55 0 0 37 14 2 0 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCG... 25 0 20 2.75 55 53 0 2 0 0 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCA.......... 26 0 20 2.70 54 44 0 10 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGG....................... 20 0 20 2.65 53 20 0 0 26 0 3 4

.............................................................................................................................................................ATAAAACTCTAAGCGGTGG....................... 19 0 20 2.65 53 9 12 11 20 0 1 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACT................. 26 0 20 2.60 52 29 0 15 7 1 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGG.............. 26 0 20 2.60 52 0 36 8 7 1 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGAT..................... 21 0 20 2.50 50 28 15 0 3 1 3 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTC........... 24 0 20 2.50 50 0 34 0 1 10 5 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGG....... 23 0 20 2.50 50 0 47 1 0 2 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCA.......... 18 0 20 2.50 50 29 0 0 13 0 7 1

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGATG 23 0 20 2.40 48 0 44 4 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCG............... 20 0 20 2.40 48 4 16 25 3 0 0 0

...................................................................TTTATTGAAGGAATTGATATATGC............................................................................................................ 24 0 20 2.40 48 9 0 15 24 0 0 0

........................AACTAAGACATTTCGCAGC............................................................................................................................................................ 19 0 20 2.40 48 0 0 2 15 31 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCA................... 15 0 20 2.35 47 0 47 0 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGG.............. 21 0 20 2.35 47 0 43 4 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCA.......... 25 0 20 2.35 47 14 33 0 0 0 0 0

....................................................................TTATTGAAGGAATTGATATAT.............................................................................................................. 21 0 20 2.30 46 22 0 21 0 2 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCT............ 17 0 20 2.30 46 0 46 0 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGGC............. 30 0 20 2.30 46 0 46 0 0 0 0 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGAT..................... 20 0 20 2.25 45 23 0 15 0 2 4 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGG...... 26 0 20 2.25 45 0 45 0 0 0 0 0

....................................................................TTATTGAAGGAATTGATATATGCC........................................................................................................... 24 0 20 2.25 45 14 0 7 4 17 3 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCG............... 28 0 20 2.20 44 5 0 32 7 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCA................... 23 0 20 2.20 44 9 25 10 0 0 0 0

.....................................................................TATTGAAGGAATTGATATATGCCAG......................................................................................................... 25 0 20 2.15 43 38 0 5 0 0 0 0

....................................................................TTATTGAAGGAATTGATATA............................................................................................................... 20 0 20 2.15 43 15 0 0 25 0 3 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGC............. 28 0 20 2.15 43 27 0 13 1 1 0 1

........................................................................................................................................................................AGCGGTGGATCACTCGGCTC........... 20 0 20 2.10 42 0 35 5 0 0 2 0

..................................................................................................................................................................................CACTCGGCTCATGGGTCGA.. 19 0 20 2.05 41 0 0 21 18 2 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCAC.................. 25 0 20 2.00 40 16 14 0 9 0 1 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCAT......... 26 0 20 2.00 40 0 40 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCA................... 18 0 20 2.00 40 0 3 12 23 1 0 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCA.......... 22 0 20 1.90 38 32 0 6 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCA................... 24 0 20 1.90 38 14 0 24 0 0 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATGGG...... 30 0 20 1.90 38 0 38 0 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCA................... 16 0 20 1.85 37 0 37 0 0 0 0 0

..................................................................ATTTATTGAAGGAATTGATATATGC............................................................................................................ 25 0 20 1.85 37 5 0 7 19 3 3 0

....................................................................................................................................................................TCTAAGCGGTGGATCACT................. 18 0 20 1.85 37 4 33 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGATG 29 0 20 1.85 37 1 36 0 0 0 0 0

.................................................................................................................................................................................TCACTCGGCTCATGGGTCGA.. 20 0 20 1.80 36 23 0 4 7 2 0 0

.....................................................................TATTGAAGGAATTGATATATGCCT.......................................................................................................... 24 1 20 1.80 36 0 0 31 0 0 4 1

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCA.......... 27 0 20 1.80 36 0 0 36 0 0 0 0

.....................................................................TATTGAAGGAATTGATATATGA............................................................................................................ 22 1 20 1.75 35 7 0 5 21 0 0 2

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGT..... 22 0 20 1.75 35 0 0 34 0 0 0 1

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACT................. 24 0 20 1.75 35 15 10 5 5 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTC................ 19 0 20 1.75 35 8 12 0 5 6 4 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGGC............. 29 0 20 1.75 35 4 25 5 0 1 0 0

Anti-sense strand reads

TATACTATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTGTTTTAACTGTAATATATTTTTACTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC
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...................................................................................................................................................................................TGAGCCGAGTACCCAGCT.. 18 0 20 0.05 1 1
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_944:832-1030 + der_1518 ATATGATA-CATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATAC-ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATT---AT----------ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droYak3 v2_chrUn_252:158-356 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------
droSec2 scaffold_2429:1737-1935

-
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------

droSim2 node_61490:1-129 + dsi_306 -------------------------------------------------TTTTAGGTATAAAAATAA-ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTACTTTCTTTCAATAAAAACAATATTGACATT---AT----------ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
dm3 chrUextra:3125439-

3125637 -
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-CTTATA---------------

droEug1 scf7180000405611:4339-
4389 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------G-----------------------------------------------------------------------------------------------------------------------------------------------------GACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------

droBia1 scf7180000299694:345-
544 +

CTTTGATA-TATATTGGTTATATAAAACTAAGACATTTCGCAGCATTCGTTTTAGGTATAAAAATAA-AATTATTGAAGGAATTGATATATGCCAGTAAGACGGTGTATTTTTAATTTCTTTCAATAAAAACATATTTGACAAA---AT----------TAACAAACCAGTTTATAAA-ACTCTAAGCGGTGGATCACTTGGCTCATGGGTAGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000413686:825-
1038 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATACAAATTTTATAATAA

droRho1 scf7180000764814:196-
395 +

AT-TGGTA-TATATTGTTTATATAAAACTAAGACATTTCGCAGCATTCTTTTTAGGTATAAAAAAAACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATACTTGACAAA---TT----------GAAAAAACAAATATATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000448638:2209-
2408 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTATGGTACTTTAATTAATTTTTTAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTAGA---------------

droAna3 scaffold_3158:1078-1276
-

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTGAAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATAAAGTTG-TTTACT---------------

droBip1 scf7180000392609:4221-

4418 +

TT-------TATATTGATTATATAAAACTAAGACATTTCGCAACAATTATTTTAGGTATAAAAATAA-CTTTATTGAAGGAATTGATATATGCCAGTTAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATAATTGACGAA---TTGTATATTTATATA------TATTTATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 Unknown_group_34:5278-
5480 +

dps_4 ATATGGTAATATATCGTTTATATAAAACTAAGACATTTCGCAACATTC-TTTTAGG-ATAAAATTAAAATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAGACATATCTGACAAATAAAT----------GAATAAACAAATTT-TAATCACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_433:2465-2663
-

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTTG-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTG-TTTAAA---------------

droWil2 scf2_1100000001109:349-
548 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTATGGTACTTTAATTAATTTTAGAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTG-TTTTAA---------------

droVir3 scaffold_1702:709-907 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTTT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTTTGCTAATTAAGTTG-TTTAAA---------------
droMoj3 scaffold_4750:788-986 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTAGAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTAAA---------------
droGri2 scaffold_661:773-972 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTGCTTTAAA---------------
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ID:

der_1518

Coordinate:

scaffold_944:882-980 +

Confidence:

candidate-rescued

Class:

Canonical miRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

rRNA [Dere\5.8SrRNA:GG25461-RA]

No Repeatable elements found

mature

1. scaffold_667:593-614 +
2. der_1518  scaffold_944:901-922 +
3. scaffold_946:798-819 +
4. scaffold_948:756-777 +
5. scaffold_994:293-314 +
6. scaffold_1034:431-452 +
7. scaffold_1146:540-561 +
8. scaffold_1148:493-514 +
9. scaffold_1150:759-780 +

10. scaffold_1155:2872-2893 +
11. scaffold_2018:332-353 +
12. scaffold_2144:53-74 +
13. scaffold_3065:2516-2537 +
14. scaffold_3613:357-378 +
15. scaffold_3844:898-919 +
16. scaffold_4652:289-310 +
17. scaffold_4682:143-164 +
18. scaffold_4752:34004-34025 +
19. scaffold_4835:617-638 +
20. scaffold_4858:122356-122377 +
21. scaffold_1677:825-846 +
22. scaffold_2999:3691-3712 +
23. scaffold_4858:137891-137912 +
24. scaffold_711:1032-1053 -
25. scaffold_941:415-436 -
26. scaffold_942:225-246 -
27. scaffold_945:523-544 -
28. scaffold_947:465-486 -
29. scaffold_1124:444-465 -
30. scaffold_1133:410-431 -
31. scaffold_1139:1091-1112 -
32. scaffold_1145:638-659 -
33. scaffold_1147:325-346 -
34. scaffold_1149:432-453 -
35. scaffold_1168:600-621 -
36. scaffold_1226:370-391 -
37. scaffold_3385:447-468 -
38. scaffold_3863:264-285 -
39. scaffold_4298:791-812 -
40. scaffold_4723:10553-10574 -
41. scaffold_4752:30876-30897 -
42. scaffold_4769:54639-54660 -

star

1. der_1518  scaffold_944:934-955 +
2. scaffold_946:831-852 +
3. scaffold_948:789-810 +
4. scaffold_994:326-347 +
5. scaffold_1034:464-485 +
6. scaffold_1146:573-594 +
7. scaffold_1148:526-547 +
8. scaffold_1155:2905-2926 +
9. scaffold_1677:858-879 +

10. scaffold_2144:86-107 +
11. scaffold_2999:3724-3745 +
12. scaffold_3844:931-952 +
13. scaffold_4091:44-65 +
14. scaffold_4652:322-343 +
15. scaffold_4752:34037-34058 +
16. der_16  scaffold_4758:38426-38447 +
17. scaffold_4835:650-671 +
18. scaffold_4858:122389-122410 +
19. scaffold_4858:137924-137945 +
20. scaffold_4925:1093-1114 +
21. scaffold_3613:390-411 +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATATGATACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTATATAAAAATGAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG

******************************************************((...............(((((((((((((.((((((((......))))))))..)))))).)))))))..............))************************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

M055

female
body

GSM1528801

follicle
cells

V107

male
body

V108

head

M057

embryo

V040

embryo

V060

head

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCT............ 26 0 20 1006.90 20138 0 8288 0 5661 4196 1634 359

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTC........... 27 0 20 692.45 13849 9073 0 0 1289 3167 215 105

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCG............... 23 0 20 354.60 7092 0 2928 2846 1136 25 157 0

.....................................................................TATTGAAGGAATTGATATATGC............................................................................................................ 22 0 20 330.95 6619 992 0 0 4618 248 761 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGC............. 25 0 20 270.40 5408 928 2103 1948 0 292 101 36

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGG.............. 24 0 20 258.90 5178 464 4152 0 485 31 0 46

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTC................ 22 0 20 215.50 4310 1142 665 1753 642 0 108 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCA................... 19 0 20 201.10 4022 807 1009 1646 460 0 37 63

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTC.... 22 0 20 160.95 3219 2858 0 128 206 0 11 16

.................................................................................................................................................................AACTCTAAGCGGTGGATCACT................. 21 0 20 155.15 3103 941 0 1535 520 70 37 0

.....................................................................TATTGAAGGAATTGATATATG............................................................................................................. 21 0 20 139.40 2788 0 0 2409 0 0 245 134

.................................................................................................................................................................AACTCTAAGCGGTGGATCAC.................. 20 0 20 130.55 2611 1065 392 735 337 32 8 42

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCT............ 27 0 20 129.95 2599 1098 501 0 458 409 116 17

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCA.......... 28 0 20 129.50 2590 1637 0 880 44 0 15 14

.................................................................................................................................................................AACTCTAAGCGGTGGATC.................... 18 0 20 98.05 1961 1250 0 537 0 98 0 76

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATG........ 30 0 20 90.80 1816 0 1816 0 0 0 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCG... 23 0 20 81.85 1637 1492 62 80 0 3 0 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTC.... 20 0 20 67.25 1345 1274 0 0 14 38 19 0

.......................................................................TTGAAGGAATTGATATATGCCA.......................................................................................................... 22 0 20 62.85 1257 235 0 0 876 0 102 44

.....................................................................TATTGAAGGAATTGATATATGCC........................................................................................................... 23 0 20 58.60 1172 390 0 486 0 253 0 43

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTC.... 23 0 20 57.30 1146 1011 0 74 37 11 7 6

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 55.35 1107 178 914 0 15 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCG... 22 0 20 54.75 1095 934 0 104 22 0 32 3

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGAT. 25 0 20 54.40 1088 977 0 25 67 7 8 4

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGG....... 31 0 20 54.15 1083 0 1083 0 0 0 0 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTC.... 19 0 20 53.05 1061 907 0 89 0 40 25 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTCG... 21 0 20 45.35 907 755 0 105 21 4 20 2

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 42.95 859 0 851 7 0 1 0 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTCGAT. 23 0 20 41.90 838 563 0 131 0 11 133 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGG....... 19 0 20 41.45 829 800 20 0 0 0 7 2

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCAT......... 25 0 20 36.65 733 21 701 8 3 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTC.... 27 0 20 30.25 605 375 189 21 18 0 0 2

.......................................................................TTGAAGGAATTGATATATGCC........................................................................................................... 21 0 20 30.15 603 184 0 385 0 0 0 34

................................................................................................................................................................AAACTCTAAGCGGTGGAT..................... 18 0 20 29.75 595 167 341 0 74 5 0 8

....................................................................TTATTGAAGGAATTGATATATG............................................................................................................. 22 0 20 29.70 594 46 0 210 331 7 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGATG 26 0 20 28.40 568 538 16 0 12 0 2 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 27.10 542 362 124 26 0 0 30 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCT............ 24 0 20 26.25 525 169 229 77 13 0 36 1

................................................................................................................................................................AAACTCTAAGCGGTGGATC.................... 19 0 20 26.15 523 0 350 111 41 11 0 10

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTC.... 26 0 20 25.60 512 512 0 0 0 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGG....... 18 0 20 24.35 487 440 0 2 43 0 0 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGT..... 23 0 20 24.00 480 424 0 52 0 0 1 3

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGAT. 24 0 20 23.40 468 0 149 93 0 24 200 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGG....... 21 0 20 22.15 443 443 0 0 0 0 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTCG... 27 0 20 21.00 420 249 111 53 7 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGC............. 26 0 20 18.25 365 97 165 0 66 30 5 2

................................................................................................................................................................................ATCACTCGGCTCATGGGT..... 18 0 20 17.75 355 337 0 14 0 0 4 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTC........... 28 0 20 17.00 340 0 0 308 17 0 11 4

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGAT. 22 0 20 16.90 338 316 0 15 0 7 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGG...... 19 0 20 16.70 334 304 0 6 21 2 1 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGA.. 23 0 20 16.65 333 307 0 19 5 2 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCT............ 28 0 20 15.10 302 163 58 0 4 77 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGG...... 24 0 20 15.10 302 129 173 0 0 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAT......... 29 0 20 14.45 289 289 0 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCG............... 24 0 20 14.35 287 0 0 185 89 4 6 3

.....................................................................TATTGAAGGAATTGATATAT.............................................................................................................. 20 0 20 14.25 285 117 0 88 71 5 4 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 14.20 284 0 284 0 0 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGATG 25 0 20 13.70 274 265 0 0 0 2 7 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCT............ 25 0 20 12.95 259 0 0 214 28 0 15 2

.......................................................................TTGAAGGAATTGATATATGC............................................................................................................ 20 0 20 12.90 258 0 0 0 235 13 0 10

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTC........... 23 0 20 12.60 252 0 248 0 2 0 2 0

...............................................................................................................................................................................GATCACTCGGCTCATGGG...... 18 0 20 12.55 251 248 0 2 0 0 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTC.... 25 0 20 12.35 247 245 0 0 0 1 1 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTC................ 23 0 20 11.20 224 0 124 63 0 26 11 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCG... 24 0 20 11.05 221 0 27 136 48 0 7 3

.................................................................................................................................................................AACTCTAAGCGGTGGATCACG................. 21 1 20 10.85 217 96 0 119 0 2 0 0

..................................................................................................................................................................................CACTCGGCTCATGGGTCGAT. 20 0 20 10.60 212 163 12 13 3 13 7 1

.................................................................................................................................................................AACTCTAAGCGGTGG....................... 15 0 20 10.55 211 0 211 0 0 0 0 0

......................................................................ATTGAAGGAATTGATATATGC............................................................................................................ 21 0 20 10.45 209 85 0 68 0 0 56 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGG....... 24 0 20 9.95 199 199 0 0 0 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGA...................... 16 0 20 9.80 196 0 196 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCA.......... 29 0 20 9.50 190 28 159 0 0 3 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGAT..................... 22 0 20 8.85 177 48 52 72 0 0 5 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCGATG 27 0 20 8.45 169 135 23 7 0 0 3 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGTC.... 28 0 20 8.45 169 0 148 0 0 19 2 0

......................................................................ATTGAAGGAATTGATATATGCC........................................................................................................... 22 0 20 8.00 160 48 0 0 66 40 0 6

.........................................................................................................................................................................GCGGTGGATCACTCGGCTC........... 19 0 20 8.00 160 131 0 10 3 15 0 1

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCG.......... 28 1 20 8.00 160 95 17 48 0 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGG....... 25 0 20 7.85 157 132 25 0 0 0 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTC.... 24 0 20 7.85 157 0 93 0 18 33 11 2

.................................................................................................................................................................................TCACTCGGCTCATGGGTCG... 19 0 20 7.80 156 117 0 13 5 1 20 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCA................... 20 0 20 7.65 153 74 0 58 20 1 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTC.... 21 0 20 7.45 149 0 0 0 64 28 47 10

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCT............ 22 0 20 7.45 149 89 0 59 0 0 0 1

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCT............ 23 0 20 7.30 146 55 44 41 5 0 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGG....... 22 0 20 7.15 143 90 50 0 2 1 0 0

......................................................................ATTGAAGGAATTGATATATG............................................................................................................. 20 0 20 7.05 141 63 0 43 35 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTC................ 21 0 20 6.95 139 93 6 31 0 9 0 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGA.. 21 0 20 6.75 135 109 0 0 12 0 10 4

......................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 6.75 135 14 121 0 0 0 0 0

............................................................................................................................................................................GTGGATCACTCGGCTCATG........ 19 0 20 6.70 134 94 10 23 6 1 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATG........ 18 0 20 6.45 129 101 7 0 18 0 3 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTC........... 25 0 20 6.25 125 101 0 15 3 0 4 2

........................................................................TGAAGGAATTGATATATGCCA.......................................................................................................... 21 0 20 6.15 123 43 0 74 0 0 0 6

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATG........ 23 0 20 6.15 123 99 24 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACT................. 22 0 20 6.10 122 84 0 0 24 12 2 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACT................. 25 0 20 6.05 121 13 103 0 3 2 0 0

....................................................................TTATTGAAGGAATTGATATATGC............................................................................................................ 23 0 20 5.90 118 43 0 0 0 19 51 5

.......................................................................TTGAAGGAATTGATATATG............................................................................................................. 19 0 20 5.85 117 0 0 64 52 1 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATG........ 26 0 20 5.85 117 42 65 8 0 0 2 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGC............. 24 0 20 5.80 116 71 19 18 5 0 3 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCT............ 19 0 20 5.80 116 104 0 0 4 8 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATC.................... 23 0 20 5.75 115 23 65 16 6 5 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCAT......... 30 0 20 5.75 115 0 115 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACT................. 20 0 20 5.75 115 89 0 0 20 5 1 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGAT..................... 19 0 20 5.50 110 59 42 0 0 3 6 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGA.. 24 0 20 5.40 108 0 93 0 0 0 13 2

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 32 0 20 5.40 108 0 108 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGA.. 27 0 20 5.35 107 62 41 4 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCG............... 22 0 20 5.35 107 42 0 55 8 0 2 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGTC.... 31 0 20 5.30 106 0 106 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGG.............. 23 0 20 5.30 106 39 55 11 1 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCAT......... 28 0 20 5.20 104 42 52 7 0 3 0 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGCT............ 29 0 20 5.15 103 39 36 0 0 28 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTC................ 18 0 20 4.95 99 19 67 1 0 12 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGG.............. 20 0 20 4.95 99 15 56 16 3 4 5 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCC............ 27 1 20 4.80 96 0 0 0 0 96 0 0

...................................................................................................................................................................CTCTAAGCGGTGGAT..................... 15 0 20 4.75 95 0 95 0 0 0 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGATG 28 0 20 4.65 93 88 0 0 0 5 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTC................ 20 0 20 4.65 93 30 8 19 0 21 14 1

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGGT..... 33 0 20 4.55 91 0 91 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCG... 26 0 20 4.55 91 81 3 7 0 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTCG... 28 0 20 4.50 90 81 0 6 0 3 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGG.............. 29 0 20 4.50 90 1 85 4 0 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGC............. 21 0 20 4.45 89 25 34 0 0 20 9 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCT............ 20 0 20 4.30 86 86 0 0 0 0 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATC.................... 20 0 20 4.25 85 0 65 10 10 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCAC.................. 21 0 20 4.20 84 59 2 0 19 3 1 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCAC.................. 19 0 20 4.20 84 67 0 14 0 1 1 1

...................................................................................................................................................................CTCTAAGCGGTGGATCACT................. 19 0 20 4.10 82 43 0 24 0 3 9 3

......................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGG....... 26 0 20 4.10 82 50 27 1 4 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATGGGTCG... 31 0 20 4.00 80 0 80 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCAT......... 20 0 20 4.00 80 0 78 0 2 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCG............... 19 0 20 4.00 80 15 0 46 19 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTC........... 21 0 20 4.00 80 56 1 4 1 18 0 0

.....................................................................TATTGAAGGAATTGATATATGCCA.......................................................................................................... 24 0 20 4.00 80 0 3 36 35 2 4 0

......................................................................................................TGTATTTTTAATTTCTTTCAAT........................................................................... 22 0 20 3.95 79 68 0 0 8 3 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATG........ 28 0 20 3.95 79 0 78 0 0 1 0 0

......................................................................................................TGTATTTTTAATTTCTTTCAATA.......................................................................... 23 0 20 3.95 79 67 1 0 0 10 1 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCG............... 26 0 20 3.90 78 8 40 22 8 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTC........... 18 0 20 3.85 77 0 77 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGG.............. 25 0 20 3.85 77 0 0 57 20 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAG......... 29 1 20 3.80 76 0 76 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGG...... 23 0 20 3.80 76 0 76 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGAT. 28 0 20 3.80 76 34 40 2 0 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCG............... 27 0 20 3.75 75 5 42 21 7 0 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTCGA.. 28 0 20 3.70 74 70 0 3 0 1 0 0

.....................................................................TATTGAAGGAATTGATATA............................................................................................................... 19 0 20 3.65 73 0 0 47 24 0 1 1

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGT..... 21 0 20 3.60 72 0 0 0 65 0 0 7

...........................................................................................................................................................................GGTGGATCACTCGGCTCAT......... 19 0 20 3.50 70 52 0 0 0 4 14 0

...........................................................................................................................................................................GGTGGATCACTCGGCT............ 16 0 20 3.50 70 0 70 0 0 0 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCTC........... 29 0 20 3.45 69 19 0 0 0 49 0 1

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCAT......... 21 0 20 3.45 69 64 0 4 0 1 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTC................ 27 0 20 3.40 68 10 53 0 0 5 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATGG....... 30 0 20 3.35 67 0 67 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 31 0 20 3.25 65 0 65 0 0 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGC............. 18 0 20 3.25 65 45 14 0 0 6 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGC............. 27 0 20 3.20 64 19 14 27 0 4 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGG.............. 22 0 20 3.20 64 0 58 0 3 0 3 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCGAT. 26 0 20 3.15 63 0 0 42 0 10 11 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGC............. 22 0 20 3.05 61 0 35 14 8 4 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGT..... 20 0 20 3.00 60 0 0 0 49 3 3 5

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTC........... 26 0 20 3.00 60 0 57 0 0 0 3 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCAT......... 22 0 20 2.90 58 55 0 3 0 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGG.............. 28 0 20 2.90 58 6 45 6 1 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGT..... 27 0 20 2.90 58 58 0 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATG........ 21 0 20 2.85 57 47 8 0 0 0 2 0

....................................................................................................................................................................................CTCGGCTCATGGGTCGATG 19 0 20 2.85 57 56 0 0 1 0 0 0

.....................................................................TATTGAAGGAATTGATATATGCA........................................................................................................... 23 1 20 2.85 57 20 0 0 23 2 11 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGC............. 19 0 20 2.80 56 23 0 17 1 8 7 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTCG... 20 0 20 2.75 55 0 0 37 14 2 0 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCG... 25 0 20 2.75 55 53 0 2 0 0 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCA.......... 26 0 20 2.70 54 44 0 10 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGG....................... 20 0 20 2.65 53 20 0 0 26 0 3 4

.............................................................................................................................................................ATAAAACTCTAAGCGGTGG....................... 19 0 20 2.65 53 9 12 11 20 0 1 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACT................. 26 0 20 2.60 52 29 0 15 7 1 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGG.............. 26 0 20 2.60 52 0 36 8 7 1 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGAT..................... 21 0 20 2.50 50 28 15 0 3 1 3 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTC........... 24 0 20 2.50 50 0 34 0 1 10 5 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGG....... 23 0 20 2.50 50 0 47 1 0 2 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCA.......... 18 0 20 2.50 50 29 0 0 13 0 7 1

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGATG 23 0 20 2.40 48 0 44 4 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCG............... 20 0 20 2.40 48 4 16 25 3 0 0 0

...................................................................TTTATTGAAGGAATTGATATATGC............................................................................................................ 24 0 20 2.40 48 9 0 15 24 0 0 0

........................AACTAAGACATTTCGCAGC............................................................................................................................................................ 19 0 20 2.40 48 0 0 2 15 31 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCA................... 15 0 20 2.35 47 0 47 0 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGG.............. 21 0 20 2.35 47 0 43 4 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCA.......... 25 0 20 2.35 47 14 33 0 0 0 0 0

....................................................................TTATTGAAGGAATTGATATAT.............................................................................................................. 21 0 20 2.30 46 22 0 21 0 2 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCT............ 17 0 20 2.30 46 0 46 0 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGGC............. 30 0 20 2.30 46 0 46 0 0 0 0 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGAT..................... 20 0 20 2.25 45 23 0 15 0 2 4 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGG...... 26 0 20 2.25 45 0 45 0 0 0 0 0

....................................................................TTATTGAAGGAATTGATATATGCC........................................................................................................... 24 0 20 2.25 45 14 0 7 4 17 3 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCG............... 28 0 20 2.20 44 5 0 32 7 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCA................... 23 0 20 2.20 44 9 25 10 0 0 0 0

.....................................................................TATTGAAGGAATTGATATATGCCAG......................................................................................................... 25 0 20 2.15 43 38 0 5 0 0 0 0

....................................................................TTATTGAAGGAATTGATATA............................................................................................................... 20 0 20 2.15 43 15 0 0 25 0 3 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGC............. 28 0 20 2.15 43 27 0 13 1 1 0 1

........................................................................................................................................................................AGCGGTGGATCACTCGGCTC........... 20 0 20 2.10 42 0 35 5 0 0 2 0

..................................................................................................................................................................................CACTCGGCTCATGGGTCGA.. 19 0 20 2.05 41 0 0 21 18 2 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCAC.................. 25 0 20 2.00 40 16 14 0 9 0 1 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCAT......... 26 0 20 2.00 40 0 40 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCA................... 18 0 20 2.00 40 0 3 12 23 1 0 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCA.......... 22 0 20 1.90 38 32 0 6 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCA................... 24 0 20 1.90 38 14 0 24 0 0 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATGGG...... 30 0 20 1.90 38 0 38 0 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCA................... 16 0 20 1.85 37 0 37 0 0 0 0 0

..................................................................ATTTATTGAAGGAATTGATATATGC............................................................................................................ 25 0 20 1.85 37 5 0 7 19 3 3 0

....................................................................................................................................................................TCTAAGCGGTGGATCACT................. 18 0 20 1.85 37 4 33 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGATG 29 0 20 1.85 37 1 36 0 0 0 0 0

.................................................................................................................................................................................TCACTCGGCTCATGGGTCGA.. 20 0 20 1.80 36 23 0 4 7 2 0 0

.....................................................................TATTGAAGGAATTGATATATGCCT.......................................................................................................... 24 1 20 1.80 36 0 0 31 0 0 4 1

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCA.......... 27 0 20 1.80 36 0 0 36 0 0 0 0

.....................................................................TATTGAAGGAATTGATATATGA............................................................................................................ 22 1 20 1.75 35 7 0 5 21 0 0 2

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGT..... 22 0 20 1.75 35 0 0 34 0 0 0 1

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACT................. 24 0 20 1.75 35 15 10 5 5 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTC................ 19 0 20 1.75 35 8 12 0 5 6 4 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGGC............. 29 0 20 1.75 35 4 25 5 0 1 0 0

Anti-sense strand reads

TATACTATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTGTTTTAACTGTAATATATTTTTACTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC
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...................................................................................................................................................................................TGAGCCGAGTACCCAGCT.. 18 0 20 0.05 1 1
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_944:832-1030 + der_1518 ATATGATA-CATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATAC-ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATT---AT----------ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droYak3 v2_chrUn_252:158-356 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------
droSec2 scaffold_2429:1737-1935

-
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------

droSim2 node_61490:1-129 + dsi_306 -------------------------------------------------TTTTAGGTATAAAAATAA-ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTACTTTCTTTCAATAAAAACAATATTGACATT---AT----------ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
dm3 chrUextra:3125439-

3125637 -
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-CTTATA---------------

droEug1 scf7180000405611:4339-
4389 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------G-----------------------------------------------------------------------------------------------------------------------------------------------------GACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------

droBia1 scf7180000299694:345-
544 +

CTTTGATA-TATATTGGTTATATAAAACTAAGACATTTCGCAGCATTCGTTTTAGGTATAAAAATAA-AATTATTGAAGGAATTGATATATGCCAGTAAGACGGTGTATTTTTAATTTCTTTCAATAAAAACATATTTGACAAA---AT----------TAACAAACCAGTTTATAAA-ACTCTAAGCGGTGGATCACTTGGCTCATGGGTAGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000413686:825-
1038 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATACAAATTTTATAATAA

droRho1 scf7180000764814:196-
395 +

AT-TGGTA-TATATTGTTTATATAAAACTAAGACATTTCGCAGCATTCTTTTTAGGTATAAAAAAAACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATACTTGACAAA---TT----------GAAAAAACAAATATATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000448638:2209-
2408 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTATGGTACTTTAATTAATTTTTTAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTAGA---------------

droAna3 scaffold_3158:1078-1276
-

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTGAAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATAAAGTTG-TTTACT---------------

droBip1 scf7180000392609:4221-

4418 +

TT-------TATATTGATTATATAAAACTAAGACATTTCGCAACAATTATTTTAGGTATAAAAATAA-CTTTATTGAAGGAATTGATATATGCCAGTTAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATAATTGACGAA---TTGTATATTTATATA------TATTTATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 Unknown_group_34:5278-
5480 +

dps_4 ATATGGTAATATATCGTTTATATAAAACTAAGACATTTCGCAACATTC-TTTTAGG-ATAAAATTAAAATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAGACATATCTGACAAATAAAT----------GAATAAACAAATTT-TAATCACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_433:2465-2663
-

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTTG-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTG-TTTAAA---------------

droWil2 scf2_1100000001109:349-
548 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTATGGTACTTTAATTAATTTTAGAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTG-TTTTAA---------------

droVir3 scaffold_1702:709-907 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTTT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTTTGCTAATTAAGTTG-TTTAAA---------------
droMoj3 scaffold_4750:788-986 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTAGAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTAAA---------------
droGri2 scaffold_661:773-972 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTGCTTTAAA---------------
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ID:

der_1518

Coordinate:

scaffold_944:882-980 +

Confidence:

candidate-rescued

Class:

Canonical miRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

rRNA [Dere\5.8SrRNA:GG25461-RA]

No Repeatable elements found

mature

1. scaffold_667:593-614 +
2. der_1518  scaffold_944:901-922 +
3. scaffold_946:798-819 +
4. scaffold_948:756-777 +
5. scaffold_994:293-314 +
6. scaffold_1034:431-452 +
7. scaffold_1146:540-561 +
8. scaffold_1148:493-514 +
9. scaffold_1150:759-780 +

10. scaffold_1155:2872-2893 +
11. scaffold_2018:332-353 +
12. scaffold_2144:53-74 +
13. scaffold_3065:2516-2537 +
14. scaffold_3613:357-378 +
15. scaffold_3844:898-919 +
16. scaffold_4652:289-310 +
17. scaffold_4682:143-164 +
18. scaffold_4752:34004-34025 +
19. scaffold_4835:617-638 +
20. scaffold_4858:122356-122377 +
21. scaffold_1677:825-846 +
22. scaffold_2999:3691-3712 +
23. scaffold_4858:137891-137912 +
24. scaffold_711:1032-1053 -
25. scaffold_941:415-436 -
26. scaffold_942:225-246 -
27. scaffold_945:523-544 -
28. scaffold_947:465-486 -
29. scaffold_1124:444-465 -
30. scaffold_1133:410-431 -
31. scaffold_1139:1091-1112 -
32. scaffold_1145:638-659 -
33. scaffold_1147:325-346 -
34. scaffold_1149:432-453 -
35. scaffold_1168:600-621 -
36. scaffold_1226:370-391 -
37. scaffold_3385:447-468 -
38. scaffold_3863:264-285 -
39. scaffold_4298:791-812 -
40. scaffold_4723:10553-10574 -
41. scaffold_4752:30876-30897 -
42. scaffold_4769:54639-54660 -

star

1. der_1518  scaffold_944:934-955 +
2. scaffold_946:831-852 +
3. scaffold_948:789-810 +
4. scaffold_994:326-347 +
5. scaffold_1034:464-485 +
6. scaffold_1146:573-594 +
7. scaffold_1148:526-547 +
8. scaffold_1155:2905-2926 +
9. scaffold_1677:858-879 +

10. scaffold_2144:86-107 +
11. scaffold_2999:3724-3745 +
12. scaffold_3844:931-952 +
13. scaffold_4091:44-65 +
14. scaffold_4652:322-343 +
15. scaffold_4752:34037-34058 +
16. der_16  scaffold_4758:38426-38447 +
17. scaffold_4835:650-671 +
18. scaffold_4858:122389-122410 +
19. scaffold_4858:137924-137945 +
20. scaffold_4925:1093-1114 +
21. scaffold_3613:390-411 +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATATGATACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTATATAAAAATGAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG

******************************************************((...............(((((((((((((.((((((((......))))))))..)))))).)))))))..............))************************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

M055

female
body

GSM1528801

follicle
cells

V107

male
body

V108

head

M057

embryo

V040

embryo

V060

head

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCT............ 26 0 20 1006.90 20138 0 8288 0 5661 4196 1634 359

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTC........... 27 0 20 692.45 13849 9073 0 0 1289 3167 215 105

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCG............... 23 0 20 354.60 7092 0 2928 2846 1136 25 157 0

.....................................................................TATTGAAGGAATTGATATATGC............................................................................................................ 22 0 20 330.95 6619 992 0 0 4618 248 761 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGC............. 25 0 20 270.40 5408 928 2103 1948 0 292 101 36

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGG.............. 24 0 20 258.90 5178 464 4152 0 485 31 0 46

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTC................ 22 0 20 215.50 4310 1142 665 1753 642 0 108 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCA................... 19 0 20 201.10 4022 807 1009 1646 460 0 37 63

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTC.... 22 0 20 160.95 3219 2858 0 128 206 0 11 16

.................................................................................................................................................................AACTCTAAGCGGTGGATCACT................. 21 0 20 155.15 3103 941 0 1535 520 70 37 0

.....................................................................TATTGAAGGAATTGATATATG............................................................................................................. 21 0 20 139.40 2788 0 0 2409 0 0 245 134

.................................................................................................................................................................AACTCTAAGCGGTGGATCAC.................. 20 0 20 130.55 2611 1065 392 735 337 32 8 42

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCT............ 27 0 20 129.95 2599 1098 501 0 458 409 116 17

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCA.......... 28 0 20 129.50 2590 1637 0 880 44 0 15 14

.................................................................................................................................................................AACTCTAAGCGGTGGATC.................... 18 0 20 98.05 1961 1250 0 537 0 98 0 76

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATG........ 30 0 20 90.80 1816 0 1816 0 0 0 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCG... 23 0 20 81.85 1637 1492 62 80 0 3 0 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTC.... 20 0 20 67.25 1345 1274 0 0 14 38 19 0

.......................................................................TTGAAGGAATTGATATATGCCA.......................................................................................................... 22 0 20 62.85 1257 235 0 0 876 0 102 44

.....................................................................TATTGAAGGAATTGATATATGCC........................................................................................................... 23 0 20 58.60 1172 390 0 486 0 253 0 43

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTC.... 23 0 20 57.30 1146 1011 0 74 37 11 7 6

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 55.35 1107 178 914 0 15 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCG... 22 0 20 54.75 1095 934 0 104 22 0 32 3

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGAT. 25 0 20 54.40 1088 977 0 25 67 7 8 4

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGG....... 31 0 20 54.15 1083 0 1083 0 0 0 0 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTC.... 19 0 20 53.05 1061 907 0 89 0 40 25 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTCG... 21 0 20 45.35 907 755 0 105 21 4 20 2

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 42.95 859 0 851 7 0 1 0 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTCGAT. 23 0 20 41.90 838 563 0 131 0 11 133 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGG....... 19 0 20 41.45 829 800 20 0 0 0 7 2

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCAT......... 25 0 20 36.65 733 21 701 8 3 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTC.... 27 0 20 30.25 605 375 189 21 18 0 0 2

.......................................................................TTGAAGGAATTGATATATGCC........................................................................................................... 21 0 20 30.15 603 184 0 385 0 0 0 34

................................................................................................................................................................AAACTCTAAGCGGTGGAT..................... 18 0 20 29.75 595 167 341 0 74 5 0 8

....................................................................TTATTGAAGGAATTGATATATG............................................................................................................. 22 0 20 29.70 594 46 0 210 331 7 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGATG 26 0 20 28.40 568 538 16 0 12 0 2 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 27.10 542 362 124 26 0 0 30 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCT............ 24 0 20 26.25 525 169 229 77 13 0 36 1

................................................................................................................................................................AAACTCTAAGCGGTGGATC.................... 19 0 20 26.15 523 0 350 111 41 11 0 10

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTC.... 26 0 20 25.60 512 512 0 0 0 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGG....... 18 0 20 24.35 487 440 0 2 43 0 0 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGT..... 23 0 20 24.00 480 424 0 52 0 0 1 3

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGAT. 24 0 20 23.40 468 0 149 93 0 24 200 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGG....... 21 0 20 22.15 443 443 0 0 0 0 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTCG... 27 0 20 21.00 420 249 111 53 7 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGC............. 26 0 20 18.25 365 97 165 0 66 30 5 2

................................................................................................................................................................................ATCACTCGGCTCATGGGT..... 18 0 20 17.75 355 337 0 14 0 0 4 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTC........... 28 0 20 17.00 340 0 0 308 17 0 11 4

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGAT. 22 0 20 16.90 338 316 0 15 0 7 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGG...... 19 0 20 16.70 334 304 0 6 21 2 1 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGA.. 23 0 20 16.65 333 307 0 19 5 2 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCT............ 28 0 20 15.10 302 163 58 0 4 77 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGG...... 24 0 20 15.10 302 129 173 0 0 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAT......... 29 0 20 14.45 289 289 0 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCG............... 24 0 20 14.35 287 0 0 185 89 4 6 3

.....................................................................TATTGAAGGAATTGATATAT.............................................................................................................. 20 0 20 14.25 285 117 0 88 71 5 4 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 14.20 284 0 284 0 0 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGATG 25 0 20 13.70 274 265 0 0 0 2 7 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCT............ 25 0 20 12.95 259 0 0 214 28 0 15 2

.......................................................................TTGAAGGAATTGATATATGC............................................................................................................ 20 0 20 12.90 258 0 0 0 235 13 0 10

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTC........... 23 0 20 12.60 252 0 248 0 2 0 2 0

...............................................................................................................................................................................GATCACTCGGCTCATGGG...... 18 0 20 12.55 251 248 0 2 0 0 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTC.... 25 0 20 12.35 247 245 0 0 0 1 1 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTC................ 23 0 20 11.20 224 0 124 63 0 26 11 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCG... 24 0 20 11.05 221 0 27 136 48 0 7 3

.................................................................................................................................................................AACTCTAAGCGGTGGATCACG................. 21 1 20 10.85 217 96 0 119 0 2 0 0

..................................................................................................................................................................................CACTCGGCTCATGGGTCGAT. 20 0 20 10.60 212 163 12 13 3 13 7 1

.................................................................................................................................................................AACTCTAAGCGGTGG....................... 15 0 20 10.55 211 0 211 0 0 0 0 0

......................................................................ATTGAAGGAATTGATATATGC............................................................................................................ 21 0 20 10.45 209 85 0 68 0 0 56 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGG....... 24 0 20 9.95 199 199 0 0 0 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGA...................... 16 0 20 9.80 196 0 196 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCA.......... 29 0 20 9.50 190 28 159 0 0 3 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGAT..................... 22 0 20 8.85 177 48 52 72 0 0 5 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCGATG 27 0 20 8.45 169 135 23 7 0 0 3 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGTC.... 28 0 20 8.45 169 0 148 0 0 19 2 0

......................................................................ATTGAAGGAATTGATATATGCC........................................................................................................... 22 0 20 8.00 160 48 0 0 66 40 0 6

.........................................................................................................................................................................GCGGTGGATCACTCGGCTC........... 19 0 20 8.00 160 131 0 10 3 15 0 1

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCG.......... 28 1 20 8.00 160 95 17 48 0 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGG....... 25 0 20 7.85 157 132 25 0 0 0 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTC.... 24 0 20 7.85 157 0 93 0 18 33 11 2

.................................................................................................................................................................................TCACTCGGCTCATGGGTCG... 19 0 20 7.80 156 117 0 13 5 1 20 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCA................... 20 0 20 7.65 153 74 0 58 20 1 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTC.... 21 0 20 7.45 149 0 0 0 64 28 47 10

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCT............ 22 0 20 7.45 149 89 0 59 0 0 0 1

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCT............ 23 0 20 7.30 146 55 44 41 5 0 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGG....... 22 0 20 7.15 143 90 50 0 2 1 0 0

......................................................................ATTGAAGGAATTGATATATG............................................................................................................. 20 0 20 7.05 141 63 0 43 35 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTC................ 21 0 20 6.95 139 93 6 31 0 9 0 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGA.. 21 0 20 6.75 135 109 0 0 12 0 10 4

......................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 6.75 135 14 121 0 0 0 0 0

............................................................................................................................................................................GTGGATCACTCGGCTCATG........ 19 0 20 6.70 134 94 10 23 6 1 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATG........ 18 0 20 6.45 129 101 7 0 18 0 3 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTC........... 25 0 20 6.25 125 101 0 15 3 0 4 2

........................................................................TGAAGGAATTGATATATGCCA.......................................................................................................... 21 0 20 6.15 123 43 0 74 0 0 0 6

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATG........ 23 0 20 6.15 123 99 24 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACT................. 22 0 20 6.10 122 84 0 0 24 12 2 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACT................. 25 0 20 6.05 121 13 103 0 3 2 0 0

....................................................................TTATTGAAGGAATTGATATATGC............................................................................................................ 23 0 20 5.90 118 43 0 0 0 19 51 5

.......................................................................TTGAAGGAATTGATATATG............................................................................................................. 19 0 20 5.85 117 0 0 64 52 1 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATG........ 26 0 20 5.85 117 42 65 8 0 0 2 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGC............. 24 0 20 5.80 116 71 19 18 5 0 3 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCT............ 19 0 20 5.80 116 104 0 0 4 8 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATC.................... 23 0 20 5.75 115 23 65 16 6 5 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCAT......... 30 0 20 5.75 115 0 115 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACT................. 20 0 20 5.75 115 89 0 0 20 5 1 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGAT..................... 19 0 20 5.50 110 59 42 0 0 3 6 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGA.. 24 0 20 5.40 108 0 93 0 0 0 13 2

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 32 0 20 5.40 108 0 108 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGA.. 27 0 20 5.35 107 62 41 4 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCG............... 22 0 20 5.35 107 42 0 55 8 0 2 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGTC.... 31 0 20 5.30 106 0 106 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGG.............. 23 0 20 5.30 106 39 55 11 1 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCAT......... 28 0 20 5.20 104 42 52 7 0 3 0 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGCT............ 29 0 20 5.15 103 39 36 0 0 28 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTC................ 18 0 20 4.95 99 19 67 1 0 12 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGG.............. 20 0 20 4.95 99 15 56 16 3 4 5 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCC............ 27 1 20 4.80 96 0 0 0 0 96 0 0

...................................................................................................................................................................CTCTAAGCGGTGGAT..................... 15 0 20 4.75 95 0 95 0 0 0 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGATG 28 0 20 4.65 93 88 0 0 0 5 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTC................ 20 0 20 4.65 93 30 8 19 0 21 14 1

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGGT..... 33 0 20 4.55 91 0 91 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCG... 26 0 20 4.55 91 81 3 7 0 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTCG... 28 0 20 4.50 90 81 0 6 0 3 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGG.............. 29 0 20 4.50 90 1 85 4 0 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGC............. 21 0 20 4.45 89 25 34 0 0 20 9 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCT............ 20 0 20 4.30 86 86 0 0 0 0 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATC.................... 20 0 20 4.25 85 0 65 10 10 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCAC.................. 21 0 20 4.20 84 59 2 0 19 3 1 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCAC.................. 19 0 20 4.20 84 67 0 14 0 1 1 1

...................................................................................................................................................................CTCTAAGCGGTGGATCACT................. 19 0 20 4.10 82 43 0 24 0 3 9 3

......................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGG....... 26 0 20 4.10 82 50 27 1 4 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATGGGTCG... 31 0 20 4.00 80 0 80 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCAT......... 20 0 20 4.00 80 0 78 0 2 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCG............... 19 0 20 4.00 80 15 0 46 19 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTC........... 21 0 20 4.00 80 56 1 4 1 18 0 0

.....................................................................TATTGAAGGAATTGATATATGCCA.......................................................................................................... 24 0 20 4.00 80 0 3 36 35 2 4 0

......................................................................................................TGTATTTTTAATTTCTTTCAAT........................................................................... 22 0 20 3.95 79 68 0 0 8 3 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATG........ 28 0 20 3.95 79 0 78 0 0 1 0 0

......................................................................................................TGTATTTTTAATTTCTTTCAATA.......................................................................... 23 0 20 3.95 79 67 1 0 0 10 1 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCG............... 26 0 20 3.90 78 8 40 22 8 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTC........... 18 0 20 3.85 77 0 77 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGG.............. 25 0 20 3.85 77 0 0 57 20 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAG......... 29 1 20 3.80 76 0 76 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGG...... 23 0 20 3.80 76 0 76 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGAT. 28 0 20 3.80 76 34 40 2 0 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCG............... 27 0 20 3.75 75 5 42 21 7 0 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTCGA.. 28 0 20 3.70 74 70 0 3 0 1 0 0

.....................................................................TATTGAAGGAATTGATATA............................................................................................................... 19 0 20 3.65 73 0 0 47 24 0 1 1

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGT..... 21 0 20 3.60 72 0 0 0 65 0 0 7

...........................................................................................................................................................................GGTGGATCACTCGGCTCAT......... 19 0 20 3.50 70 52 0 0 0 4 14 0

...........................................................................................................................................................................GGTGGATCACTCGGCT............ 16 0 20 3.50 70 0 70 0 0 0 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCTC........... 29 0 20 3.45 69 19 0 0 0 49 0 1

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCAT......... 21 0 20 3.45 69 64 0 4 0 1 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTC................ 27 0 20 3.40 68 10 53 0 0 5 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATGG....... 30 0 20 3.35 67 0 67 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 31 0 20 3.25 65 0 65 0 0 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGC............. 18 0 20 3.25 65 45 14 0 0 6 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGC............. 27 0 20 3.20 64 19 14 27 0 4 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGG.............. 22 0 20 3.20 64 0 58 0 3 0 3 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCGAT. 26 0 20 3.15 63 0 0 42 0 10 11 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGC............. 22 0 20 3.05 61 0 35 14 8 4 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGT..... 20 0 20 3.00 60 0 0 0 49 3 3 5

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTC........... 26 0 20 3.00 60 0 57 0 0 0 3 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCAT......... 22 0 20 2.90 58 55 0 3 0 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGG.............. 28 0 20 2.90 58 6 45 6 1 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGT..... 27 0 20 2.90 58 58 0 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATG........ 21 0 20 2.85 57 47 8 0 0 0 2 0

....................................................................................................................................................................................CTCGGCTCATGGGTCGATG 19 0 20 2.85 57 56 0 0 1 0 0 0

.....................................................................TATTGAAGGAATTGATATATGCA........................................................................................................... 23 1 20 2.85 57 20 0 0 23 2 11 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGC............. 19 0 20 2.80 56 23 0 17 1 8 7 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTCG... 20 0 20 2.75 55 0 0 37 14 2 0 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCG... 25 0 20 2.75 55 53 0 2 0 0 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCA.......... 26 0 20 2.70 54 44 0 10 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGG....................... 20 0 20 2.65 53 20 0 0 26 0 3 4

.............................................................................................................................................................ATAAAACTCTAAGCGGTGG....................... 19 0 20 2.65 53 9 12 11 20 0 1 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACT................. 26 0 20 2.60 52 29 0 15 7 1 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGG.............. 26 0 20 2.60 52 0 36 8 7 1 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGAT..................... 21 0 20 2.50 50 28 15 0 3 1 3 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTC........... 24 0 20 2.50 50 0 34 0 1 10 5 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGG....... 23 0 20 2.50 50 0 47 1 0 2 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCA.......... 18 0 20 2.50 50 29 0 0 13 0 7 1

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGATG 23 0 20 2.40 48 0 44 4 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCG............... 20 0 20 2.40 48 4 16 25 3 0 0 0

...................................................................TTTATTGAAGGAATTGATATATGC............................................................................................................ 24 0 20 2.40 48 9 0 15 24 0 0 0

........................AACTAAGACATTTCGCAGC............................................................................................................................................................ 19 0 20 2.40 48 0 0 2 15 31 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCA................... 15 0 20 2.35 47 0 47 0 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGG.............. 21 0 20 2.35 47 0 43 4 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCA.......... 25 0 20 2.35 47 14 33 0 0 0 0 0

....................................................................TTATTGAAGGAATTGATATAT.............................................................................................................. 21 0 20 2.30 46 22 0 21 0 2 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCT............ 17 0 20 2.30 46 0 46 0 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGGC............. 30 0 20 2.30 46 0 46 0 0 0 0 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGAT..................... 20 0 20 2.25 45 23 0 15 0 2 4 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGG...... 26 0 20 2.25 45 0 45 0 0 0 0 0

....................................................................TTATTGAAGGAATTGATATATGCC........................................................................................................... 24 0 20 2.25 45 14 0 7 4 17 3 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCG............... 28 0 20 2.20 44 5 0 32 7 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCA................... 23 0 20 2.20 44 9 25 10 0 0 0 0

.....................................................................TATTGAAGGAATTGATATATGCCAG......................................................................................................... 25 0 20 2.15 43 38 0 5 0 0 0 0

....................................................................TTATTGAAGGAATTGATATA............................................................................................................... 20 0 20 2.15 43 15 0 0 25 0 3 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGC............. 28 0 20 2.15 43 27 0 13 1 1 0 1

........................................................................................................................................................................AGCGGTGGATCACTCGGCTC........... 20 0 20 2.10 42 0 35 5 0 0 2 0

..................................................................................................................................................................................CACTCGGCTCATGGGTCGA.. 19 0 20 2.05 41 0 0 21 18 2 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCAC.................. 25 0 20 2.00 40 16 14 0 9 0 1 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCAT......... 26 0 20 2.00 40 0 40 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCA................... 18 0 20 2.00 40 0 3 12 23 1 0 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCA.......... 22 0 20 1.90 38 32 0 6 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCA................... 24 0 20 1.90 38 14 0 24 0 0 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATGGG...... 30 0 20 1.90 38 0 38 0 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCA................... 16 0 20 1.85 37 0 37 0 0 0 0 0

..................................................................ATTTATTGAAGGAATTGATATATGC............................................................................................................ 25 0 20 1.85 37 5 0 7 19 3 3 0

....................................................................................................................................................................TCTAAGCGGTGGATCACT................. 18 0 20 1.85 37 4 33 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGATG 29 0 20 1.85 37 1 36 0 0 0 0 0

.................................................................................................................................................................................TCACTCGGCTCATGGGTCGA.. 20 0 20 1.80 36 23 0 4 7 2 0 0

.....................................................................TATTGAAGGAATTGATATATGCCT.......................................................................................................... 24 1 20 1.80 36 0 0 31 0 0 4 1

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCA.......... 27 0 20 1.80 36 0 0 36 0 0 0 0

.....................................................................TATTGAAGGAATTGATATATGA............................................................................................................ 22 1 20 1.75 35 7 0 5 21 0 0 2

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGT..... 22 0 20 1.75 35 0 0 34 0 0 0 1

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACT................. 24 0 20 1.75 35 15 10 5 5 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTC................ 19 0 20 1.75 35 8 12 0 5 6 4 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGGC............. 29 0 20 1.75 35 4 25 5 0 1 0 0

Anti-sense strand reads

TATACTATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTGTTTTAACTGTAATATATTTTTACTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC
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...................................................................................................................................................................................TGAGCCGAGTACCCAGCT.. 18 0 20 0.05 1 1
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_944:832-1030 + der_1518 ATATGATA-CATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATAC-ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATT---AT----------ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droYak3 v2_chrUn_252:158-356 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------
droSec2 scaffold_2429:1737-1935

-
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------

droSim2 node_61490:1-129 + dsi_306 -------------------------------------------------TTTTAGGTATAAAAATAA-ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTACTTTCTTTCAATAAAAACAATATTGACATT---AT----------ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
dm3 chrUextra:3125439-

3125637 -
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-CTTATA---------------

droEug1 scf7180000405611:4339-
4389 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------G-----------------------------------------------------------------------------------------------------------------------------------------------------GACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------

droBia1 scf7180000299694:345-
544 +

CTTTGATA-TATATTGGTTATATAAAACTAAGACATTTCGCAGCATTCGTTTTAGGTATAAAAATAA-AATTATTGAAGGAATTGATATATGCCAGTAAGACGGTGTATTTTTAATTTCTTTCAATAAAAACATATTTGACAAA---AT----------TAACAAACCAGTTTATAAA-ACTCTAAGCGGTGGATCACTTGGCTCATGGGTAGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000413686:825-
1038 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATACAAATTTTATAATAA

droRho1 scf7180000764814:196-
395 +

AT-TGGTA-TATATTGTTTATATAAAACTAAGACATTTCGCAGCATTCTTTTTAGGTATAAAAAAAACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATACTTGACAAA---TT----------GAAAAAACAAATATATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000448638:2209-
2408 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTATGGTACTTTAATTAATTTTTTAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTAGA---------------

droAna3 scaffold_3158:1078-1276
-

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTGAAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATAAAGTTG-TTTACT---------------

droBip1 scf7180000392609:4221-

4418 +

TT-------TATATTGATTATATAAAACTAAGACATTTCGCAACAATTATTTTAGGTATAAAAATAA-CTTTATTGAAGGAATTGATATATGCCAGTTAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATAATTGACGAA---TTGTATATTTATATA------TATTTATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 Unknown_group_34:5278-
5480 +

dps_4 ATATGGTAATATATCGTTTATATAAAACTAAGACATTTCGCAACATTC-TTTTAGG-ATAAAATTAAAATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAGACATATCTGACAAATAAAT----------GAATAAACAAATTT-TAATCACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_433:2465-2663
-

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTTG-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTG-TTTAAA---------------

droWil2 scf2_1100000001109:349-
548 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTATGGTACTTTAATTAATTTTAGAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTG-TTTTAA---------------

droVir3 scaffold_1702:709-907 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTTT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTTTGCTAATTAAGTTG-TTTAAA---------------
droMoj3 scaffold_4750:788-986 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTAGAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTAAA---------------
droGri2 scaffold_661:773-972 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTGCTTTAAA---------------
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ID:

der_151

Coordinate:

scaffold_4820:9564945-9565001 -

Confidence:

candidate-rescued
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Antisense to CDS [Dere\GG12498-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TTGTGTAGCCAGGGGCCAGTCCGTCGAACTGCTCCGCGGGCAGCAGGAGCTCGGGATCGCTGTGCGTGTTCAGCTGGATGTCGTGAGCGGTGCAGAACTCCTGCAGCTCTGCTGGCACCACGCAGCACGTGGACAGGTTGACCTGGGCAATTGTGGG

***********************************..(((((((((.(((((((((...((((((.((((((((.....))..))))))))))))...))))).))))))))).)).))...***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V108

head

V060

head

V107

male
body

M055

female
body

V040

embryo

...................................................................................TGAGCGGTGCAGAACTCCTGCAG................................................... 23 0 1 43.00 43 32 7 4 0 0

...................................................................................TGAGCGGTGCAGAACTCCTGCA.................................................... 22 0 1 10.00 10 8 1 1 0 0

...................................................................................TGAGCGGTGCAGAACTCCTGC..................................................... 21 0 1 5.00 5 5 0 0 0 0

...................................................................................TGAGCGGTGCAGAACTCCTT...................................................... 20 1 1 2.00 2 2 0 0 0 0

...................................................................................TGAGCGGTGCAGAACTCCT....................................................... 19 0 1 2.00 2 2 0 0 0 0

...................................................................................TGAGCGGTGCAGAACTCCTGCAGT.................................................. 24 1 1 2.00 2 2 0 0 0 0

.................................................................GTGTTCAGCTGGATGTCGTT........................................................................ 20 1 1 1.00 1 0 0 0 1 0

....................................................................................GAGCGGTGCAGAACTCCTGCAG................................................... 22 0 1 1.00 1 0 1 0 0 0
TTGTGTAGCCAGGGGCCAGTCCG...................................................................................................................................... 23 0 1 1.00 1 0 1 0 0 0
.......................................GCAGCAGGAGCTCGGGATT................................................................................................... 19 1 1 1.00 1 1 0 0 0 0
...................................................................................TGAGCGGTGCAGAACTCCTGCAT................................................... 23 1 1 1.00 1 1 0 0 0 0
....................................................................TTCAGCTGGATGTCGTGAG...................................................................... 19 0 1 1.00 1 1 0 0 0 0
...................................................................................TGAGCGGTGCAGAACTCCTGCCT................................................... 23 2 1 1.00 1 1 0 0 0 0
............................................................................GATGTCGTGAGCGGTGCAGAACT.......................................................... 23 0 1 1.00 1 0 0 1 0 0
...............................................................GCGTGTTCAGCTGGATGTCGTGA....................................................................... 23 0 1 1.00 1 0 0 0 1 0
..................................................................................GTGAGCGGTGCAGAACTCCTT...................................................... 21 1 1 1.00 1 1 0 0 0 0

Anti-sense strand reads

AACACATCGGTCCCCGGTCAGGCAGCTTGACGAGGCGCCCGTCGTCCTCGAGCCCTAGCGACACGCACAAGTCGACCTACAGCACTCGCCACGTCTTGAGGACGTCGAGACGACCGTGGTGCGTCGTGCACCTGTCCAACTGGACCCGTTAACACCC

***********************************..(((((((((.(((((((((...((((((.((((((((.....))..))))))))))))...))))).))))))))).)).))...***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

M055

female
body

M057

embryo

V107

male
body

V108

head

V040

embryo

........GGTCCCCGGTCAGGCAGCTTG................................................................................................................................ 21 0 1 3.00 3 0 1 1 0 1

.......................................................................TCGACCTACAGCACTCGCCACG................................................................ 22 0 1 2.00 2 1 0 1 0 0

..........TCCCCGGTCAGGCAGCTTGAC.............................................................................................................................. 21 0 1 1.00 1 1 0 0 0 0

...............................................TCGAGCCCTAGCGACACGC........................................................................................... 19 0 1 1.00 1 0 0 0 1 0

.............................ACGAGGCGCCCGTCGTCCTCGAGCC....................................................................................................... 25 0 1 1.00 1 1 0 0 0 0

.....................GCAGCTTGACGAGGCGCCCGT................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0

..............................................................................................CTTGAGGACGTCGAGACGACCGT........................................ 23 0 1 1.00 1 1 0 0 0 0

......................................................................................................CGTCGAGACGACCGTGGTGCGTCGTGC............................ 27 0 1 1.00 1 0 0 0 0 1

..................CAGGCAGCTTGACGAGGCGCCCGTC.................................................................................................................. 25 0 1 1.00 1 0 0 1 0 0

..................................................AGCCCTAGCGACACGCACA........................................................................................ 19 0 1 1.00 1 0 0 0 0 1

.......................................................................TCGACCTACAGCACTCGCCAC................................................................. 21 0 1 1.00 1 0 0 1 0 0

.......................................................................TCGACCTACAGCACTCGCCACGTCT............................................................. 25 0 1 1.00 1 0 0 1 0 0

............CCCGGTCAGGCAGCTTGACG............................................................................................................................. 20 0 1 1.00 1 1 0 0 0 0

..........TCCCCGGTCAGGCAGCTTG................................................................................................................................ 19 0 1 1.00 1 0 0 1 0 0

.........................................................................GACCTACAGCACTCGCCACGT............................................................... 21 0 1 1.00 1 0 0 0 1 0

.............................................................CACGCACAAGTCGACCTA.............................................................................. 18 0 1 1.00 1 0 0 0 1 0

.............................................................................................TCTTGAGGACGTCGAGACGACCGTG....................................... 25 0 1 1.00 1 1 0 0 0 0

.........................................TCGTCCTCGAGCCCTAGCGACACG............................................................................................ 24 0 1 1.00 1 1 0 0 0 0

.................TCAGGCAGCTTGACGAGG.......................................................................................................................... 18 0 1 1.00 1 0 0 1 0 0

.............................ACGAGGCGCCCGTCGTCCTCGAGCCCTAG................................................................................................... 29 0 1 1.00 1 1 0 0 0 0

.....................................................................................TCGCCACGTCTTGAGGACGTCG.................................................. 22 0 1 1.00 1 0 1 0 0 0

.............................................................................................TCTTGAGGACGTCGAGACGACCG......................................... 23 0 1 1.00 1 0 0 0 1 0

..........................................................CGACACGCACAAGTCGACCTACAG........................................................................... 24 0 1 1.00 1 0 1 0 0 0

.......................................................................TCGACCTACAGCACTCGCCA.................................................................. 20 0 1 1.00 1 0 0 1 0 0

..........................................................CGACACGCACAAGTCGACCTACAGCAC........................................................................ 27 0 1 1.00 1 0 1 0 0 0

..................................................................................................................................CCTGTCCAACTGGACCCGTTA...... 21 0 1 1.00 1 1 0 0 0 0

...........................................................GACACGCACAAGTCGACCTACAGCAC........................................................................ 26 0 1 1.00 1 1 0 0 0 0

.................................................GAGCCCTAGCGACACGCACAAG...................................................................................... 22 0 1 1.00 1 0 0 0 0 1

.........................................................................................................CGAGACGACCGTGGTGCGTCGTGCA........................... 25 0 1 1.00 1 0 1 0 0 0

..........................................CGTCCTCGAGCCCTAGCGAC............................................................................................... 20 0 1 1.00 1 0 1 0 0 0

........................................................................................................TCGAGACGACCGTGGTGCGTCGTG............................. 24 0 1 1.00 1 0 0 0 1 0

.............................................................CACGCACAAGTCGACCTACAGCA......................................................................... 23 0 1 1.00 1 0 0 1 0 0

.ACACATCGGTCCCCGGTCAGGCAGCTTG................................................................................................................................ 28 0 1 1.00 1 0 0 1 0 0

................................................CGAGCCCTAGCGACACGCACAAGT..................................................................................... 24 0 1 1.00 1 0 0 0 1 0

...................AGGCAGCTTGACGAGGCGCCCGTCG................................................................................................................. 25 0 1 1.00 1 0 1 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4820:9564895-

9565051 -
der_151 TTGTGTAGCCAGGGGCCAGTCCGTCGAACTGCTCCGCGGGCAGCAGGAGCTCGGGATCGCTGTGCGTGTTCAGCTGGATGTCGTGAGCGGTGCAGAACTCCTGCAGCTCTGCTGGCACCACGCAGCACGTGGACAGGTTGACCTGGGCAATTGTGGG

droYak3 3R:19361802-19361958 + TTGTGTAGCCTGGGGCCAGTCCGTCGAACTGCTCTGCCGGCAGCAGGAGCTCGGGATCGCTGTGCGTGTTCAGCTGGATGTCATGAGCGGTGCAGAACTCCTGCAGTTCCGGTGGCACCACGCAGCAAGTGGACAGGTTGACCTGGGCAATGGTGGG
droSec2 scaffold_0:18869132-18869288

+
TTGTGTAGCCAGGGACCAGTCCGTCGAACTGCTCCACGGGCAGCAGGAGCTCGGGATCGCTGTGCGTATTCAGCTGGATGTAGTGAGCGGTGCAGAATTCCTGCAGTTCTGGTGGCACCACGCAACACGTAGACAGGTTGACCTGGGCAATTGTGGG

droSim2 3r:18036605-18036761 + dsi_32439 TTGTGTAGCCAGGGACCAGTCCGTCGAACTGCTCCACGGGCAGCAGGAGCTCGGGATCGCTGTGCGTATTCAGCTGGATGTCGTGAGCGGTGCAGAATTCCTGCAGTTCTGGTGGCACCACGCAGCACGTTGACAGGTTGACCTGGGCAATTGTGGG
dm3 chr3R:18511310-18511466 + dme_378 TTGTGTAGCCAGGGACCAGTCCGTCGAACTGCTCCACGGGCAGCAGGAGCTCGGGATCGCTGTGCGTGTTCAGTTGGATGTCGTGAGCGGTGCAGAACTCCTGCAGTTCTGGTGGCACCACGCAGCACGTAGACAGGTTGACCTGGGCAATTGTGGG
droEug1 scf7180000409768:648693-

648849 +
TTGTATAGCCCGGCGCCAGTCCGGCGAATTGCTCCTCGGACAGCAGAAGCTCAGGATCGCTGTGCGTGTTCAGTTGAATATCGTGGGCGGTGCAGAACTCCTGCAGTTCCGGTGGCACCACGCAGCAGGTTGATAGATTGACCTGTGCAATTGTCGG

droBia1 scf7180000302402:5202361-
5202517 -

TTGTGTAGCCGGGCGCCAGGGCGGAGAACTGCTCTTCGGGCAGCAGGAGCTCGGGATCGCTGTGCGTGTTCAGCTGGATGTCGTGGGCGGTGCAGAACTCTTGCAGTTCCGGTGGCACAACGCAGCAGGTGGACAGGTTGACCTGGGCAATGGTGGG

droTak1 scf7180000415711:493750-
493906 -

TTGTGTAGCCCGGCGCCAAACCGGCGAACTGCTCCTCGGGCAGCAGGAGCTCCGGATCGCTGTGCGTGTTCAGCTGGATGTCGTGGGCGGTGCAGAACTCCTGCAGTTCCGGCGGCACCACGCAGCAGGTGGACAGGTTGACCTGGGCAATGGTGGG

droEle1 scf7180000491017:201737-
201893 +

TGGAGTAGTCCGGCGCCAGTGCGGCGAACTGCTCCTCGGGCAGCAGGAGCTCGGGATCGCTGTGTGTGTTCAGCTGGATGTCGTGGGCGGTACAGAACTCCTGCAGATCCGCGGGCACCACGCAGCAGGTGGACAGATTGACCTGGGCAATGGTGGG

droRho1 scf7180000777285:111046-
111202 -

TTGAGTAGCCCGGCGCAAGTGCTTCGAACTGCTCCTCGGGCAGCAGAAGCTCGGGATCGCTGTGCGTATTCAGTTGGATGTCGTGGGTGGTGCAGAACTCCTGCAGTTCAGGTGGCACAACGCAGCAGGTAGACAGATTGACCTGGGCAATGGTGGG

droFic1 scf7180000454055:315112-
315268 -

TTGTGTAGCCCGGTGCTAGTTCGGCGAACTGTTCTTCGGGCAGCAGCAGCTCGGGATCGCTGTGCGTGTTCAGCTGGATGTCGTGGGCGGCGCAGAACTCCTGCAGTTCCGGTGGCACCACGCAGCAGGTGGACAGGTTGACCTGGGCGATTGTGGG

droKik1 scf7180000302697:1062039-
1062195 +

TTGTGTAGCCGGGCGCCAGTCCGGCGAACTGTTCCTCGGGCAGCAGCAGCTCCGGGTCGCTGTGCGTATTCAGCTGGATGTCGTGGGCGGCGCAAAACTCCTGCAGCTCCGGCGGCACCACGCAGCAGGTGGACAGATTCACCTGGGCAATCGTTGG

droAna3 scaffold_13340:8113587-
8113743 -

TAGTGTAGCCAGGTGCCAGTCCAGAGAACTGCTCGTCCTGCAATAGCTGCTCCGGATCGCTGTGCGTGTTCAACTGGATGTCGTGGGCAGCGCAGAACTCCTGAAGCTCCGGCGGCACGACGCAGCAGGTGGACAAATTGACCTGTGCAATGGTAGG

droBip1 scf7180000396708:734184-
734340 +

TAGAGTAGCCGGGTGCCAGTCCAGAGAACTGCTCGTCCTGCAATAGCTGCTCCGGATCGCTGTGCGTGTTCAACTGGATGTCGTGGGCAGCGCAGAACTCCTGAAGCTCCGGCGGCACCACACAGCAGGTGGACAGATTGACCTGGGCAATGGTAGG

dp5 2:12583687-12583843 + TTGTGTAGCCGGGCGCCAGGCCAGAAAACTGTTCCTCCGGCAGCAGCAGCTCGGGATCGCCGTGTGTGTTCAGCTGGATGTCGTGGGCGGCACAGAACTCTTGCAGCTCCGTGGGCACACGGCAGCAGGTGGACAGATTAACCTGCGCAATGGTGGG
droPer2 scaffold_0:7883586-7883742 - TTGTGTAGCCAGGCGCGAGGCCAGAAAACTGTTCCTCCGGCAGCAGCAGCTCGGGATCGCCGTGTGTGTTTAGCTGGATGTCGTGGGCGGCACAGAACTCTTGCAGCTCCGTGGGCACACGGCAGCAGGTAGACAGATTAACCTGCGCAATGGTGGG
droWil2 scf2_1100000004902:6180367-

6180523 -
TTGTGTAGCCGGGAACCAGCCCAGCGAATTGCTCCTCCTGCAATATGAGCTCCGGATCTCCGTGAGTATTCAACTGTATGTCGTGGGCGGTACAGAACTCCTGTAATTCGGCGGGCACGACGCAGCAGGTGGCCAAATTGACCTGTGCAATGGTAGG

droVir3 scaffold_12855:2361457-
2361613 -

TCGAGTAGCCGGGTGCTAGGCCAGCGAACTGTTCCTCGGGCAGCAGCAGCTCGGGATCACTGTGTGTGTTGAGCACCAGCTCATGCTCGCGACAGAATTCCTGGAGTACAGCGGGCACCACGCAGCAAGCGGCCAGATTCACCTGTGCTATGGTGGG

droMoj3 scaffold_6540:34091892-
34092048 +

TTGTATAGCCGGGGGCCAAGCATGCAAATTGCTCTTCAGCTAAAAGAAGCTCCGGATCGCTGTGTGTATTAAGTACCAACTCATGATCGCGACAGAATTCATGCAGTTCGGCTGGTACTACGCAGCAGGTGGCCAGATTTACCTGCGCTATGGTGGG

droGri2 scaffold_15074:2369168-
2369324 -

TTGTATAGCCGGGCGCCAGGAAGGAGAACCGTTCCTCGGGCAGCAACAGTTCGGGATCACTGTGTGTGTTGAGGACCAGCTCATGATCACGACAGAATTCCTGCAATTCCACGGGGACCACACAGCAGGCGGCCAGATTCACTTGTGCGATGGATGG
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TCTATAATGTACACACCATGTTTGTTGTTTCAGTTCTGCCCATTCGGGCAACCATTTTGTGGTGCTCTTAAATGCTTACCGAAAAGTGTTGCCTACTTATTAGGGCATCGCACAATGGTTGCCACGGCGAATTGCATTCGTCAGCTAATTGTATGTGCTTGAACCAACCTAT

***********************************.(((..(((((((((((((((.(((((((((((..(((((((......)))))))...........))))))))))).))))))))))....))))).))).***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V108

head

V060

head

V107

male
body

...................................................................................................TTAGGGCATCGCACAATGGTTG................................................... 22 0 1 14.00 14 13 0 1

....................................................................................................TAGGGCATCGCACAATGGTTGC.................................................. 22 0 1 10.00 10 9 1 0

...................................................................................................TTAGGGCATCGCACAATGGTTGC.................................................. 23 0 1 1.00 1 1 0 0

...................................................................................................TTAGGGCATCGCACAATGGT..................................................... 20 0 1 1.00 1 1 0 0

...........................................TCGGGCAACCATTTTGTGGTGC........................................................................................................... 22 0 1 1.00 1 1 0 0

...................................................................................................TTAGGGCATCGCACAATGGTTGT.................................................. 23 1 1 1.00 1 1 0 0

...........................................TCGGGCAACCATTTTGTGGTGCT.......................................................................................................... 23 0 1 1.00 1 1 0 0

....................................................................................................TAGGGCATCGCACAATGGTT.................................................... 20 0 1 1.00 1 1 0 0

....................................................................................................TAGGGCATCGCACAATGGTTGCT................................................. 23 1 1 1.00 1 1 0 0

...................................................................................................TTAGGGCATCGCACAATGGTT.................................................... 21 0 1 1.00 1 1 0 0

....................................................................................................TAGGGCATCGCACAATGGTTGCC................................................. 23 0 1 1.00 1 1 0 0

....................................................................................................TAGGGCATCGCACAATGGTTG................................................... 21 0 1 1.00 1 1 0 0

Anti-sense strand reads

AGATATTACATGTGTGGTACAAACAACAAAGTCAAGACGGGTAAGCCCGTTGGTAAAACACCACGAGAATTTACGAATGGCTTTTCACAACGGATGAATAATCCCGTAGCGTGTTACCAACGGTGCCGCTTAACGTAAGCAGTCGATTAACATACACGAACTTGGTTGGATA

***********************************.(((..(((((((((((((((.(((((((((((..(((((((......)))))))...........))))))))))).))))))))))....))))).))).***********************************
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head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4770:6834509-

6834680 -
der_148 TCTATAA------TG------T-ACACACCATGTTT-----GTTGTTTCAGTTCT-GCC------CAT---TC---------------------GGGCAACCATTTTGT----------GGTGCTC---TTAAA-----------------------------------------------------------TGCTTACCG-AAAAGTGTTGCCTACTTA--TTAGGGCATC--GC-ACAATGGTTGCC----------------------------------------------ACGG-CGAATTGCATTCGTCAGCTAATTGTATGTGCTTGAA-CCAA---CCTAT

droYak3 3R:3477220-3477391 + TCTATAA------TG------T-AAACACTATGTTT-----GTTGTTTCAGTTCT-GCC------CAT---TC---------------------CGGCAACTATTTTGT----------GGTGCTC---CAAAA-----------------------------------------------------------TGCTTACTG-AAAAGTGTGGCCTACTTA--TTGGGGCATC--AC-AAAGTGGTTGCA----------------------------------------------ACGG-CGAATAGCATTCGTCAGCTAATTGTATGTGCTTGAA-CCAA---CCTAT
droSec2 scaffold_166:24903-25075 - dse_137 TATATAA------TG------TTACAAACTATGTTT-----GTCGTTTCAGTTCT-GCC------CAC---CC---------------------CGGCAGCCATTTTGT----------GATGCTC---CAAAA-----------------------------------------------------------TGCTCACCA-AAAAGTGTAGCATACATA--TTGGGGCATC--AC-AAAATGGCTGCC----------------------------------------------ACGG-CGAATAGCATTTGTCAGCTAATTGTATGTGCTTGAA-CCCA---CCTAT
droSim2 3r:6460768-6460997 - TCTATAA------TG------TTACAAACTATGTTT-----GTCGTTTCAGTTCT-GCC------CAC---CC---------------------CGGCAGCCATTTTGT----------GATGCCC---TCAAATCCACGTCTTACTAACATCAGCTGTGAATCATAGCACCGCCGATGGTAGT-CGT-ATGCGGCTCGACG-AAAAGTGTAGCCTACTTA--TTGGGGCATC--AC-AAAATGGCTGCC----------------------------------------------ACGG-CGAATAGCATTTGTCAGCTAATTGTATGTGCTTGAA-CCCA---CCTAT
dm3 chr3R:14796588-14796767 + TCTATAA------TG------TTACAAACTATGTTT-----ATCGTTTCAGTTCT-GCC------CAC---CC---------------------TGGCAGCCATTTTGT----------GATGCTC---TTCGGA-------------------------------------------------GCATCA---TGCTCACCG-AAAAGTGTAGCCTACTTA--TTAGGGCATC--AC-AAAATGGCTGCC----------------------------------------------ACGG-CAAATAGCATTTGTCAGCTAATTGTATGTGCTTGAA-CCCA---CCTAT
droEug1 scf7180000409804:1035962-

1036141 +
ACCTTAA------TA------T-ACACAAATTGTTT-----GTCGTTTCAGTTTTTGCCTTTTTC------C-------------CCA----ACATGCACTCATTTTGC----------GGTGCCC---TCAAAT----------------------------------------------------------GGTTCAC-T-TAAAGTGTTGCCTACTTA--TTAGGGCGCC--GC-AATATGTTTGCC----------------------------------------------ATAT-CGAATAACATTTATCAGCTAATTGTATGTGCTTGTA-CCAA---ACTAT

droBia1 scf7180000302402:546610-
546791 +

CCTTAAC------TA------C-ACACAATCCGTTT-----GTCGTTTCAGTTCT-GCC------TAT---CC-CA---------TAA----GCGGGCAATCACTTTGT----------GGCGCCC---TCAAGG--------------------------------------------------------GGGGTTCTCCA-AAAGGCGTGGCCTACTTA--TTGGGGCGCC--AC-AAAATGGTTGCC----------------------------------------------CTGG-CGAATAGCATTTATCGGCTAATTGTATGTGCTTGAA-CCAA---CCTAT

droTak1 scf7180000415256:289346-
289524 +

TCCATAC------TA------T-ACACAATCTGTTT-----GTCGTTTCAGTTAT-GCCTTTGTCTAT---CC---------------------CGGCAATCATTTTGT----------GGTGCTT---TCAAAG----------------------------------------------------------GGCTTACAA-AATAATGTGGCCTACTTA--TAAGGGCGCC--AC-AAAATGGTTGCC----------------------------------------------ATAG-CGAATAGCATTTATCAGCTAATTGTATGTGCTTGAT-CCAA---CCTAT

droEle1 scf7180000490994:547708-
547881 +

TTCTCAC------TA------T-ACACAATATGTTT-----GTCGTTTCAGTTCT-GCC------TTTTACT----------------------GCGCAATCATTTTGT----------GGTGCTC---TAAAGT----------------------------------------------------------GGTTCAC-A-AAAAGTGTGGCCTACTTA--TTAGGGCGCC--CC-AAAATGGTTGCC----------------------------------------------ATAG-CGAATAGCATTTATCAGCTAATTGTATGTGCTTGAA-CCAA---CCTAT

droRho1 scf7180000779900:443440-
443610 +

TCCTTAC------TA------T-ACACAATATGTTT-----GTCGTTTCAGTTCT-GCC------TAT---CC---------------------CGGCAATCATTTTGT----------GGTGCTC---TAAAG-----------------------------------------------------------GGTACAC-A-AAAATTGTGGCCTACTTA--TTAGGGCGCC--CC-AAAATGGTTGCC----------------------------------------------ATAG-CGAATAGCATTTATCAGCTAATTGTATGTGCTTGAA-CCAA---CCTAT

droFic1 scf7180000453812:245395-
245569 -

ACTTTAT------TG------T-AAACAATTTGTAT-----GTCGTTTCAGTTAT-GCC------AATCCCC----------------------CCGCAAACATTTTGT----------GGTGCGC---TAAAAA----------------------------------------------------------GGTTCTCTGTAAAAATGTTGCCTACTTA--TTGTGGCGCC--AC-AAAATGTTTGCC----------------------------------------------AAAG-CGAATAGCATTTATCAGCTAATTGTATGTGCTTGAA-CCAA---CCT-T

droKik1 scf7180000302256:208647-
208785 -

TCAATAA-------------------CAA-TTGTTT-----GTCGTTTCAGTTCT-GCC-------------------------------------------AATTTGTTGAGTTTTGGGGTTCCC---GAAA------------------------------------------------------------GGTTC---------TTATGTCCTACTT----TCGGGGACC--CCAAAAATGGT------------------------------------------------------------AGCATTTATGTGCTAATTGTATGTGCTTGAA-CCCA---CCTAT

droAna3 scaffold_12911:3159704-
3159893 +

ATTGTTG------TCT----AC-AAA-TATTCGTTT-----GTCGTTTCAGTTGTTGACTATGT----------TA---------CATTTGCAAAAGCAAGCATTTTGT----------GGCACCT---CCAAC---------------------------------------------------CGTGAAGAGGTTTGC-C-AAAAATATTGCCTACCT----TTGAGCGCC--AC-AAAATGGTTGTC----------------------------------------------CTTG-CGAATAGCATTTAAAAGCTAATTGTATGTGCTTGAA-CCAA---CCCAT

droBip1 scf7180000396640:34486-
34666 +

TCTACAA------------------A-TGTTCGTTT-----GTCGTTTCAGTTGTTGAAA-TGT----------TA---------CAAACGCATCAACAACCATTTTGT----------GGCCCATCCATTCAAA-------------------------------------------------A------AATGTTGGC-C-AAAAGCATTGCCTACCT----TTGAGCGCC--AC-AAAATGGTTGTC----------------------------------------------CTTG-CGAATAGCATTTGAAAGCTAATTGTATGTGCTTGAA-CCAA---CCCAT

dp5 2:14915948-14916138 + TCCACCA------TCTAACTGC-AAT-----TGTTTTATCAATCATTTCAGTTGT-GCG------CTC---TCTGACCCCCGTCCCC--TCCCACGGCAACCATTTTGC----------GCGG-TC---C---------------------------------------------------------------GGT---C-C-GAAAGTGTAGCATACCTT--TTTGGGCGCCACAC-AAAATGGTTGCC----------------------------------------------ACAG-CGTAAAGCATTTAACAGCTATTTGTATGTGCTTGGTACCAA---CCTTT
droWil2 scf2_1100000004921:3063650-

3063829 +
CCAAACAGCATAATCC----AT----AAATGTGTTT--TTCCTGTTTTCAGTTA----------------------------------------------TCATTGAGT----------GGC--------------------------------------------------------------------------------------------ATGAATG--T---CAAGCC--AC-AAAATGATTGCCCCCCCCCCCCCCATCCCATTCGCCCCATCTTGCTATATACACTGACACAGATTTAACACATTTAACAGCTATTTGTATGTGTTTGAA-CCAT---TATGG

droVir3 scaffold_13047:15297721-
15297850 +

CATATAA------TC------T-ACATTTCA-------------TTTTCAGTT---GCCATTGCCC-------------------AAA----AACTGCGGCCATTTTGT----------TGCA-------------------------------------------------------------------------------------------------------TTGCTCA--AC-AAAATGGCCGCC----------------------------------------------ACG----CA-CACATTTAACGGCTTCGTGTATGTGTTTGAT-GCACGTTTCCAC

droMoj3 scaffold_6540:18774937-
18775090 +

GCTAAGC------AA------TT--AATCTCTAATT-----AT-ATTTCAGTTCA-GCCATTTTC------C-------------CAG----AACGACGGCCATTTTGT----------AGTGCTG---CTAAC------------------------------------------------------------------------------------TGTGTTGGCAACGCC--AC-AAAATGGCCGCC----------------------------------------------GTG-----CTCGCATTTGACGGCTCAGTGTATGTGTCTGAA-ACACATTTTCAC

droGri2 scaffold_14830:4690221-
4690377 -

CCATAAAC-----CA------A-ATAATATACATTT-----ATT-TTTCAGTTTATGCAA------CTTAACC-C----------AAA----AACTATGGCCATTTTGT----------GGCGCTC---TCAAA-----------------------------------------------------------------------------------CTTT--TGGTAACGCC--AC-AAAATGGCCGCC----------------------------------------------A--A-CAACACACATTTAACGGCTCAGTGTATGTGTCTGAA-ACAC---CCACT
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ATCCCAGTTACGCACAGCTAGAAGAGATCGGATTGGCGTCAATCGGATTGAATCTGCCTAACTGCTGTCTTGCAGGGCTGTAGGCTTCGGTCCAAAATTTAGTCTACAGTCGCTGCGATTCCGGGCAGTTGAAAGGATGCAAGATGAGAGGCCCAGTCCATGACACTTAACGCTTTGTGCACCGTACATTTTCAG
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head

................................................................................................ATTTAGTCTACAGTCGCTGC............................................................................... 20 0 1 7.00 7 2 5 0 0 0 0

............................................................................................................GTCGCTGCGATTCCGGGCAGTT................................................................. 22 0 1 6.00 6 1 5 0 0 0 0

...........................................................................................................................................................GTCCATGACACTTAACGCTTTGT................. 23 0 1 6.00 6 5 1 0 0 0 0

.............................................................CTGCTGTCTTGCAGGGCTGTAGGC.............................................................................................................. 24 0 1 5.00 5 3 2 0 0 0 0

............................................................................................................GTCGCTGCGATTCCGGGCA.................................................................... 19 0 1 5.00 5 2 3 0 0 0 0

............................................................................................................GTCGCTGCGATTCCGGGC..................................................................... 18 0 1 4.00 4 4 0 0 0 0 0

..............................................................................................AAATTTAGTCTACAGTCGCTGC............................................................................... 22 0 1 3.00 3 1 2 0 0 0 0

............................................................................................................GTCGCTGCGATTCCGGGCAGT.................................................................. 21 0 1 3.00 3 3 0 0 0 0 0

....................................................................CTTGCAGGGCTGTAGGCTTCGGTCC...................................................................................................... 25 0 1 3.00 3 2 1 0 0 0 0

...........................................................................................................................................................GTCCATGACACTTAACGCTTTGTGCACC............ 28 0 1 3.00 3 3 0 0 0 0 0

.....................AAGAGATCGGATTGGCGTCAATCGGAT................................................................................................................................................... 27 0 1 3.00 3 2 0 1 0 0 0

...............................................................................................................................GTTGAAAGGATGCAAGATGAGAG............................................. 23 0 1 3.00 3 1 2 0 0 0 0

.......................................................................................................................................................................TAACGCTTTGTGCACCGTAC........ 20 0 1 3.00 3 2 1 0 0 0 0

.................................................................................................TTTAGTCTACAGTCGCTGCGATTCC......................................................................... 25 0 1 2.00 2 2 0 0 0 0 0

...........................................................................................................AGTCGCTGCGATTCCGGGCAGTT................................................................. 23 0 1 2.00 2 1 1 0 0 0 0

...........................................................................................................................................................GTCCATGACACTTAACGCTTTGC................. 23 1 1 2.00 2 2 0 0 0 0 0

.................................................................................................TTTAGTCTACAGTCGCTGCGATTCCGGGC..................................................................... 29 0 1 2.00 2 2 0 0 0 0 0

......................................................................................................TCTACAGTCGCTGCGATTCC......................................................................... 20 0 1 2.00 2 0 2 0 0 0 0

..........................................................................................................................................GCAAGATGAGAGGCCCAGTCCAT.................................. 23 0 1 2.00 2 0 2 0 0 0 0

...................................................................................................................................AAAGGATGCAAGATGAGAGGC........................................... 21 0 1 2.00 2 2 0 0 0 0 0

........TACGCACAGCTAGAAGAGATC...................................................................................................................................................................... 21 0 1 2.00 2 2 0 0 0 0 0

...................AGAAGAGATCGGATTGGCGTCAATCGGA.................................................................................................................................................... 28 0 1 1.00 1 0 0 0 1 0 0

..............................GATTGGCGTCAATCGGATTGA................................................................................................................................................ 21 0 1 1.00 1 0 1 0 0 0 0

.............................GGATTGGCGTCAATCGGATTGAATC............................................................................................................................................. 25 0 1 1.00 1 1 0 0 0 0 0

..............................................................................................................................................................CATGACACTTAACGCTTTGT................. 20 0 1 1.00 1 0 1 0 0 0 0

.....AGTTACGCACAGCTAGAAGAGAT....................................................................................................................................................................... 23 0 1 1.00 1 0 0 1 0 0 0

....................................................................................................AGTCTACAGTCGCTGCGATTCCGGGCA.................................................................... 27 0 1 1.00 1 1 0 0 0 0 0

....................................................................................................................GATTCCGGGCAGTTGAAAGGAT......................................................... 22 0 1 1.00 1 0 1 0 0 0 0

................................TTGGCGTCAATCGGATTGA................................................................................................................................................ 19 0 1 1.00 1 1 0 0 0 0 0

.................................TGGCGTCAATCGGATTGAATCTGC.......................................................................................................................................... 24 0 1 1.00 1 0 1 0 0 0 0

............................................................ACTGCTGTCTTGCAGGGCTGTA................................................................................................................. 22 0 1 1.00 1 0 0 1 0 0 0

............................................................................................................GTCGCTGCGATTCCGGGCG.................................................................... 19 1 1 1.00 1 0 1 0 0 0 0

.............................................................................................................................................AGATGAGAGGCCCAGTCCATGACACT............................ 26 0 1 1.00 1 0 1 0 0 0 0

...............................................................................................................................GTTGAAAGGATGCAAGATG................................................. 19 0 1 1.00 1 0 1 0 0 0 0

....................................................................CTTGCAGGGCTGTAGGCTTCGGTC....................................................................................................... 24 0 1 1.00 1 0 1 0 0 0 0

................................................................................................................................................TGAGAGGCCCAGTCCATGACACT............................ 23 0 1 1.00 1 0 1 0 0 0 0

..CCCAGTTACGCACAGCTA............................................................................................................................................................................... 18 0 1 1.00 1 0 1 0 0 0 0

.......................................................................................................................................GATGCAAGATGAGAGGCCCAGT...................................... 22 0 1 1.00 1 1 0 0 0 0 0

.......................................................................................................................................GATGCAAGATGAGAGGCCCA........................................ 20 0 1 1.00 1 0 1 0 0 0 0

...............................................................................................AATTTAGTCTACAGTCGCTGCGATTCC......................................................................... 27 0 1 1.00 1 0 0 0 0 1 0

.........ACGCACAGCTAGAAGAGATC...................................................................................................................................................................... 20 0 1 1.00 1 0 0 1 0 0 0

.................................................................................................TTTAGTCTACAGTCGCTGC............................................................................... 19 0 1 1.00 1 0 1 0 0 0 0

........TACGCACAGCTAGAAGAGATCGG.................................................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 1 0

.....................AAGAGATCGGATTGGCGTCAATCGGATT.................................................................................................................................................. 28 0 1 1.00 1 0 0 1 0 0 0

...........................................................................................................................................................GTCCATGACACTTAACGCT..................... 19 0 1 1.00 1 1 0 0 0 0 0

........................................................................................................................................ATGCAAGATGAGAGGCCCA........................................ 19 0 1 1.00 1 0 1 0 0 0 0

....................................................................................................................GATTCCGGGCAGTTGAAAG............................................................ 19 0 1 1.00 1 0 0 0 0 0 1

.........................................................................................................................................TGCAAGATGAGAGGCCCAGTCC.................................... 22 0 1 1.00 1 0 1 0 0 0 0

...........................................................AACTGCTGTCTTGCAGGG...................................................................................................................... 18 0 1 1.00 1 0 1 0 0 0 0

........................................................................................................TACAGTCGCTGCGATTCCGGGCAGTT................................................................. 26 0 1 1.00 1 0 1 0 0 0 0

...........................................................................................................AGTCGCTGCGATTCCGGGCAG................................................................... 21 0 1 1.00 1 1 0 0 0 0 0

.......................GAGATCGGATTGGCGTCAATCGGAT................................................................................................................................................... 25 0 1 1.00 1 1 0 0 0 0 0

..............................................................................................................................................GATGAGAGGCCCAGTCCATGACAC............................. 24 0 1 1.00 1 1 0 0 0 0 0

..................................................................................GGCTTCGGTCCAAAATTTAGTCTACA....................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0

.................................................................................................................................TGAAAGGATGCAAGATGAGA.............................................. 20 0 1 1.00 1 0 1 0 0 0 0

....................................................................................................................GATTCCGGGCAGTTGAAAGG........................................................... 20 0 1 1.00 1 0 1 0 0 0 0

..............................................................................................................................AGTTGAAAGGATGCAAGATGAGAG............................................. 24 0 1 1.00 1 0 1 0 0 0 0

......................................................................TGCAGGGCTGTAGGCTTCGGTCCA..................................................................................................... 24 0 1 1.00 1 0 0 0 0 1 0

......................AGAGATCGGATTGGCGTCAATCGGAT................................................................................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0

.........................................................................................................ACAGTCGCTGCGATTCCGGGC..................................................................... 21 0 1 1.00 1 1 0 0 0 0 0

.........................................................................................................................................TGCAAGATGAGAGGCCCA........................................ 18 0 1 1.00 1 0 0 0 1 0 0

....................................................................................................AGTCTACAGTCGCTGCGATTCCGGGC..................................................................... 26 0 1 1.00 1 1 0 0 0 0 0

.......................................................................................................CTACAGTCGCTGCGATTCCGGGC..................................................................... 23 0 1 1.00 1 0 1 0 0 0 0

.........................................ATCGGATTGAATCTGCCTAAC..................................................................................................................................... 21 0 1 1.00 1 0 0 0 1 0 0

.................................................................................................................................TGAAAGGATGCAAGATGAGAGGCCCA........................................ 26 0 1 1.00 1 1 0 0 0 0 0

...............................................................................................AATTTAGTCTACAGTCGCTGCGATTC.......................................................................... 26 0 1 1.00 1 0 0 1 0 0 0

....................................................................................................AGTCTACAGTCGCTGCGATT........................................................................... 20 0 1 1.00 1 0 0 1 0 0 0

.............................GGATTGGCGTCAATCGGAT................................................................................................................................................... 19 0 1 1.00 1 0 0 0 1 0 0

...........................................................AACTGCTGTCTTGCAGGGCTGTAGGC.............................................................................................................. 26 0 1 1.00 1 0 1 0 0 0 0

..............................................................................................................................AGTTGAAAGGATGCAAGATGAGA.............................................. 23 0 1 1.00 1 0 1 0 0 0 0

.....AGTTACGCACAGCTAGAAGAGATC...................................................................................................................................................................... 24 0 1 1.00 1 0 0 0 1 0 0

...........GCACAGCTAGAAGAGATC...................................................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 1 0

...........................................................................................................................................................GTCCATGACACTTAACGCTTTGTT................ 24 1 1 1.00 1 0 1 0 0 0 0

....................................................................CTTGCAGGGCTGTAGGCTTC........................................................................................................... 20 0 1 1.00 1 0 0 0 1 0 0

........................................................................................................................................ATGCAAGATGAGAGGCCCAGTCC.................................... 23 0 1 1.00 1 1 0 0 0 0 0

...........................................................................................CCAAAATTTAGTCTACAGTCGCTGC............................................................................... 25 0 1 1.00 1 1 0 0 0 0 0

.........................................................CTAACTGCTGTCTTGCAGGGCTGTAGGC.............................................................................................................. 28 0 1 1.00 1 1 0 0 0 0 0

..................................................................................................TTAGTCTACAGTCGCTGCGATTCCG........................................................................ 25 0 1 1.00 1 1 0 0 0 0 0

....CAGTTACGCACAGCTAGAAGAG......................................................................................................................................................................... 22 0 1 1.00 1 0 0 1 0 0 0

..................................................................................................................................GAAAGGATGCAAGATGAGAGGCCCA........................................ 25 0 1 1.00 1 1 0 0 0 0 0

......................................................TGCCTAACTGCTGTCTTGCAGGG...................................................................................................................... 23 0 1 1.00 1 0 0 0 0 1 0

...............................................................................................................................GTTGAAAGGATGCAAGATGAGAGGCCCA........................................ 28 0 1 1.00 1 1 0 0 0 0 0

...............................ATTGGCGTCAATCGGATTGA................................................................................................................................................ 20 0 1 1.00 1 0 1 0 0 0 0

...............................................................GCTGTCTTGCAGGGCTGTAGGC.............................................................................................................. 22 0 1 1.00 1 0 1 0 0 0 0

.............................GGATTGGCGTCAATCGGATTGAAT.............................................................................................................................................. 24 0 1 1.00 1 1 0 0 0 0 0

..................................................................................................TTAGTCTACAGTCGCTGCGATTCCGGGC..................................................................... 28 0 1 1.00 1 1 0 0 0 0 0

...............................................................................................................................GTTGAAAGGATGCAAGATGAGAGGCC.......................................... 26 0 1 1.00 1 1 0 0 0 0 0

....................................................................................................................................AAGGATGCAAGATGAGAGG............................................ 19 0 1 1.00 1 0 1 0 0 0 0

..............................................................................................................................................................CATGACACTTAACGCTTTGTGCACC............ 25 0 1 1.00 1 1 0 0 0 0 0

...........................................................................................................AGTCGCTGCGATTCCGGGC..................................................................... 19 0 1 1.00 1 1 0 0 0 0 0

...................................................ATCTGCCTAACTGCTGTCTTGC.......................................................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0

.................................................................................................................................................GAGAGGCCCAGTCCATGACAC............................. 21 0 1 1.00 1 0 0 1 0 0 0

.........................GATCGGATTGGCGTCAATCGGAT................................................................................................................................................... 23 0 1 1.00 1 0 0 0 1 0 0

......GTTACGCACAGCTAGAAGAGATC...................................................................................................................................................................... 23 0 1 1.00 1 0 0 1 0 0 0

......................................................................TGCAGGGCTGTAGGCTTCGGTCCAA.................................................................................................... 25 0 1 1.00 1 0 0 0 1 0 0

.................................................................................................................................................GAGAGGCCCAGTCCATGACA.............................. 20 0 1 1.00 1 0 0 1 0 0 0

..........................................................................................................................................GCAAGATGAGAGGCCCAGTCCATGACA.............................. 27 0 1 1.00 1 0 0 1 0 0 0

.................................................................................................................................TGAAAGGATGCAAGATGAGAG............................................. 21 0 1 1.00 1 0 1 0 0 0 0

........TACGCACAGCTAGAAGAGATCG..................................................................................................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

TAGGGTCAATGCGTGTCGATCTTCTCTAGCCTAACCGCAGTTAGCCTAACTTAGACGGATTGACGACAGAACGTCCCGACATCCGAAGCCAGGTTTTAAATCAGATGTCAGCGACGCTAAGGCCCGTCAACTTTCCTACGTTCTACTCTCCGGGTCAGGTACTGTGAATTGCGAAACACGTGGCATGTAAAAGTC

****************************************************************............((((((((...(((((((((((((((((..............))))))))))).)))))).....))))))))**********************************************
Read
size

#
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Norm Total

V107

male
body

V108

head

...................................................................................................................................................................GTGAATTGCGAAACACGTGGCATG........ 24 0 1 1.00 1 0 1

..........GCGTGTCGATCTTCTCTAG...................................................................................................................................................................... 19 0 1 1.00 1 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4929:3115440-

3115634 +
der_1527 ATCCC-------------------------AGTTA--CGCACAGCTAGAA--GAGA--------------T--------------------------------------------CGGATT-------GGCGT----CAATCGGA-TTGAATCTG--CC--TAACTGCTGTCTTGCAGGGC-T--GTAGGC---TTCGGTCCAAAAT----TT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-GGATGCAA-GATGAGAG---GCCCA---GTCCATGACACTTAACGCTT--TGTGCACC-GT-----------ACATTTTCAG-------------

droYak3 2L:3063696-3063892 + dya_1801 ATCCC-------------------------AGTTA--CGCACAGCTAGAA--GAGA--------------T--------------------------------------------CGGATC-------GGCGT----CGATCGGA-TTAAGTCTG--CC--TAACTGCTGTCTTGCAGGGC-T--GTAGGC---TTTGGTCCAAAAT----TT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAAAGAGAGCCCG---GTCCATAACACTTAACGCTT--TGTGCACC-GT-----------ACAATT-CAG-------------
droSec2 scaffold_5:1224940-1225145

+
dse_1854 ATCCC-------------------------AGTTA--CGCACAGCTAGAA--GAGATAAGTCAA--CAGAT--------------------------------------------TGGATT-------TGCGT----CGATCGGC-TTGAATCTG--CC--TAACTGCTGTCTTGCAGGGC-T--GTAGGC---TTCGGTCCAAAAT----TT-AGTCTACAGTCACTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAGAG---GCCCA---GTCCATAACACTTAACGCTT--TGTGCACC-GT-----------ACAATT-CAG-------------

droSim2 2l:2946882-2947087 + dsi_32463 ATCCC-------------------------AGTTA--CGCACAGCTAGAA--GAGATAAGTCAA--CAGAT--------------------------------------------TGGATT-------TGCGC----CGATCGGC-TTGAATCTG--CC--TAACTGCTGTCTTGCAGGGC-T--GTAGGC---TTCGGTCCAAAAT----TT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAGAG---GCCCA---GTCCATAACACTTAACGCTT--TGTGCACC-GT-----------ACAATT-CAG-------------
dm3 chr2L:3067697-3067902 + dme_436 ATCCC-------------------------AGTTA--CGCACAGCTAGAA--GAGATAAGTTAA--CAGAT--------------------------------------------TGGATT-------TGCGT----CGATCGGA-TTGAATCTG--CC--TAACTGCTGTCTTGCAGGGC-T--GTAGGC---TTCGGTCCAAAAT----TA-AGTCTACAGTCTCTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAGAG---GCTCA---GTCCATAACACTTAACGCTT--TGTGCACC-GT-----------ACAATT-TAG-------------
droEug1 scf7180000409554:3024268-

3024474 -
ATCCC-------------------------AGTTA--CGCACAGCTAAAA--GAGATAACTCAA--CAGGT--------------------------------------------CGGATT-------GGAGC----GGATCGGA-TTGAATCTG--AT--TAACTGCTGTCTTGCAGCGC-T--GTAGAC---TGTGGTCCAAAAT----TT-AGTCTATAGTCGCTGCGATTCTG-GGCAGTTGTAA-GGATAAAAAGATGAGAG---GCCCA---AACCATCACACTTAACGCTT--TGTGCACC-AT-----------ACAGAT-TAG-------------

droBia1 scf7180000302188:2121990-
2122201 +

AACCC-------------------------AGTTA--CGCACAGCTAGAG--GAGATAAGTAAA--CAGAT--------------------------------------------CGGATTG--GACTGGAGT----GGATCGGA-TTGCATCGG--CC--TAACTGCTGTCTTGCAGGGC-C--GTAGAC---TTTGGTCCAAAAT----TT-AGTCTACGGTCGCTGCGATTCCG-GGCAGTTGAAA-GGATGCAA-GACGAGAG---ACTCA---GTCCACTAGACTTAACGCTT--TGTGCACC-GT-----------ACAGTTCCAG-------------

droTak1 scf7180000415438:753080-
753236 -

ATCCC-------------------------AGTTG--CGCACAG-------------------------------------------------------------------------------------GAGT----GGATCGGA-TGGCATCTG--CC--TAACTGCTGTCTTGCAGGGC-C--GTGGAC---TTTGGTCCAAAAT----TT-AGTCTATGGTCGCTGCGATTCCG-GGCAGTTGAAA-GGATGCCA-AATGAGAG---ACCCA------------ACCTAACGCTT--TGTGCACC-G-----------------------------------

droEle1 scf7180000491046:1758532-
1758739 +

ATCCC-------------------------AGTTA--CGCACAGTTAGAA--GAGATAAGTCAA--CGGAT--------------------------------------------CGGATT-------GGAGT----GGATCGGA-TTGCGTCTG--CC--TAACTGCCGTCTTGCAGCAC-T--GTAGTC---TTTGGTCCAAAAT----TT-AGTCTACAGCCGCTGCGATTCTG-GGCAGTTGAAA-GGATGCAATGATGACAG---GCCCA---GACCATCACACTTAACGCTT--TGTGCACC-GT-----------ACACTT-CAGT------------

droRho1 scf7180000780028:158211-
158416 +

ATCCC-------------------------AGTTA--CGCACAGCTAGAG--GAGATAAGTCAA--CGGAT--------------------------------------------CGGATT-------GGAAT----GGATTGGA-TTGGATCTG--CC--TAACTGCCGTCTTGCAGCGC-T--GTATTC---TTTGGTCCAAAAT----TT-AGTCTATAGTCGCTACGATTCTG-GGCAGTTGAAA-TGATCCAA-GACGAGAG---GCCCA---ATCCATCACACTTAACGCTT--TGTGCACC-GT-----------ACAGTT-CAG-------------

droFic1 scf7180000453924:1051713-
1051930 +

ACCCC-------------------------AGTTA--CGCACAGCTAGAA--GAGATAGG--A-------T--------------------------------------------CGGATT-------GGAGTGGATCGATCGCC-TGGGATCTG--CC--TAACTGCCGTCTTGCAGCGC-C--GTAGAC---TTTGGTCCAAAAT----TT-AGCCTACGGCCGCTACGATTCCG-GGCAGTTGAAA-GGATCCAG-GATGCGAGT-CGCCCA---ACCCTTCACACTTAACGCTT--TGTGCACC-GT-----------ACAGTT-CAGTAGTTCAGTACAG

droKik1 scf7180000302246:274508-
274656 +

ATCCC-------------------------AGTTA--CGCGCAGC-----------------------------------------------------------------------------------------------------------------C--AAACTGCTGTCTTGCAGCGCCT--GTGGAC---TGTGGTCCAAA-T----TA-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAGT-GGCC--GA-TGC-----------------TGGATCGCACTTAACGCTTCGTGTGCACC-GC----AGAGA--AGAGTT-CAG-------------

droAna3 scaffold_12916:9588076-
9588247 -

dan_4042 ATCCC-------------------------AGTTAAACGCACAGCTTTAA--G-------------------------------------------------------------------------------------GAACCGT-TT--ATCTC--CCATTAACTGCTGTCTTGCAGAGTCT--GTGGAC---G-TGGTCCAAA-T----T--TGTCTACAGCCACTGCGATTCCG-GGCAGTTGAAAGTGAT--AA-TACGGACT---CCCCAAAAACACATCACATCT-GCGCTT--TGTGCACC-GC-----------AC---------------------

droBip1 scf7180000396580:1442837-
1443009 +

ATCCC-------------------------AGTTAAACGCACAGCTTTAA--G-------------------------------------------------------------------------------------GATCAGCATT---TCTC--CCATTAACTGCCGTCTTGCAGCGTCT--GTGGAC---G-TGGTCCAAA-T----T--TGTCTACAGCCGCTGCGATTCCGGGGCAGTTGCAAGTGAAACCA-TACGGATT---CCTCAA--ATACATCACATCT-GCGCTT--TGTGCACC-GC-----------AC---------------------

dp5 Unknown_singleton_3046:18-
209 +

dps_31 ---CC-------------------------ATTTA--CGCACAGCAACAA--AAGATAAAACTAATC---T---------------------------------------CGGATCGGATG-------TTC-------------C-TTAAAC-----CT--TAACTGCCGTCTTGCAGCGCCT--GTGGACG--ATAGGTCCAAAAT----TTCAGTCTACAGACGCTGCGATTCCG-GGCAGTTGAGT-GGAT--------GGGAT---CCACCT--TTAAATCACACTTAAAGCTA--TGTGCACA-GA---------GTACAGT---AG-------------

droPer2 scaffold_1:8612773-8612992
-

dpe_229 CTCCCAATATCAGTAATCCAAGAATTAACCATTTA--CGCACAGCAACAA--AAGATAAAACTAATC---T---------------------------------------CGGATCGGATG-------TTC-------------C-TTAAAC-----CT--TAACTGCCGTCTTGCAGCGCCT--GTGGACG--ATAGGTCCAAAAT----TTCAGTCTACAGACGCTGCGATTCCG-GGCAGTTGAGT-GGAT--------GGGAT---CCACCT--TTAAATCACACTTAAAGCTA--TGTGCACA-GA---------GTACAGT---AG-------------

droWil2 scf2_1100000004945:407265-
407435 +

dwi_5419 ATCAC-------------------------AGTAA--CGCACAGTTAAATACATGATATATCCT--CCAAAT-------------------------------------G-----TGAATT-------AGATATAAGTTATATCC-AGTGATCGA--TT--TAATTGCCGTCTTGCAGGGTCTTTGTAAAGAATCCAGGTCCAAA-TTAA-AT-TCTTTATAGATCCTGCGATTCTG-GGCAATTGAAT-GA-CA-------------------------------------------------CACT-----------------------G-------------

droVir3 scaffold_12963:14467451-
14467620 -

dvi_24646 ATTCA-------------------------AATTA--TTTTAA-----------------------CATGT-----CCAACAGTTTAGCAAGTC--------------------------------------------------T-ATGT---AA--TG--TAACTGCCGTCTTGCAACGCCT--GTGGATA-CAAAGGTCCAAAAA----TT-AATCCACACGAGTTGCGATTCTG-GGCAGTTGA------------------------------------TTTTACTAAAATCTT--TATGCACATGTAAACATGGG--AGAGTGTCAG-------------

droMoj3 scaffold_6500:15423873-
15424047 -

dmo_3155 ATTTC-------------------------ATTTT--CGAA--TCCACAA--CACATT-----------------------------------CCCACAACCAACGATTT-----TGGACGGTAGACAACAGC----ACAGCAGC-CGGCACTCGTCTT--TAACTGCCGTCTTGCAGCTCCT--GTGGATG-CCCAGGTCCAATAA----GT-AATCCACACGTGCTGCGATTCCG-GGCAGTTGAGG-GGA-GCAA-CAGGAT--------------------------------------------------------------------------------

droGri2 scaffold_15252:2029209-
2029384 +

dgr_469 GAATC-------------------------ACTAA--TTTACAATTGGAA--TAGAGGAATCAT--CATAATTTGTATATCAATCTATATAATC--------------------------------------------------T--TAC-AATG--AT--TAACTGCCGTCTTGCCGGGCCT--GTGGGCA-CCCAGGTCCAAACA-AAAGT-TGCCCACATGCTCGGCGATTCTG-AGCAGTTAAAC-----------------------TCA---GT---------TTA--ACTT--CATTCACA-----------------------A-------------

Generated: 09/08/2015 at 07:56 PM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409554:3024268-3024474
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302188:2121990-2122201
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415438:753080-753236
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491046:1758532-1758739
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780028:158211-158416
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453924:1051713-1051930
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302246:274508-274656
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:9588076-9588247
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4042.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396580:1442837-1443009
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_3046:18-209
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_31.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:8612773-8612992
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_229.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004945:407265-407435
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5419.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:14467451-14467620
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24646.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:15423873-15424047
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3155.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:2029209-2029384
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_469.html
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AACCTGCACAAATCAAAAGATCAAGTATACGCGGTCCTTCCATGTGTGTCATGTGCATTATCCTGGCTGATCCTGGCAAGGATTATACGCTGGAGCAGCCAAGATAGTGTCTGAAAATTTGTGGACACTCTCAAACGGAGATCATTGGGCCAATGCAAGGTTTTC
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..........................................................................................TGGAGCAGCCAAGATAGTGTCTGA................................................... 24 0 1 12.00 12 7 4 1 0 0

.............................................................................................AGCAGCCAAGATAGTGTCTGAA.................................................. 22 0 1 5.00 5 5 0 0 0 0

..........................................................................................TGGAGCAGCCAAGATAGTGTCT..................................................... 22 0 1 4.00 4 1 1 2 0 0

..........................................................................................TGGAGCAGCCAAGATAGTGTCTG.................................................... 23 0 1 4.00 4 3 1 0 0 0

.............................................................................................AGCAGCCAAGATAGTGTCTGA................................................... 21 0 1 2.00 2 1 0 1 0 0

.....................................................................................TACGCTGGAGCAGCCAAGATAG.......................................................... 22 0 1 1.00 1 0 0 1 0 0

...........................................................................................GGAGCAGCCAAGATAGTGTCTGA................................................... 23 0 1 1.00 1 0 0 1 0 0

.....................................................TGCATTATCCTGGCTGATCCTGG......................................................................................... 23 0 1 1.00 1 0 0 1 0 0

.........................................................................................CTGGAGCAGCCAAGATAGTGTC...................................................... 22 0 1 1.00 1 0 0 1 0 0

......................AAGTATACGCGGTCCTTCCATGTG....................................................................................................................... 24 0 1 1.00 1 0 1 0 0 0

.............................................................................................AGCAGCCAAGATAGTGTCTGAAA................................................. 23 0 1 1.00 1 1 0 0 0 0

..................................................ATGTGCATTATCCTGGCTGATC............................................................................................. 22 0 1 1.00 1 0 1 0 0 0

Anti-sense strand reads

TTGGACGTGTTTAGTTTTCTAGTTCATATGCGCCAGGAAGGTACACACAGTACACGTAATAGGACCGACTAGGACCGTTCCTAATATGCGACCTCGTCGGTTCTATCACAGACTTTTAAACACCTGTGAGAGTTTGCCTCTAGTAACCCGGTTACGTTCCAAAAG
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Species Coordinate ID Alignment
droEre2 scaffold_4784:2108783-

2108947 -
der_94 AACCTGC------------------------ACAAATCAA-----------A--AGAT------------------CAAGTATACGCGGTC-------CTTCCATGTGTGTC-ATGTGCATTATCCTGGC------T--GATCCTGGCAAGGATTATACGCTGGAGCAG--------------------------------------------------------------------------------------------------------CCAAGAT------------AGTG-TCTGAAAATTTGTGGA--------------------------------------------C--ACTCTC-AAACGGAG------ATCATTGGG--CCAATGC--A---AGGTTT---TC

droYak3 3L:2067759-2067922 - dya_1787 AACCTGC------------------------ACAAATCAA-----------A--AGAT------------------CACGTATACGCAGTC-------CTTCCATGTGTGCC-ATATGCATTATCCTGGC------T--GATCCTGGCAAGGATTTTACGCTGGAGCAG--------------------------------------------------------------------------------------------------------CTAAGAT------------AGTG-TCTAAAAAATAGTGG---------------------------------------------C--ATTCTC-AAACGGAG------ATTATTGGG--CCAATGC--A---AGGTTT---TC
droSec2 scaffold_2:2140505-2140669

-
dse_1837 AACCTGC------------------------ACAAATCAA-----------A--AGAT------------------CACGTATACGCGGTT-------CTGCCATGTGTGCG-ATGTGCATTATCCTGGC------T--GATCCTGGCAAGGATTATACGCTGGAGCAG--------------------------------------------------------------------------------------------------------CCAAGAT------------AGTG-TCTGAAAAATCGTGAA--------------------------------------------C--ATTCTC-AAGCGGAG------ATCACTGGG--CCAATGC--A---AGGTTT---TC

droSim2 3l:2012829-2012993 - dsi_32442 AACCTGC------------------------ACAAATCAA-----------A--AGAT------------------CACGTATACGCGGTT-------CTGCCATGTGTGCG-ATGTGCATTATCCTGGC------T--GATCCTGGCAAGGATTATACGCTGGAGCAG--------------------------------------------------------------------------------------------------------CCAAGAT------------AGTG-TCTGAAAAATCGTGAA--------------------------------------------C--ATTCTC-AAACGGAG------ATCACTGGG--CCAATGC--A---AGGTTT---TC
dm3 chr3L:2114918-2115082 - dme_114 AACCTGC------------------------ACAAATCAA-----------A--AGAT------------------CACGTATACGCGGCT-------GTGCCATGTGTGCG-ATATGCATTATCCTGGC------T--GATCCCGGCAAGGATTATACGCTGGAGCAG--------------------------------------------------------------------------------------------------------CCAAGAT------------AGTG-TCTGAAAAATTGTGAA--------------------------------------------C--ATTCTT-AAACGGAG------ATCACTGGG--CCAATGC--A---AGGTTT---TC
droEug1 scf7180000409091:158118-

158283 +
AACCTGC------------------------ACATATCAA-----------A--CGAT------------------CTCGTATATACGCTC-------CTGCCATGTGTATGAATGTGCATTATCCTGGC------T--GATCCTGGCAAGGATTACCCGCTGGAACAG--------------------------------------------------------------------------------------------------------CCAAGAT------------AATT-CCACAAAAGTTGTGAA--------------------------------------------A--ATTCTT-TTACATAG------ATCATTGGG--CCAATGC--A---AGGTTT---TC

droBia1 scf7180000302428:8837688-
8837856 -

AACCTGC------------------------ATATATCAA-----------A--AGAT------------------CACGCATATGCGCTCCCT----CTGCCATGTGTGTGAGTGTGCACTATCCTGGC------T--GATCCTGGCCAGGATTACCCGCTGGAACGG--------------------------------------------------------------------------------------------------------CCAAGAT------------AGTG-CCAGCAAAAGTGTGAA--------------------------------------------A--ATTCTT-CGGCAAAG------ATCATTGGG--CCAATGC--A---AGGTTC---TC

droTak1 scf7180000414400:42688-
42864 -

AACCTGC------------------------ATATATCGA-----------AAAAGATCTCAT--ATA----------TGTA--TACGCCA-------GTGCCATGTGTGTGAATGTGCATTATCCTGGC------T--GATCCTGGCAAGAATTACGCGCTGGAAAAG--------------------------------------------------------------------------------------------------------CCAAGAA------------AATA-GCAGGAAAATTGTGAA-----------------------------AAGA--A--------A--ATTATT-CAACAAAG------ATCATTGGG--CCAATGC--A---AGGTTT---TC

droEle1 scf7180000491249:3380317-
3380473 +

AACCTGC------------------------ATATAGCGA-----------AAGAGAT------------------CACGT-------------------ACCATGTGTGCGAATGTGCATTATCCTGGC------T--GATCCCGGCAAGGATTACCCGCTGGAACTG--------------------------------------------------------------------------------------------------------CCAAAAA--T---------AGTG-CCAGGAATATTGTGAA--------------------------------------------A--ATTCTT-AAGAAAAG------TTCATTGGG--CCAATGC--A---AGGTTT---TC

droRho1 scf7180000779211:43049-
43201 -

AACCTGC------------------------ATATATCCG-----------T--AGAC------------------TACG-------------------TGCCATGTGTGCGAATGTGCATTAGCCTGGC------T--GATCCTGGCAAGGATTACCCACTGGAACAG--------------------------------------------------------------------------------------------------------CCAAAAT------------AGTG-CCGGAA-AAGTGTGAA--------------------------------------------A--CTTCTT-TAGCAAAG------ATCATTGGG--CCAATGC--A---AGGTTT---TC

droFic1 scf7180000453052:945722-
945886 +

AACCTGC------------------------ACATATTAA-----------A--AGGA------------------CATGGATATGCGCTC-------CTGCAATGTGTGTGAATGTGCACTATTCTGGC------T--GATCCTGGCAAGGATTACCGACTGGAACAG--------------------------------------------------------------------------------------------------------CCAAAAT------------AGTG-ACTGGAAAA-TGTGAA--------------------------------------------A--ATTCTC-GAACAGAG------ATCATTGGG--CCAACGC--A---AGGTTT---TC

droKik1 scf7180000302441:1692352-
1692503 +

TAGCGAG------------------------ATATAT--A---TGCGA---A--AGC----CTGC--ATATA------------TCTA---------------------GTGAATGTGCATTATCCTGGCTGCCGCT--GATCCTGGCAAGGATTACACGCTGAAAAAG--------------------------------------------------------------------------------------------------------CTCAAGC------------AGTG-ACCCGAAAAGTGTGAA--------------------------------------------T--AT---------------------CGTTGGGTTTGGCTGC--AAGAGGGTTT---TC

droAna3 scaffold_13337:715323-
715493 +

dan_4047 AAAAAAA------------------------GCAAATCGA-----------A--AGTAC--CTACCACTATC------------TCA------GTGA-CTATAATCTGT--GCACCTGCATTGTCCTGAC------T--GATCCTCGCAAGGATCAGCCCCCAAAAGAG--------------------------------------------------------------------------------------------------------CCGTG-C------------AGTGGCCGGCAGTGCCGTGAA--------------------------------------------A--ATAGTTGAGGCGGTG------GCCGATGCA--CCAATCTCAT---ACGGTT---TC

droBip1 scf7180000395155:42404-
42570 -

AGAAAGAA-----------------------GCATATTGA-----------A--AGCA--CCTAC--ATATA------------T--CTTACAAGTGACTAACAAGTGT--GCACCTGCATTGTCCTGGA------ATATATCCTTGCAAGGACGGACCCCCCAAATAG--------------------------------------------------------------------------------------------------------CCGTG-C------------AGT----------GCTGTGAA--------------------------------------------A--ATATTTGAGGCGGTG------GCCAATGCA--TCAATCTCAT---ACGGTT---TC

dp5 XR_group6:12020040-12020220
-

C---TAT------------------------AAATATAGG-----------AACAAAACATAT--ACATATA------------TCA------GGGA-GTG-TACATATGCATGCGGACATTATCCTGGC------T--GATCCTGGCAAGGATTACAGGCCACTCGAG--------------------------------------------------------------------------------------------------------CTGGGATAATGCCTCTCCC---------------------TCCCTCTCTCTCTGTGGGAAAAAGGAGTTCAAACCAAT-----------TTT---TTTATTG------T--------------TTT--T---TGTTTT---TT

droPer2 scaffold_33:40922-41110 - TATATGCTAT---------------------AAATATAGG-----------AACAAAACATAT--ACATATA------------TCA------GGGA-GTG-TACATATGCATGCGGACATTATCCTGGC------T--GATCCTGGCAAGGATTACAGGCCGCTCGAG--------------------------------------------------------------------------------------------------------CTGGGATAATGCCTCTCCC---------------------TC--TCCCTCTCTGTGGGAAAAAGGAGTTCAAACCAAT------------TTT-TTTTATTG------TTTTTT-------------------GTTTTTTTTT
droWil2 scf2_1100000004729:1284523-

1284717 +
dwi_5428 TGTA-------------------------------------------------------------------------------------------------------------TTTTACATTATTCTAGT------T--GATCCTGACGACGATTACACACTGGGATTTCCTAGGATAATGTGCAAAACAATTCAACATGTATTTATATTTATATATATATATATATATATATGTATATATTTACATAAAAATATCGTGATATATACATACAA-----------ATACA-----------------ATCTGAA------CTGT------------------------------------------------------------TTTGGGG--GAAAAGA--G---AGTTGC---GC

droVir3 scaffold_13049:11999096-
11999300 +

AATATGCGATCCAATTTAAAG----------ATA--TCCAATATACACATGT--ATAT---TTAA--ATATATCCATC------TT-GTTA--TGC--ATGACAAATGTGCTTAAGTGCATTATCCTGGC------T--TATCCTGCCCAGGATTACAGGCTACGATAG--------------------------------------------------------------------------------------------------------CTGTGATAATGTACAGAAC-----TGTGAAAAATAA------------------------------------------------C--GCTCTT-GA--TAAAATAAATAGAAG-CGA--GCACTGC--A---GAGTTT---TC

droMoj3 scaffold_6680:8821376-
8821573 -

CATATATATGTCA-------GATATCAAAAAATA--TATA---TACAT---------ACATAT--ATTTATA------------TCT-ATT-------TTATAATATATACTTGAGTGCATTATCCTAGC------T--CATCCTGCCCAGGATTACAGGCAAAGAGAG--------------------------------------------------------------------------------------------------------CTGCGAT------------AATG-CACGAA--CTAGTGAA-------------------------------AACCAATACCGAATATACTGTG-TAATCATG------AAAATCAAA--ACTGTGC--A---GAGTTT---TT

droGri2 scaffold_15110:11439203-
11439378 +

CACATAC------------------------ATATATAAT-----------A--ATAT---ATGG--A--------TACGTCTAGATTGTT-------ATA-CAAATGTGATCAAGTGCATTATCCTGGC------T--TATCCTGCCCAGGATTACAGGCAAAGATAG--------------------------------------------------------------------------------------------------------CTGCGAT------------AATG-TAC--AGAATTGTGAATAAC-------------------------------TA-------T--ATACTG-TGTGTAGAAT---CATCAGTGA---GCAGTTC--A---GAGTTT---TC
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ACGGAAGTGTTGATATGGCCGCAGCTCAGTCGCAGTCGCAGTCGCAGCTCAGTCGGTATAGAAATTGTCATCTCATAACGACTTAAGCTGCTCAGCACGCAACATGACCGGGCTGAGCAGCATAGTCAGCATTTCTGCACCTCCCAGAATCCAGCCCATCCCCCATCTTCCACCACTATTGCCACCCACTTTTCCAGCCCACTG
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............................................................................AACGACTTAAGCTGCTCAGCACG......................................................................................................... 23 0 1 9.00 9 7 2 0 0

............................................................................AACGACTTAAGCTGCTCAG............................................................................................................. 19 0 1 5.00 5 4 0 1 0

............................................................................AACGACTTAAGCTGCTCAGC............................................................................................................ 20 0 1 4.00 4 3 1 0 0

............................................................................AACGACTTAAGCTGCTCAGCA........................................................................................................... 21 0 1 4.00 4 3 1 0 0

............................................................................AACGACTTAAGCTGCTCAGCAC.......................................................................................................... 22 0 1 3.00 3 0 3 0 0

............................................................................AACGACTTAAGCTGCTCAGCAT.......................................................................................................... 22 1 1 2.00 2 1 0 1 0

............................................................................AACGACTTAAGCTGCTCAGCACA......................................................................................................... 23 1 1 1.00 1 1 0 0 0

............................................................................AACGACTTAAGCTGCTCAGT............................................................................................................ 20 1 1 1.00 1 0 0 1 0

............................................................................AACGACTTAAGCTGCTCAGA............................................................................................................ 20 1 1 1.00 1 0 1 0 0

...............................................................................GACTTAAGCTGCTCAGCACGT........................................................................................................ 21 1 1 1.00 1 1 0 0 0

.............................................................................ACGACTTAAGCTGCTCAG............................................................................................................. 18 0 1 1.00 1 0 1 0 0

Anti-sense strand reads

TGCCTTCACAACTATACCGGCGTCGAGTCAGCGTCAGCGTCAGCGTCGAGTCAGCCATATCTTTAACAGTAGAGTATTGCTGAATTCGACGAGTCGTGCGTTGTACTGGCCCGACTCGTCGTATCAGTCGTAAAGACGTGGAGGGTCTTAGGTCGGGTAGGGGGTAGAAGGTGGTGATAACGGTGGGTGAAAAGGTCGGGTGAC
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Species Coordinate ID Alignment
droEre2 scaffold_4770:13232504-

13232707 +
der_1512 ACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCGCA------GTCGCAG---------------------------------CTC---------------------------------------AGTCGGTATAGAAATT------GTCATCTCATAACGACTTAAGCTGCTCAGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC------ACCTCCCAGAATCCA-------G---------CCCATCCCCC---A----TCTTCCAC--CACTATTG------------CCACCCAC-TTTTCC--------AGCCCAC-TG

droYak3 3R:12705448-12705649 - dya_1782 ACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCGCA------------G---------------------------------CTC---------------------------------------AGTCGGTATAGAAATT------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC------ACCTCCCAGAATCCA-------G---------CCCATCCTC---AGTCGGTCTTCCAC--CACTGTTG------------CCACCCAC-TTTTCC--------AACCCAC-TG
droSec2 scaffold_0:13567281-

13567479 +
dse_131 ACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCGCA------------G---------------------------------CTC---------------------------------------AGTCGGTATAGAAATT------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCTTAGTCATCATTTCTGC------ACCTCCCAGAATCCA-------G---------CCCATCCTCCTTAG--------CGAACACACTATTG------------CCACCCAC-TTTTCC--------AGCCCAC-TG

droSim2 3r:12738962-12739160 + dsi_32436 ACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCGCA------------G---------------------------------CTC---------------------------------------AGTCGGTATAGAAATT------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC------ACCTCCCAGAATCCA-------G---------CCCATCCTCCTTAG--------CGAACACACTATTG------------CCACCCAC-TTTTCC--------AGCCCGC-TG
dm3 chr3R:8419591-8419787 - dme_234 ACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCACAGTCCCA------------G---------------------------------CTC---------------------------------------AGTCGGTATAGAAATT------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC------ACCTCCCAGAATCCA-------G---------CCCATCCTCCTCAG--------CAAA--CACTATTG------------CCACCCAC-TTTTCC--------AACCCAC-TG
droEug1 scf7180000409615:635431-

635621 -
ACGGAAGTGTTGATATTGC--CGCTGCT-CAGTCGCAGTCGCA------------G---------------------------------CTC---------------------------------------AGTCGGTATAGAAATT------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACTGGG-----CTGAGCAGCATAGTCAGCATTTCTGC------ACCTCCCAGAATCCG-------T---------TTCACCCTCCTT-------------------TTATA------------CAACCCAC-TTCTCC----CACCA-CCCAC-AG

droBia1 scf7180000302402:97555-
97755 -

GCGGAAGTGTTGATATTGC--CGCTGCT-CAGTCGCAGTCGCG------GTCGCAG---------------------------------CTCA-GTCG---CAATT------------------------CAGGCGGTATAGAAATT------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC------ACCTCCCAGCATCCA-------G---------CTCACCCCGCTGGG--------C-------------------------CCACCCAC-TTT-CC--------A-CCCAC-TG

droTak1 scf7180000415366:130681-
130875 +

ACGGAAGTGTTGATATTGC--CGCTGCT-CAGTCGCAGTCGCA------------G---------------------------------CTCA-GTCG---CAATT------------------------CAGTCGGTATAGAAATT------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC------ACCTCCCAGAATCCA-------G---------CTCACCCGCCT-----------------------TT------------CCACCCAC-TTTTCC--------AACCCAC-TG

droEle1 scf7180000490994:97226-
97421 -

ACGGAAGTGTTGATATTGC--CGCTGCT-CTGTCGCAG-CTCA------GTCGCAG---------------------------------CTCA-GCCG---CAAGT------------------------GAGTCGGTATAGAAATT------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCAGC------ACCTCCCAGAATGCGGCATATAG---------CCCACCC--------------------------------------------CCC-CGTTT-TC--------A-CCCAC-TG

droRho1 scf7180000777772:6573-6767
-

AGGGAAGTGTTGATATTGC--CGCTGCT-CAGCCGCAGTCGCA------------G---------------------------------CTCA-GTCG---CAAGT------------------------GAGTCGGTATAGAAATC------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC------ACCTCCCAGAATCCA-------GAAACCAGCACCCA-------------------------------G------------CCACCCCC-TTTTCC--------A-CCCAC-TG

droFic1 scf7180000453812:694069-
694269 +

ACGGAAGTGTTGATACTAC--CGCTGCT-CAGTCGCAGTCGCA------------G---------------------------------CTCA-GTCG---CACAT------------------------CAGTCGGTATAGAAATC------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGAG-----CTGAGCAGCATAGTCAGCATTTCTGC------ACCTCCCAGAATCCA-------G---------CC--------------------------------AGCCACCCACTTACACACCCAC-TTCACC----CACCA-CCCAC-TG

droKik1 scf7180000302256:649525-
649726 +

ACGGAAGTGTTGGTATTGC--CGCTGCT-CAGGCGCTGTCGCA------------G---------------------------------CTCA-GTCACTGAGAC----GCCGAGGCGCTGAGTC--GCTCTGTCGGTACAGAAATT------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC------AGTTCCCAGAAGGCA-------G---------------------------------------------------------CCACCCAC-TTTTCC--------A-CCCAC-TG

droAna3 scaffold_12911:3351170-
3351290 -

ACGGAAGTGTTGATATCGC--CGCTGCC-TGG---------------------------------------------------------CTG---------------------------------------GGGCGGTGTAGGAATT------GTCATCTCAGAACGACTTAAGCTGCTCGGCACGCAACATGAC----------TGAGCAGCGTAGTCAGCATTTCTGC------ACCTCC-----------------------------------------------------------------------------------------------------------

droBip1 scf7180000396640:216821-
216944 -

ACGGAAGTGTTGATATCGC--CGCTGCC-TGG---------------------------------------------------------CTC---------------------------------------AGGCGGTGTAGGAATT------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGAC----------TGAGCAGCGTAGTCAGCATTTCTGC------ACCTCCCAG--------------------------------------------------------------------------------------------------------

dp5 2:2527940-2528072 - ACGGAAGTGTTGATACTGCCCCGCCGCT-CAGTCACAGTCGCA------GTCGCAG-----------------------------------------------------------------AGCCTTTCTCTGT-GGCATAGAAATC------GTCATCGCATAACGACTTAAGCTCCTCGGCAC------------------------------AGTCAGCATTTCTGCGAGTACATCCCC-----------------------------------------------------------------------------------------------------------
droPer2 scaffold_7:2696939-2697071

-
ACGGAAGTGTTGATACTGCCCCGCCGCT-CAGCCACAGTCACA------GTAGCAG-----------------------------------------------------------------AGCCTTTCTCTGT-GGCACAGAAATC------GTCATCGCATAACGACTTAAGCTCCTCAG------------------------------CACAGTCAGCATTTCTGCGAGTACATCCCC-----------------------------------------------------------------------------------------------------------

droWil2 scf2_1100000004943:2230139-
2230326 -

ACGGAAGTGTTGATATTGC--CCTTGCT-C-----------------------------------------------------------------------------------------------------------TATGGAAATCGTCATCGTCATCTCATAACGACTTAAGCTTCTCAGCACGCAGCCTGACTAAGCTCAGCTGAGCAGCATAGTCAGCAATTCTGCAGGAGCATCTCATATAAGACA-------T---------CACACACTCC-------------CAC--CACCTCAG------------CACAAC----CCCCCTTCAT---A-CCAACATA

droVir3 scaffold_12855:538339-
538484 +

GCGGAAGTGTTGATATTGT--CGCTGCT-CAGCC-CGGCAGCG------------A---------------------------------CTTAGGCTG---CGACT------------------------GCGGCGCTGCTGAAACT------GTTGTCGCATAAAGACTTAAGCTGCTCAGCAGGCAGCGTCAGCGAT-----TCCGGTTGC----------------------------------------------------------------------------------------------------------TCCGC-TTTACT--------CGCCTGG-GG

droMoj3 scaffold_6540:12428185-
12428378 -

GCGGAAGTGTTGATATTGC--CGCTGCCTCAGCC-TGGCGGCG------------A---------------------------------CTGCGACTG---CGACTGAGGCA------------------GAGGCGCCGTTCAAACT------GTTGTCGCATAACGACTTAAGCTGTTCAGCACGCAGCGTCAGCGAT-----TCCGGCTGCTCTG----C-TTTGTGC------GCCTGGGGG---CCA-------CACTTCAA--GTCACAC-----------------------------------------ACACGCAC-ACTCTC--------G-CACAC-TC

droGri2 scaffold_14906:1656720-
1656910 +

GCGGAAGTGTTGATATTGC--CGCTGCT-TAGTC----TGGCAGCGACAGTAGCGGAGGTGGAGATGGAGACGGAGGTGGAGGCGGAGACGGTGACTG---AGACTGAGGCA------------------GCCACACTGTTGAAATTGT----GTTGTCGCATAACGACTTAAGCTGCTCAGCACGCAGCGT--------------------------CAGCGATTC-----------------------------------------------------------------------------------------CCACCGCC-TTCTCC--------G-CCATT-TT
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Repeatable elements

Name Class Family Strand

(CAG)n Simple_repeat Simple_repeat +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CATATAGCGACCCAAGTCAAGGGAATCGCCAGCAGTAGCAAGCAACAGAAGCAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACAACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGCAGCACCCGCCCACTCCAACGTATCCACCTCCGGTTCCCTTAGCACAATAGAAGGCTCTGCTTCGCCGC

***********************************************************..((((...(((((...(((.(((((.(((.((((((................)))))).))).))))).)))))))).))))....***********************************************************
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V060

head

.........................................................................................................CAGCAAACGGCAGAGGCAACGGCAGC.......................................................................... 26 0 1 7.00 7 0 0 0 7 0 0 0

..........................................................................TGTGCCGCTGTCGCCCTTGCCG............................................................................................................. 22 0 1 3.00 3 3 0 0 0 0 0 0

..........................................................................TGTGCCGCTGTCGCCCTTG................................................................................................................ 19 0 1 2.00 2 1 0 1 0 0 0 0

....................................AGCAAGCAACAGAAGCAACTGGCCAGT.............................................................................................................................................. 27 0 1 2.00 2 1 0 1 0 0 0 0

..........................................................................TGTGCCGCTGTCGCCCTTGC............................................................................................................... 20 0 1 2.00 2 1 0 0 0 0 1 0

..............................................................................................................................................................ATCCACCTCCGGTTCCCTTAGCAC....................... 24 0 1 2.00 2 0 2 0 0 0 0 0

.....AGCGACCCAAGTCAAGGGA..................................................................................................................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0

.......................................AAGCAACAGAAGCAACTGGCCAGTGC............................................................................................................................................ 26 0 1 1.00 1 0 1 0 0 0 0 0

...........................................................................................TGCCGCAACAACAACAGCAAACGGC......................................................................................... 25 0 1 1.00 1 1 0 0 0 0 0 0

.............................................................................................CCGCAACAACAACAGCAAACGGCAGA...................................................................................... 26 0 1 1.00 1 0 0 1 0 0 0 0

........................................AGCAACAGAAGCAACTGGCCAGT.............................................................................................................................................. 23 0 1 1.00 1 0 0 1 0 0 0 0

...ATAGCGACCCAAGTCAAGGGAATCGC................................................................................................................................................................................ 26 0 1 1.00 1 0 0 1 0 0 0 0

.......................................................................................................AACAGCAAACGGCAGAGGCAACGGC............................................................................. 25 0 1 1.00 1 0 0 0 0 0 1 0

..........................................................................TGTGCCGCTGTCGCCCTTGCC.............................................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0

.................................................AGCAACTGGCCAGTGCGCG......................................................................................................................................... 19 1 1 1.00 1 0 0 0 0 1 0 0

............................................................................TGCCGCTGTCGCCCTTGCCGCA........................................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0

...................................................................................................................CAGAGGCAACGGCAGCAGCAG..................................................................... 21 0 1 1.00 1 0 0 0 0 0 1 0

...........CCAAGTCAAGGGAATCGCC............................................................................................................................................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0

.........................................................................................................................CAACGGCAGCAGCAGCAGCACCC............................................................. 23 0 1 1.00 1 1 0 0 0 0 0 0

.................................................................................................................................GCAGCAGCAGCACCCGCCCA........................................................ 20 0 1 1.00 1 1 0 0 0 0 0 0

...ATAGCGACCCAAGTCAAGG....................................................................................................................................................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0

...........................................AACAGAAGCAACTGGCCAGTGCGCAGC....................................................................................................................................... 27 0 1 1.00 1 1 0 0 0 0 0 0

......................................................................TGCCTGTGCCGCTGTCGCCCTTGCCGC............................................................................................................ 27 0 1 1.00 1 1 0 0 0 0 0 0

..........................................................................TGTGCCGCTGTCGCCCTTT................................................................................................................ 19 1 1 1.00 1 0 0 1 0 0 0 0

..........................................................................................................AGCAAACGGCAGAGGCAACGGC............................................................................. 22 0 1 1.00 1 0 0 1 0 0 0 0

...........................................AACAGAAGCAACTGGCCAGTGCGC.......................................................................................................................................... 24 0 1 1.00 1 0 1 0 0 0 0 0

......................GAATCGCCAGCAGTAGCAAGC.................................................................................................................................................................. 21 0 1 1.00 1 0 0 1 0 0 0 0

...................................................................................................................CAGAGGCAACGGCAGCAGCAGA.................................................................... 22 1 1 1.00 1 0 0 1 0 0 0 0

........................................................................................................ACAGCAAACGGCAGAGGCAAC................................................................................ 21 0 1 1.00 1 0 1 0 0 0 0 0

......................................................................................................................................AGCAGCACCCGCCCACTCCAACGT............................................... 24 0 1 1.00 1 1 0 0 0 0 0 0

..........................................................................................................................AACGGCAGCAGCAGCAGC................................................................. 18 0 20 0.05 1 0 1 0 0 0 0 0

Anti-sense strand reads

GTATATCGCTGGGTTCAGTTCCCTTAGCGGTCGTCATCGTTCGTTGTCTTCGTTGACCGGTCACGCGTCGACGGACACGGCGACAGCGGGAACGGCGTTGTTGTTGTCGTTTGCCGTCTCCGTTGCCGTCGTCGTCGTCGTGGGCGGGTGAGGTTGCATAGGTGGAGGCCAAGGGAATCGTGTTATCTTCCGAGACGAAGCGGCG

***********************************************************..((((...(((((...(((.(((((.(((.((((((................)))))).))).))))).)))))))).))))....***********************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM1528801

follicle
cells

V060

head

V040

embryo

V107

male
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4845:11355676-

11355880 +
der_1520 CAT---ATAGCGACCCAAGTCAAGGGAATCGCCAGC-------A---------GTAGCA---------------AG---CA------ACAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGCA---------------------GC---ACC------------------------------CGCCCAC------------T---------CCAACGTA---------------TCCACCT---------CCGGTTCCCTTAGCACAATAGAAGGCTCTGCTT------------CGCCGC

droYak3 2R:11976229-11976433 - dya_1795 CAT---ATAGCGACCCAAGTCAAAGGAATCGCCAGC-------A---------GCAACA---------------AA---CA------ACAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGCA---------------------GC---ACC------------------------------CGCCCAC------------T---------CCAACGTA---------------TCAACCT---------CCGTTTCCTCCAGCACAATAGAAGCCTCTGTTT------------CGCCGC
droSec2 scaffold_9:543248-543455 + dse_1843 CAT---ATAGCGACCCAAGTGAAGGGAATCGCCAGC-------A------GCAGTAGCA---------------AA---CA------ACAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGCA---------------------GC---ACC------------------------------CGCCCAC------------T---------CCAACGTA---------------TCCACCT---------CCGTTTCCTCCAGCACAATAGAAACCTCTGTTT------------TGCCGC
droSim2 2r:17766310-17766517 + dsi_32456 CAT---ATAGCGACCCAAGTGAAGGGAATCGCCAGC-------A------GCAGTAGCA---------------AA---CA------ACAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGCA---------------------GC---ACC------------------------------CGCCCAC------------T---------CCAACGTA---------------TCCACCT---------CCGTTTCCTCCAGCACAATAGAAGCCTCTGTTT------------TGCCGC
dm3 chr2R:17211888-17212089 + dme_419 CAT---ATAGCGACCCAAGTGAAGGGAATCGCCAGC-------A------GCAGCAGCA---------------AA---CA------ACAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGCA---------------------GC---ACC------------------------------CGCCCAC------------T---------CCAACGTA---------------TC---------------CGTTTCCTCCAGCACAATAGAAGCCTCTGTTT------------TGCCGC
droEug1 scf7180000409474:730362-

730572 -
CAC---CTTGCGACCCAAGCTAAGGGAATCGCCAGC-------A---GCAGCAGTAGCA---------------------A------ACAGAAG---CAACTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGCA---------------------AC---AAG------------------------------CGCCCAC------------T---------GTAATCCA---------------TCCACCG------GACCTAGTACGACCAGCACCATAGAAGCCTCCGTTT------------CGCCGC

droBia1 scf7180000302143:1194589-
1194823 -

CAT---ATTGCGACCCAAGCGAAGGGAATCGCCACC-------AGCAGCAGCAGTAGCA---------------------A------GCAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGCA------GTAGCACTAGCAGTAGC---ACC------------------------------CGCCCAC------------T---------CCAACCCA---------------TCCGCCTCCGCCGCGTCTAGCACCATCAGCACCATAGAAGCCTCCGTTT------------TACCGC

droTak1 scf7180000415722:103138-
103312 +

CAT---ATTGCGACCCAAGCCAAGGGAATCGCCAGC-------A---------GTAGCA------------------------------AGAAA---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGCA------G---------CAGTAGC---ACC------------------------------CGC---------------------------------------------------------------------------CAGCACCATAGAATCCTCCGTTT------------CACCGC

droEle1 scf7180000491232:161869-
162076 -

CATCACCTTGCGACCCAAGCAAAAGGAATCGCAAGC-------A---------GCAGCA---------------------A------ACAGAAG---CATCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGCA---------------------GC---ATC------------------------------CGCCCAC------------A---------CCAACCCA---------------TCCGCCT------CCTCCAGCACCACGAGCACCATAGAAGCCTCTGTTT------------CGCCGC

droRho1 scf7180000780265:156473-
156683 -

CAT---CTAGCGAACCAAGCAAAAGGAATCGCTAGC-------A---------GTAGCA---------------------A------ACAGAAG---CAGCTACCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGCA------G---------CAGCAGC---AAC------------------------------CGCCCAC------------A---------CCAACCCA---------------TCCGCCT------CCACCAGCACCACGAGCACCATAGAATCCTCCGTTT------------CGCCCC

droFic1 scf7180000453811:56703-
56922 -

CATCACCTTGCCAGCCAAGCAAAAGGAATCGCCAGC-------A---------GTAGCA---------------------A------ACAGAAA---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACAACAACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGCA---------------------GC---ACC------------------------------CGCCCACTCAGCT---TACT---------CCAATCCA---------------TCCGCCT------CATCTAATACCACCGCCACGATAGAAGCCTCTGTTT------------CGCCGC

droKik1 scf7180000302411:441422-
441668 +

CAC---CATCCGCCCCAAGGAAAGGGAGTCGCCAGC-------A---------GTAGCAAGCATCAGCACC---AGC---ACCAGCAGCAGAAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGC---C---ACGCCAG---------CAGCAGCACTGCC------------------------------CGCCCAC------------TT---CCACTCCACTTCTACAA--GTTT-AAATTCTGCCT---------CCACCACCACCAACATCATAGAATCCTCCGTAT------------CGCCGC

droAna3 scaffold_13266:5014085-
5014313 +

dan_91 CAC---CAGCCGACGCAGGGAAAAGGAATCGCCGGC-------A---------A------ACAGCAGGCCA---AC---CAACAGCAGCAGAAGCCCCAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCTTTGCCGCAAC------AACAGCAAACGACAGAGGCAACGGCAGC---C---ACGCCAG---------CGGCAGAGACACC------------------------------CGCCCAAGC----------A---------TCAACT-----------------TCCACCT------CCACCAGTAGCACCAGCATCATAGAATCCTCAGTTT------------CGCCGC

droBip1 scf7180000395751:823775-
824000 +

CAC---CATCCGACGCAGGGAAAAGGAATCGCCAGCAAAC---A---------ACAGCA-------GGCCAACCAA---CA------GCAGAAGCCCCAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCTTTGCCGCTAC------ATCAGCAAACGACAGAGGCAACGGCAGC---C---ACGCCAG---------CGGCAGAGACTCC------------------------------CGCCCAAAC----------A---------CCCA--------------------CCACCT------CCTCCAGTAGCACGAGCACCATAGAATCCTCCGTTT------------CGCCGC

dp5 3:9802137-9802349 - dps_3826 CA----------ACACAACCGAAAGGAGTCCGCAGT-------A------TCAGTAGAC---------------AACACCA------ACAGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGC---C---ACGCCAG---------TAGCAGC---ACCACCTACAACCACAAC------------------------------------------------CACA---------------CTCGTCT------CATCCGCCACCACGAGCATCATAGAAGCCTCCGCCT------------CGCCGC
droPer2 scaffold_4:5118111-5118332

-
dpe_2480 CAG----------CACAACCGAAAGGAGTCCGTAGT-------A------TCAGTAGAC---------------AACACCA------ACAGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGC---C---ACGCCAG---------TAGCAGC---ACCACCTACAACCACAAACACACTCGTCTCATCCGCCCAC------------T------------------------------------------------CCGCCACCACGAGCATCATAGAAGCCTCCGCCT------------CGCCGC

droWil2 scf2_1100000004510:1465966-
1466124 +

dwi_5424 AG-------------------GAGGGAAGTGGTAGT-------G---GTAGCGGTAGCA-------GTT--------------------------------CGTCCAATAACAA------------GCTGTTGCCCCTGCCACAACAAAAACAACAGCAACACACAGAGGCAACAACTTCTGGAACT---------------------GC---CGT------------------------------CACC---------GCATCATC--------CCAATC----------------------------------------------CACTAAAGAAGCTTAT---T------CCACTTCACCAC

droVir3 scaffold_12875:18068715-
18068893 -

dvi_24649 CAG---AAA----CCC-----------------AGCAAACAACA---------ACCACA---------------------A------CCAGCAG---CAGCTGCTCAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCAGCA---ACGCCAG---------CAGCAGC---TTC------------------------------CACATAC------------T---------CCAATACAGCAACAGCAGAAACCTCCGCCT------------------------------------CCGTCTCAGATTCCACAGCGCCAC

droMoj3 scaffold_6496:11689326-
11689500 -

dmo_3164 CAG---AA----ACCC-----------------AGCAAAC---A---------ACAACA----------------A---CA------ACAGCAG---CAGCTGCTCAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCCGCA---ACGCCAG---------CAGCAGC---TTC------------------------------CACATAC------------T------CCTCCAATTCA-------------------------------------GCAAAAG-----CAGATACCTCCGTTTCAGAGTCAATAGCGCCGC

droGri2 scaffold_15245:4197227-
4197401 -

dgr_473 CAG---AAAACCAACA----------------------------------------------------------AACACCA------ACAGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCGGCAGCAACGCCAG---------CAGCTGC---TTC------------------------------CA----C--C---ACATCATCATCATCATCCAATC----------------------------------CATCAATAAAAG-----CAGAAG---CTGGGT------CCACGAGGCCGC

Generated: 09/08/2015 at 07:56 PM

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

PASS/FAIL
1
0
0
0
0
1
1
1
0
1
1
1
0
1
7

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:11355676-11355880
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:11355676-11355880
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1520.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:11976229-11976433
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1795.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:543248-543455
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1843.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17766310-17766517
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32456.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:17211888-17212089
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_419.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:730362-730572
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:1194589-1194823
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415722:103138-103312
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491232:161869-162076
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780265:156473-156683
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453811:56703-56922
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302411:441422-441668
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:5014085-5014313
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_91.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395751:823775-824000
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:9802137-9802349
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3826.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:5118111-5118332
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2480.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004510:1465966-1466124
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5424.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:18068715-18068893
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24649.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:11689326-11689500
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3164.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:4197227-4197401
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_473.html


ID:

der_1522

Coordinate:

scaffold_4820:530528-530614 -

Confidence:

candidate-rescued

Class:

Canonical miRNA

Genomic Locale:

5pUTR
[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

utr5 [utr5_plus_12954]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GTAGCAACGTCTACAATCCGCGAAAGTGCAGTCGCAGAATTTTCCGGCGGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGGCAGCATAACTAGACAGTTCCGATCAGTCCGCACTAAACCC
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Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V108

head

M055

female
body

GSM1528801

follicle
cells

M057

embryo

V040

embryo

V107

male
body

.......................................................................................................TTGGATGCTCTCAGTATTGGTT.............................................................. 22 0 1 4.00 4 4 0 0 0 0 0

........................................................................................................TGGATGCTCTCAGTATTGGTTAT............................................................ 23 0 1 3.00 3 3 0 0 0 0 0

.......................................................................................................TTGGATGCTCTCAGTATTGGT............................................................... 21 0 1 2.00 2 2 0 0 0 0 0

.......................................................................................................TTGGATGCTCTCAGTATTGGTTATTGGT........................................................ 28 1 1 2.00 2 0 0 2 0 0 0

.............................................................TAACCAATGTGGCACTTCCA.......................................................................................................... 20 0 1 1.00 1 0 0 0 1 0 0

.............................................................TAACCAATGTGGCACTTCCAATG....................................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0

...............................................................................................GCAAGGCGTTGGATGCTCTCA....................................................................... 21 0 1 1.00 1 0 1 0 0 0 0

...............................................................................................................TCTCAGTATTGGTTATTG.......................................................... 18 0 1 1.00 1 1 0 0 0 0 0

.................................................................................ATGAGAAATCAATTGCAAGGCGTT.................................................................................. 24 0 1 1.00 1 1 0 0 0 0 0

..............................................................................................................CTCTCAGTATTGGTTATTGG......................................................... 20 0 1 1.00 1 0 1 0 0 0 0

.........................................................................................................GGATGCTCTCAGTATTGGTTATTG.......................................................... 24 0 1 1.00 1 0 1 0 0 0 0

..................................................................................TGAGAAATCAATTGCAAGGCGTTG................................................................................. 24 0 1 1.00 1 0 1 0 0 0 0

..............................................................................................TGCAAGGCGTTGGATGCTCTCAGTAT................................................................... 26 0 1 1.00 1 0 1 0 0 0 0

.......................................................................................................TTGGATGCTCTCAGTATTGGTTT............................................................. 23 1 1 1.00 1 1 0 0 0 0 0

............................................................................................................TGCTCTCAGTATTGGTTATTGG......................................................... 22 0 1 1.00 1 1 0 0 0 0 0

...............................................................................................................TCTCAGTATTGGTTATTGG......................................................... 19 0 1 1.00 1 1 0 0 0 0 0

.............................................................TAACCAATGTGGCACTTCC........................................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

CATCGTTGCAGATGTTAGGCGCTTTCACGTCAGCGTCTTAAAAGGCCGCCCCGAAGACCGAATTGGTTACACCGTGAAGGTTACTCTTTAGTTAACGTTCCGCAACCTACGAGAGTCATAACCAATAACCGCTCTAACCGGGGCCCCGTCGTATTGATCTGTCAAGGCTAGTCAGGCGTGATTTGGG

*********************************************...((((((((.(((((((((((((((((..(((((((.................))))))))))...)).)))))))))..))).)))..)))))**********************************************
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4820:530478-530664

-
der_1522 G-TAGCAACG-------------TC-TACAATCC------GCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGGCAGCATAACTAG-----------------------------------------------------------AC-------------------AGTTCCGATCAGTCCGCACTAAACCC

droYak3 3R:28380157-28380343 + dya_1797 G-TAGCAACG-------------TT-TGTAATCC------GCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACCAG-----------------------------------------------------------AC-------------------CGTTCCGATTAGTCCGAATTAAACCC
droSec2 scaffold_2807:1085-1271 + dse_1845 G-TAGCAACG-------------TT-TACAATCC------GCGAAAGTGC----------------CG------TCGCAGAA---TTT------TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACTAG-----------------------------------------------------------AC-------------------AGTTCCGATCAGTCCGCACTAAACCC
droSim2 3r:26724016-26724202 + dsi_32457 G-TAGCAACG-------------TT-TACAATCC------GCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACTAG-----------------------------------------------------------AC-------------------AGTTCCGATCAGTCCGCACTAAACCC
dm3 chr3R:27444043-27444229 + dme_422 G-TAGCATCG-------------TT-TACAATCC------GCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACTAG-----------------------------------------------------------AC-------------------AGTTCCGATCAGTCCGCACTAAACCC
droEug1 scf7180000409488:463421-

463601 -
G-TAGCAACG-------------T--TACAAATC------GCGAAAGTGC----------------------------AGAA---TTT------TCCGGCC-GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGAGACAGCATTTCTAA-----------------------------------------------------------GC-------------------AGTTTCGTTCAGTCCGAGTTAAAACT

droBia1 scf7180000302035:101882-
102083 +

G--AGCAACG-------------TT-T-TGAATC------GCGAAAGTGC----------------AGTCGGCGTAGCAGAC---TTTC-CTCCTCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCTGTATTGGTTATTGGCGAGATTGGCCCCGAGGCAGCGTCACTAGGTCTA-----------------------------------------------------GGC-------------------AGTTCCGATCAGTCCGAGTTAAACCC

droTak1 scf7180000415712:510640-
510848 +

G-CAGCAACGTTT-TCCACTTCCATTTCCCGACC------GCGAAAGTGC----------------------------AGAT---TTTCCCTTTTCCCGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGTTTGGCCCCGAGGCAGCATAACTATATCTA-----------------------------------------------------GAT--------------CCG--GGTTCCGATCAGTCCGAGTTAAACCC

droEle1 scf7180000491194:1479823-
1480036 +

ATTAGCAACG-------------TT-TGTAAATC------GCGAAAGTGC----------------T--CGGAGTCTCAGAC---TTT------TTTGGCG-GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGACGTTGGATGCTCTCAGTATTGGTTATTGGCAAGATTGGCCCCGAGACAGCAGTATTCT----A-----------------------------------------------------GGCACTTGGATACCAATCCAATAGTTCCGATCAGTCCGACTTTAATAC

droRho1 scf7180000779322:264797-
265012 -

G-TAGCAACG-------------TT-TGTAAATC------GAGAAAGTGCTTGGGGACGCGGTCGCAG------TCGCAGAC---TTT------TCCGGCG-GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATAGGCCCCTAGGCAGCAATATTAG-----------------------------------------------------------GCACTGG-------TACCCATAGTTCCGATCAGTCCGAATTAAACCC

droFic1 scf7180000454114:125762-
125960 +

G-TAGCAACA-------------GT-AAAAAATC------GCGAAAGTGC----------------AG------TCGAAGAG---TTT------ACCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGAGGCAGCGGTATTGG-----------------------------------------------------------GCACTAG-------ACCCTATAGTTCCGATCAGTCCGAATTTGAACC

droKik1 scf7180000302810:681809-
682011 +

A-CAGAGACAAAA-AACACAACCGT-A-AGAATCGCGAGTGGGAAAGAGT---G------------GG------ACGCGGTG----TA------TCCGGCGCGGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGGAATCAATTGCAAGTCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCCAGGCAGCTATAGTTG------------------------------------------------------------T-------------------TGTTCCGCTTAGTCCGAGT--AATTT

droAna3 scaffold_12911:3664262-
3664461 -

dan_200 G-AAGCAACAAACCATCCGTACCGG--AAGAATC------GCGAT----C----------------AG------TGGCAGAAAAGTTA------TACGGCG-GGCGATTCTGGCCTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGTCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGGCCCGAGACAACTGTTGTCC-----A-----------------------------------------------------CC-------------------CACTCTAGTCCGTTCTAGTTTGACTC

droBip1 scf7180000396640:523306-
523505 -

G-AAGCAACAATTCATCGAAACCGG--AAGATTC------GCGAT----C----------------AG------TGGCAGAAAAGTTA------TACGGCG-GGCGACTCTGGCCTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGTCCTTGGATGCTCTCAGTATTGGTTTTTGGCGAGATTGGCCCCGCGGCAACTGTTGTCT-----A----------------------------------------------------CCC-------------------AGTCTAGTCCATTCT-AGGTTGCCCC

dp5 2:16675555-16675698 - dps_3828 G------------------------------------------------------------------------------------------------------GGGTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGAAGAGCCCACAGGCAGCTATAAGAGTTACA-------------------------------------------------------------------------ATTGTAAAGATAGATTAGCGCTTAAGCA
droPer2 scaffold_0:3721652-3721795

+
dpe_2482 G------------------------------------------------------------------------------------------------------GGGTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGAAGAGCCCACAGGCAGCTATAAGAGTTACA-------------------------------------------------------------------------ATTGTAAAGATAGATTAGCGCTTAAGCA

droWil2 scf2_1100000004902:9400240-
9400376 +

dwi_5416 G---------------------------------------------------------------------------------------------------------CTTCTAGCTTAATCAATGCGACACTTCCAATGAGGAATCCATTCGAAATCGTTGGATGATATCAGTATTGGTTATTGGCGAGAAGCATCTAAAAGCAGCTTTAAGTT-AACAA-----------------------------------------------------AC-------------------AATT-AGATTGTTAAGCATTATA---

droVir3 scaffold_13047:9559427-
9559595 -

dvi_24635 G------------------------------------------------------------------------------------------------------GGTTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGAAGAACCCAAACACAGCTATAAGAA-----ACCAAAAATAAAATAAACAACAAAAGACACCTAACAAAATAGCATAAGTTTTAAGC-------------------------------------------AC

droMoj3 scaffold_6540:7667646-
7667784 -

dmo_270 G------------------------------------------------------------------------------------------------------AGTTTTCTAGCTTAACCAATGTGGCACCTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAATATTGGTTATTGGCCAGAAGAGCTCAAACACAGCTATAAGAA-----------------------------------------------------------AC-------------------GAAACCATCAAATATATGATATAAAC

droGri2 scaffold_14906:2448929-
2449065 -

dgr_463 G------------------------------------------------------------------------------------------------------GGTTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTTGCAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGATGAATCCAAACACAGCAATAATTA-----------------------------------------------------------AA-------------------AC--CAAATACAACAACAAAAAACTG
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AACGAGGCGGAGGCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCGGGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGACCGCGCATTGCCATCCTCACGCAGGGTTGCGATCCTGTGCTGCTCATCCAGCAGGATTCGGTGCAGGAGTTCCCGGTCACG
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...............................................................ATTGGCAAGCGACTGGTGGC.......................................................................................................... 20 0 1 4.00 4 0 2 0 1 1

..........................................................................................................GACCGCGCATTGCCATCCTCA.............................................................. 21 0 1 2.00 2 2 0 0 0 0

......................................................................................................................................................CTCATCCAGCAGGATTCGGTG.................. 21 0 1 2.00 2 2 0 0 0 0

..............................................................GATTGGCAAGCGACTGGTGGC.......................................................................................................... 21 0 1 2.00 2 1 1 0 0 0

..............................................................GATTGGCAAGCGACTGGTGGCGA........................................................................................................ 23 0 1 1.00 1 1 0 0 0 0

...................................................................................................................................................................ATTCGGTGCAGGAGTTCCCGGTC... 23 0 1 1.00 1 0 1 0 0 0

..................................................................................................................................AGGGTTGCGATCCTGTGCTGCTCA................................... 24 0 1 1.00 1 1 0 0 0 0

........................................................................................................................ATCCTCACGCAGGGTTGCGAT................................................ 21 0 1 1.00 1 0 1 0 0 0

..................................................................................................................................................................GATTCGGTGCAGGAGTTCC........ 19 0 1 1.00 1 0 0 1 0 0

....................................................................................................CGACGCGACCGCGCATTGCCA.................................................................... 21 0 1 1.00 1 1 0 0 0 0

....................................................ACCTGCGCGAGATTGGCAAGCGACTGGT............................................................................................................. 28 0 1 1.00 1 1 0 0 0 0

...................................................................GCAAGCGACTGGTGGCGATGGAGA.................................................................................................. 24 0 1 1.00 1 0 1 0 0 0

.........................................................................GACTGGTGGCGATGGAGAA................................................................................................. 19 0 1 1.00 1 0 1 0 0 0

.......................................................................GCGACTGGTGGCGATGGAGAAGA............................................................................................... 23 0 1 1.00 1 1 0 0 0 0

....................................................................................................................................................................TTCGGTGCAGGAGTTCCCGTA.... 21 2 1 1.00 1 1 0 0 0 0

............................................................................................................................................................CAGCAGGATTCGGTGCAGG.............. 19 0 1 1.00 1 1 0 0 0 0

..................................................................................CGATGGAGAAGAAAAACCCGA...................................................................................... 21 0 1 1.00 1 0 1 0 0 0

.......................................................................................................................CATCCTCACGCAGGGTTGCG.................................................. 20 0 1 1.00 1 0 1 0 0 0

........................................................GCGCGAGATTGGCAAGCGACTGGT............................................................................................................. 24 0 1 1.00 1 0 1 0 0 0

....................................................................................................................................................................TTCGGTGCAGGAGTTCCCGT..... 20 1 1 1.00 1 1 0 0 0 0

.....................................................................AAGCGACTGGTGGCGATGGAGAAG................................................................................................ 24 0 1 1.00 1 1 0 0 0 0

.............................................................................................................................................................AGCAGGATTCGGTGCAGGAGT........... 21 0 1 1.00 1 0 0 1 0 0

.................................CAGCAGTGGCCCAGCGGGGACC...................................................................................................................................... 22 0 1 1.00 1 0 0 1 0 0

................................................................................GGCGATGGAGAAGAAAAACCC........................................................................................ 21 0 1 1.00 1 0 1 0 0 0

....................................................................................................................TGCCATCCTCACGCAGGGTT..................................................... 20 0 1 1.00 1 1 0 0 0 0

.............CTCAGGCCTTCGCCGAGGCCCA.......................................................................................................................................................... 22 0 1 1.00 1 1 0 0 0 0

..........................................................................ACTGGTGGCGATGGAGAAG................................................................................................ 19 0 1 1.00 1 0 1 0 0 0

......................................GTGGCCCAGCGGGGACCTGCGC................................................................................................................................. 22 0 1 1.00 1 0 0 1 0 0

.......................................................................................................................................TGCGATCCTGTGCTGCTCATCT................................ 22 1 1 1.00 1 1 0 0 0 0

............................................................................................................CCGCGCATTGCCATCCTCACG............................................................ 21 0 1 1.00 1 1 0 0 0 0

.......................................................................................................................................................................GGTGCAGGAGTTCCCGGTCA.. 20 0 1 1.00 1 1 0 0 0 0

.........................................................................GACTGGTGGCGATGGAGAAGAAAAACC......................................................................................... 27 0 1 1.00 1 0 0 1 0 0

..................................................................GGCAAGCGACTGGTGGCGATGG..................................................................................................... 22 0 1 1.00 1 1 0 0 0 0

.ACGAGGCGGAGGCTCAGGCC........................................................................................................................................................................ 20 0 1 1.00 1 0 1 0 0 0

.................................................................TGGCAAGCGACTGGTGGCGATGGAGA.................................................................................................. 26 0 1 1.00 1 1 0 0 0 0

.............................................................................................................CGCGCATTGCCATCCTCACGCAGG........................................................ 24 0 1 1.00 1 0 0 0 0 1

.............................................AGCGGGGACCTGCGCGAGATT........................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0

...............................................................................................................................................................CAGGATTCGGTGCAGGAGTT.......... 20 0 1 1.00 1 1 0 0 0 0

......................................................................AGCGACTGGTGGCGATGGAGA.................................................................................................. 21 0 1 1.00 1 0 1 0 0 0

....................................................................................................................................................................TTCGGTGCAGGAGTTCCCGGTC... 22 0 1 1.00 1 1 0 0 0 0

..........................................................................................................................................GATCCTGTGCTGCTCATCCAGC............................. 22 0 1 1.00 1 1 0 0 0 0

.........................................................................GACTGGTGGCGATGGAGA.................................................................................................. 18 0 1 1.00 1 1 0 0 0 0

...........................................CCAGCGGGGACCTGCGCGAGATTGGC........................................................................................................................ 26 0 1 1.00 1 0 0 1 0 0

...............................................................ATTGGCAAGCGACTGGTGG........................................................................................................... 19 0 2 0.50 1 0 1 0 0 0

............................................................GAGATTGGCAAGCGACTGGTTTT.......................................................................................................... 23 3 2 0.50 1 1 0 0 0 0

Anti-sense strand reads

TTGCTCCGCCTCCGAGTCCGGAAGCGGCTCCGGGTCGTCACCGGGTCGCCCCTGGACGCGCTCTAACCGTTCGCTGACCACCGCTACCTCTTCTTTTTGGGCTGCGCTGGCGCGTAACGGTAGGAGTGCGTCCCAACGCTAGGACACGACGAGTAGGTCGTCCTAAGCCACGTCCTCAAGGGCCAGTGC
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........................................................................................................................TAGGAGTGCGTCCCAACGCTA................................................ 21 0 1 3.00 3 3 0 0 0

.......................................................................................................................GTAGGAGTGCGTCCCAACGCTA................................................ 22 0 1 2.00 2 2 0 0 0

.......................................................................................................................GTAGGAGTGCGTCCCAACGCT................................................. 21 0 1 2.00 2 2 0 0 0

.......................................................................................................GCGCTGGCGCGTAACGGTAG.................................................................. 20 0 1 1.00 1 0 1 0 0

..................................................................................................................................TCCCAACGCTAGGACACGACG...................................... 21 0 1 1.00 1 1 0 0 0

.....................................................................................................TTGCGCTGGCGCGTAACGGTAG.................................................................. 22 1 1 1.00 1 0 0 1 0

..........................................................................................................................GGAGTGCGTCCCAACGCTAGG.............................................. 21 0 1 1.00 1 1 0 0 0

.............................................................................CCACCGCTACCTCTTCTTTTT........................................................................................... 21 0 1 1.00 1 1 0 0 0

.......................................................................................................................................TTGCTAGGACACGACGAGTA.................................. 20 2 1 1.00 1 1 0 0 0

...........CCGAGTCCGGAAGCGGCTC............................................................................................................................................................... 19 0 1 1.00 1 1 0 0 0

......................................................................................................................GGTAGGAGTGCGTCCCAACGC.................................................. 21 0 1 1.00 1 1 0 0 0

.........................................................................CTGACCACCGCTACCTCTTCT............................................................................................... 21 0 1 1.00 1 1 0 0 0

.................................................................ACCGTTCGCTGACCACCGCTA....................................................................................................... 21 0 1 1.00 1 1 0 0 0

...............................GGGTCGTCACCGGGTCGC............................................................................................................................................ 18 0 1 1.00 1 1 0 0 0

......................................................................................................TGCGCTGGCGCGTAACGGTAG.................................................................. 21 0 1 1.00 1 0 0 1 0

.....................................................................................................CTGCGCTGGCGCGTAACGGTA................................................................... 21 0 1 1.00 1 1 0 0 0

...........................................GGTCGCCCCTGGACGCGCTCT............................................................................................................................. 21 0 1 1.00 1 1 0 0 0

....................................TTCACCGGGTCGCCCCTGGACGC.................................................................................................................................. 23 1 1 1.00 1 1 0 0 0

......................................................................TCGCTGACCACCGCTACCTCT.................................................................................................. 21 0 1 1.00 1 1 0 0 0

............................................................................................................GGCGCGTAACGGTAGGAGT.............................................................. 19 0 1 1.00 1 0 1 0 0

..........................................................................................................CTGGCGCGTAACGGTAGGAGT.............................................................. 21 0 1 1.00 1 0 1 0 0

.......................................................................................................GCGCTGGCGCGTAACGGTA................................................................... 19 0 1 1.00 1 1 0 0 0

............................................................................................................GGCGCGTAACGGTAGGAGTGC............................................................ 21 0 1 1.00 1 0 0 1 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4784:13021109-

13021297 -
der_1523 AACGAGGCGGAGGCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGACCGCGCATTGCCATCCTCACGCAGGGTTGCGATCCTGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG

droYak3 3L:13092479-13092667 - dya_1798 AACGAGGCAGAGGCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATCCTCACGCAGGGCTGCGATCCTGTGCTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
droSec2 scaffold_0:5185161-5185349 - dse_1846 AACGAGGCGGAGGCTCAGTCGTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
droSim2 3l:12704025-12704213 - dsi_32458 AACGAGGCGGAGGCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
dm3 chr3L:13013576-13013764 - dme_245 AACGAGGCGGAGGCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCTAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATACAGCAGGA---TTCGGTGCAGGAATTCCCGGTCACG
droEug1 scf7180000409711:6101265-

6101453 -
AACGAGGCGGAGGCACAAGCCTTCGCCGAGGCCCAGAATTGGCCAAGTG---GGGATCTTCGTGAGATTGGCAAGCGTCTGGTGGCGATGGGCAAATTAAATACGACGCGGCCGCGCATTGCTATCCTCACGCAGGGCTGTGATCCTGTCCTGCTTATCCAACAGGA---CTCGGTACAGGAGTTCCCGGTCACG

droBia1 scf7180000302193:2253856-
2254044 -

AACGAGGCGGAGGCACAGGCCTTCGCCGAGGCCCAGAGTTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGGCTGGTGGCGTTCGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGACCCCGTGCTGCTCTTCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG

droTak1 scf7180000415706:66147-66335
-

AACGAATCGGAGGCTCAGGCCTTCGCCGAGGCCCAGAGTTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGCCTGGTGGCGCTGGACAAGCTGAATCCGGCGCGGCCGCGCATTGCCATCCTCACGCAGGGCTGCGATCCCGTCCTGCTCATCCAGCAGGA---CTCGGTGCAGGAGTTCCCGGTCACG

droEle1 scf7180000491255:1412089-
1412277 -

AACGAGGCGGAGGCACAGGCCTTCGCCGAGGCCCAGAACTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGGCTGGTGGCGATGGACAAGCTGAATCCGACGCGACCCCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG

droRho1 scf7180000769477:967-1151 + AACGAGGCGGAGGCACAGGCCTTCGCCGAGGCCCAGAACTGGCCAAGCG---GGGATCTGCGCGAGATTGGCAAGCGACTGGTGGCGCTGGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGT----
droFic1 scf7180000454048:724234-

724422 +
AATGAGGCTGAGGCCCAGGCCTTCGCCGAGAAACAGAATTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTCCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACA

droKik1 scf7180000302272:666717-
666905 -

AATGAGGCGGAGGCGCAGGCCTTTGCCGAGGCCCAAAAATGGCCGAGCG---AGGATCTGCGTGAGATTGGCAAACGTCTGGTGGCAATGGACAAACTAAATCCGTCGCGGCCACGCATTGCCATCCTCACGCAGGGTTGTGATCCCGTCCTGCTCATCCAGCAGGA---TTCGGTGCAGGAATTCCCGGTCACA

droAna3 scaffold_13337:4137395-
4137583 +

dan_4038 AACGAGGCGGAGGCGCAGGCCTTCGCCGAGGCCCAGAGCTGGCCGAGTG---GGGATCTGCGAGAGATTGGCAAGCGGCTGGTGGCGTTCGACAAGCTGAACTCGTCGAGGCCGCGCATTGCCATTCTCACGCAGGGCTGTGATCCCGTGCTGCTCTTCCAGCAGGA---CTCGGTGCAGGAGTTCCCGGTCACA

droBip1 scf7180000395450:265900-
266088 +

AACGAGGCGGAGGCGCAAGCCTTCGCCGAGGCCCAGAGCTGGCCGAGTG---GGGATCTGCGAGAGATTGGCAAGCGGCTGGTGGCGTTCGATAAGCTGAATACCTCAAAGCCTCGAATTGCCATTCTCACGCAGGGTTGCGATCCCGTGCTGCTCTTCCAGCAGGA---CTCGGTGCAGGAGTTCCCGGTCACG

dp5 XR_group6:4377266-4377454 - dps_3829 AATGAGGCGGAGGCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG---AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA---CTCGGTTGAAGAGTTTCCGGTCACA
droPer2 scaffold_9:2666447-2666635 - dpe_2483 AATGAGGCGGAGGCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG---AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA---CTCGGTTGAAGAGTTTCCGGTCACA
droWil2 scf2_1100000004511:5276750-

5276938 +
dwi_5417 AATGAGGCGGAGGCTCATGCCTTTGCCACTGGCCAGGGCTGGCCAACGG---ATGATCTGCGCGAGATTGGCAAACGTATAGTCGGTCTGGAGAAACTAAATCCAAGTCGGCCACGCATTGCCATACTAACGCAGGGCTGTGATCCGGTGTTGCTCATTCAAAAAGA---TTCGGTTGAAGAGTTTCCGGTTACA

droVir3 scaffold_13049:22492152-
22492343 +

dvi_158 AACGAGGCGGAGGCGCACGCCTTTGCCACTGCGCAAGGTTGGCCCGCCGACAATGATCTGCGTGAGATTGGCAAGCGCCTGGTCGCGCTGAATAAACTCAATACGGGGCGACCACGCATTGCCATACTCACGCAGGGCTGTGACCCCGTGCTGCTTATACAGCACGA---TTCGGTCCAGGAGTTTCCAGTGACA

droMoj3 scaffold_6680:17099712-
17099903 +

dmo_114 AACGAAGCAGAGGCCCATGCCTTTGCCACGGCGCAAGGCTGGCCCGCCGATGCGGATCTGCGTGAGATTGGCAAACGTTTGGTGGCACTGCCCAAAATCAATTCAGAGCGACCACGCATTGCCATACTCACGCAGGGCTGTGACCCCGTGCTGCTCATCCAGCACGA---CAAGGTCCAGGAGTTCCCGGTCACA

droGri2 scaffold_15121:203613-203807
+

dgr_465 AATGAGGCGGAGGCGAAGGCTTTTGCCACGGCACAAGGCTGGGCCGCCGATGAGGATCTGCGTGAGATTGGCAGGCGTCTGGTTGCACTGGACAAATTGAATTCAGCGCGACCACGCATTGCGATACTCACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCACGACGCTCCGGTCCAGGAGTTCCCAGTTACA
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CTGTGAATTTACTATATAACTTATTTATGAAAAAGCTTTAGGATTTAATTTTTCGGACAATGCGATCTAGGCGTTTCTATTGCTGATGTAGTATAGTTTGAAAGATTAAGTTAAAGCGTAATCAACAAAATTTTAAAATGTACAAAAATATGTGTA

***********************************(((((..((((((((((((((((.((((......((((.......))))......)))).)))))))))))))))))))))....************************************
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head
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body

V040

embryo
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embryo

V060

head

...................................................................................TGATGTAGTATAGTTTGAAAGA................................................... 22 0 1 12.00 12 7 3 1 1 0 0

...................................................................................TGATGTAGTATAGTTTGAAAG.................................................... 21 0 1 4.00 4 2 1 1 0 0 0

..................................................TTTCGGACAATGCGATCTAGGCGTTTC............................................................................... 27 0 1 2.00 2 2 0 0 0 0 0

..................................................TTTCGGACAATGCGATCTAGGCGTT................................................................................. 25 0 1 2.00 2 1 0 1 0 0 0

....................................................................................GATGTAGTATAGTTTGAAAGA................................................... 21 0 1 1.00 1 1 0 0 0 0 0

..................................................TTTCGGACAATGCGATCTAGG..................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0

...................................................................................TGATGTAGTATAGTTTGAAA..................................................... 20 0 1 1.00 1 0 0 1 0 0 0

..................................................TTTCGGACAATGCGATCTAGGCA................................................................................... 23 1 1 1.00 1 0 1 0 0 0 0

..................................................TTTCGGACAATGCGATCTAGGC.................................................................................... 22 0 1 1.00 1 0 0 0 0 1 0

Anti-sense strand reads

GACACTTAAATGATATATTGAATAAATACTTTTTCGAAATCCTAAATTAAAAAGCCTGTTACGCTAGATCCGCAAAGATAACGACTACATCATATCAAACTTTCTAATTCAATTTCGCATTAGTTGTTTTAAAATTTTACATGTTTTTATACACAT

************************************(((((..((((((((((((((((.((((......((((.......))))......)))).)))))))))))))))))))))....***********************************
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Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4845:10617204-

10617359 -
der_95 C------------TGTGAA----TTTACTA---------TATAACTTATTTA----------TG---AA-AAAGCTTTAGGATTT-AATTTTTCGGACAATGCGATCTAGGCGTTTCTATTGCTGATGT--AGTATAGTT----------------------------------------------------------------------------------------------------------------------------------TGAAAGATTAAGTTAAAGCGT----------AATCAACA--------AAATTTTAA------------AATGT------AC-AAAAATATGTGTA

droYak3 2R:12724093-12724257 + dya_34 C------------TTTG-------TTATTC----TGCAAT-GGATTT----ATTT------------------GCTTTAGGATTT-ATTTTTTCGGACAATTCAATCTGGGCGTTGCTTTCGCTGAGGT--AGTATTGTT----------------------------------------------------------------------------------------------------------------------------------TGGAAGACTAAGTTAACGAGC----------ATTCATCTCATTTTTGAAATT-TTGTGTTCAT----GAGTGT------GTTAAAAATATGTGTA
droSec2 scaffold_1:14026243-

14026327 -
AAAAATTGTATTCTTTTTG-----CTATT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTA------------------------------TAGGCTAACGAGC----------ATTCCTTA--------AAATACATATGTACAT----AAGTGT------TT-AAAAAAATGTATA

droSim2 2r:17041507-17041583 - AAAAATT-TATTCTTTTTG-----CTATT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTA------------------------------TAGGCTAATGAGC----------ATTCCTTA--------AAATACATA------------TGTGT------TTAAAAAAAATGTATG
dm3 chr2R:16472037-16472124 - C------------TGTTTG-----CTATT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATA------------------------------AAAGTTCACGAGCTAAGCTAACGATTCATTA--------AAATATGTACATACATATTTAAGTGT------TAAAAAAAAATGTGTA
droEug1 scf7180000409474:1489501-

1489664 +
A------------TATTGAAAGTATGATTA---TTAAAATAATATTTATT----TA------CATTTAA-AGCACTTTCG------AATTTTTAAGATAACTCAAT--GGGTGTACATTT--TTAAAT--------------------------------------AATTATTGTTCGAGCGTTGAGTTATTTTA-----------------------------------------------------------------------------------AGAATTAATGTGT----------AAGTCGCA--------ATAAGTGAA------------AATGT------G--------TTACAAA

droTak1 scf7180000415401:100679-
100874 -

C------------TGTAAAAGAAATTAAAA---------CATCTTTTATT----GATTTATACAGAGAAATAAGTTTAAG-----------------------------------------------------------TGAATTCGC-----------------CAAAAATGGTTAAA-----------GCTAAAAAAGTGCGTGTTTAAGTTCCTATCGGAATCAGTACTTTTATTTGCTTTTCTGGATTATTTAAC-AAAGGTATTTTGGAAGCCTAAGTTAA---------------------GT--------T------------------------TTCCAGA---AAAGTAATATAAA

droEle1 scf7180000491201:736776-
736956 -

T------------TGTTAAAAAATTCATTA---------CAAGCGTTATGTA----------TAATAAAAAAAATTTAAGAACATGAATTTTGCAAGC-----AAATTATGTGT--------------------------------GC-----------------CAATAACGGTTAAAAAAATGAAGCATTTCAAGA-------ATTTAAT--TTTTTTAT----------------------------------AACTTGTGCTATAAAGA-----------AACACGT----------AGATAACA--------A------------------------TTAAAGA---AAAAATGTTTTTA

droRho1 scf7180000780104:82875-
83079 -

T------------TGTGAAAGGGACA-TAACCTCAAAATT-GAAGTA----ATAA------------------GATATATTATTT-ATTTGTTAGTATATTTTATTTACAGCGTCCCTTTTATCCAGATAAAAAATAATTTGGTTTGTCAAAGGGTAATAAACTTCAAGAACCGTTCAAAAAT-ATAAAATCTGAAGAAATTTAAATTGAAA--GTTATTAT----------------------------------AAGTAGTGC------------------------------------------------------------A------------AA--------------AATATAATGAG
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

GGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGAAAGTACAGCGATGGACTTGCACGATGTGGCACCACTAACATCCAACTTCTTTCACTGGCAGTCGTCAATGGATGCGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG

**************************************************((.((((((((......((((....(((........))).......))))......)))))))).))..**************************************************
Read
size

#
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Hit
Count

Total
Norm Total

V108

head

V107

male
body

V060

head

V040

embryo

..................................................................................................TCCAACTTCTTTCACTGGCAGT................................................. 22 0 1 29.00 29 23 4 2 0

..................................................................................................TCCAACTTCTTTCACTGGCAG.................................................. 21 0 1 3.00 3 3 0 0 0

..................................................................................................TCCAACTTCTTTCACTGGCA................................................... 20 0 1 2.00 2 2 0 0 0

..................................................................................................TCCAACTTCTTTCACTGGCAGTT................................................ 23 1 1 1.00 1 1 0 0 0

Anti-sense strand reads

CCCCTAAGGGTGGCTCTCGACACGGCTCCCGCACCCGCAGACGACACACACACTCACTTTCATGTCGCTACCTGAACGTGCTACACCGTGGTGATTGTAGGTTGAAGAAAGTGACCGTCAGCAGTTACCTACGCCGCTACAGTGGTCGGTCGTCTAGGAGATGAAGCTC
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4770:6547407-

6547575 -
der_567 GGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGAAA---------------------------------------GTA--CAG-------CG-------------AT----------G---------------GACTTGCACG-A----TGTGGCACCACT---------------------AACATCCAAC---------TTCTTTCACTG--GCAGTCGTCAATGGATGCGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG

droYak3 3R:3793871-3794047 + CGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTAAGTGAAA---------------------------------------GTA--CAG-------CG-------------AT----------C---------------GATTTGCGCG-A----TATCAAAAC------ATCTCAC-----TAC--TCACATCTAAC---------TTCATTCACTT--GCAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG
droSec2 scaffold_25:682357-682529 - TGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGAAA---------------------------------------GTA--CAG-------CG-------------AT----------C---------------GATTTGCATG-A----TATCGAACCACTCACATCT-----------------ATCTAAC---------TTCTTTCACTT--GCAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG
droSim2 3r:6178110-6178282 - dsi_20785 TGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGAAA---------------------------------------GTA--CAG-------CG-------------AT----------C---------------GATTTGCATG-A----TATCGAACCACTAACATCT-----------------ATCTAAC---------TTCTTTCACTT--GCAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG
dm3 chr3R:15084397-15084569 + TGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGAAA---------------------------------------GTA--CAG-------CG-------------AT----------C---------------GATTTGCATG-A----TATCGAAACACTCACATCT-----------------ATCTAAC---------TTCATTCACTT--GCAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAA
droEug1 scf7180000409804:1349242-

1349403 +
GGGGATTCCCACCGAGAGCTGCGCCGAGGGCGTGGGCGTCTGTTGTGTGTGTGAGTGAAA---------------------------------------GTC--CAA-------CG-------------AT----------C---------------GATTTGAAAG-A----TATCGA----------------------------AAATCTAAT---------ATCTTTCACTT--GCAGTCGTCAATGGATGTGGTGATGTCACCAGCCAGCAGATCCTCTACTTCGAG

droBia1 scf7180000302402:846250-
846418 +

GGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGAAA---------------------------------------GTC--CAC-------CG-------------AT----------C---------------GATTTGCGCG-T----TATCCGAGATCT---------------------AAGATCTAAC---------ATCTTTCACTT--GCAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG

droTak1 scf7180000410451:111104-
111272 +

GGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTATGCTGTGTGTGTGAGTGAAA---------------------------------------GTC--CGC-------CG-------------AT----------C---------------GATTTGCACG-A----TATCGAAGATCC---------------------AACATGTAAA---------CTCTTTCACTT--GCAGTCGTCAATGGCTGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG

droEle1 scf7180000490994:858866-
859041 +

GGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTTTGCTGTGTGTGTGAGTGAAA---------------------------------------GTC--CGC-------CG-------------AT----------C---------------GACTTGGCCA-A----GATCTAACGTCTAACGTCA--------------AACATCTAAC---------ATCTTTCATTT--GCAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG

droRho1 scf7180000779522:16958-
17112 +

GGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTTTGCTGTGTGTGTGAGTGAAA---------------------------------------GTC--CGC-------CG-------------AT----------C---------------GATTTGCACG-A----G-----------------------------------ATCTAAC---------ATCTTTCACTT--GCAGTCGTCAATGGATGTGGCGATGTAACCAGCCAGCAAATCCTCTACTTCGAG

droFic1 scf7180000454126:64938-
65105 +

GGGGATTCCCACCGAGAGTTGTGCCGAGGGCGTGGGTGTATGTTGTGTGTGTGAGTGAAA---------------------------------------GTC--CAC-------TGATCCAC-------------------T---------------GATTTACAAG-C----GAT-------CT---------------------AACACCGATC---------TTCTTTCACCTCAACAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTTTACTTCGAG

droKik1 scf7180000302707:304273-
304438 +

GGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTATGCTGTGTGTGTGAGTGAAA---------------------------------------GTC--CAG-------G---------ATCAGAT----------C---------------GATTCGGATT-A----GATCTA----------------------------ACATCCGGC---------ATCTTTCACTT--CCAGTCGTCAACGGGTGCGGAGATGTGACCAGCCAGCAGATTCTCTACTTCGAG

droAna3 scaffold_13340:15302669-
15302824 -

GGGGATCCCCACAGAAAGCTGTGCCGAGGGCGTCGGTGTCTGCTGTGTGTGTGAGTGAAA---------------------------------------GTT--CTC-------GG-------------AT----------C---------------TAAC------T------------------------TCCTAGAG---------CTTGACG---------ATCCTTCTCTT--CCAGTCGTCAATGGATGCGGCGATGTCACCAGCCAGCAAATCCTTTACTTTGAG

droBip1 scf7180000396708:4731422-
4731587 +

AGGGGTCCCCACCGAAAGCTGTGCCGAGGGCGTGGGTGTCTGCTGTGTGTGTGAGTGAAA---------------------------------------GTT--CTG-------G-----------------------------------------------------A----AATCCTACCAC------CTCTTACATAAAT--AT-----TAATAGTAA------TATTTCCCT--CCAGTTGTCAATGGCTGCGGTGATGTCACCAGCCAACAAATCCTTTACTTCGAG

dp5 2:29533035-29533206 + TGGCATTCCCACCGAAAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTCTGTGAGTGAAA---------------------------------------GTTGC-CAC------AAGTCCGAGG-----AT----------C-------------------------------------------------CCACAAATGCAT--TTGCATCTAAT--TGCTATCTACTT----TC--GCAGTTGTCAACGGATGTGGCGATGTCACCGGCCAGCAGATCGTTTACTTCGAG
droPer2 scaffold_6:4903732-4903903

+
TGGCATTCCCACCGAAAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTCTGTGAGTGAAA---------------------------------------GTTGC-CAC------AAGTCCGAGG-----AT----------C-------------------------------------------------TCACAAATGCAT--TTGCATCTAAT--TTCTATCTACTT----TC--GCAGTTGTCAACGGATGTGGCGATGTCACCGGCCAGCAGATCGTTTACTTCGAG

droWil2 scf2_1100000004943:3829843-
3830004 +

TGGAATACCAACCGAAAGTTGTGCCGAAGGTGTTGGTGTTTGTTGCATCTGTAAGTGG------------------------------------------TC--CCC-------AA-------------AC----------T---------------GAAG------T------------------------TTC--GAC--CCTGTTAATCTAGCCGTGCT-----ATTCATTTT--CAAGTTGTCAATGGTTGTGGTTATACAACTAGCCAGCAGATTGTCTACTTTGAG

droVir3 scaffold_13047:16559345-
16559545 -

TGGCATACCCACCGAGAGCTGTGCGGAGGGTGTTGGCGCCTGCTGCATCTGTGAGTGTAA---------------------------------------CTA--CCC-------G---------CCCAGATGAACATAAAGTGATCAAGTGATCATGTACTCGCTTG-TGGTTTATC-AAGTGCT---------------------CAGACCTAAC---------TGATTTCCTTT--TCAGTTGTTAACGGCTGCGGTGATGTTACCAGCCAGCAGACCGTTTACTTCGAG

droMoj3 scaffold_6540:12876035-
12876190 -

CGGCATACCCACCGAACGATGTGCCGAGGGTGTCGGCGCCTGTTGCATCTGTGAGTACAT---------------------------------------G--------------------------------------AAGTG---AAGTGATATTGCGTTTGCTTG-A--------------------------------------------GGC---------TACTTTCGCTT--TCAGTTGTTAACGGCTGTGGCGATGTTACCAGCCAGCAGATCGTTTACTTTGAG

droGri2 scaffold_15116:1514235-
1514471 -

TGGCATACCCACCGAGAGCTGTGCTGAGGGTGTTGGTGCCTGTTGTATCTGTGAGTATGCGTTACATGTGTGCTCATGTGCACCATCAATAAAGAGTGATCA--AGTGCTCAAATGATC-------------------AACTGATCAAGTGATCATGTGCTTCATTG-TGGTTTATC-AAGTGCT---------------------CAGGCTTAAC---------GGCTTTCGCTT--TCAGTTGTTAACGGCTGCGGTGATGTTACCAGCCAGCAGACCGTATACTTCGAG
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AAAGGAGTTAACAAACATTGGGCCCTTCGCGGGCACTACTGTCCTTGCCCGTGGGCAGAAGCCCAAGGATCGGGATTCTATGTACACCGCATCATTGGGAGTTTGCCCAGGGACAGGCCAGTTTACATCATCTATACACCTTACGCGGGCTAGCCCTTGAAG

***********************************..((((.(((..(((.((((((((..(((((.((((((.............))).))).)))))..)))))))))))..))).))))....************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V108

head

V107

male
body

M055

female
body

V060

head

M057

embryo

..........................................................................................ATCATTGGGAGTTTGCCCAGG................................................... 21 0 1 6.00 6 3 1 1 1 0

..................................................GTGGGCAGAAGCCCAAGGATCG.......................................................................................... 22 0 1 2.00 2 1 1 0 0 0

...................................................TGGGCAGAAGCCCAAGGATCGG......................................................................................... 22 0 1 2.00 2 0 2 0 0 0

................................................................................................................................CATCTATACACCTTACGCGGG............. 21 0 1 1.00 1 1 0 0 0 0

.........................................................................................CATCATTGGGAGTTTGCCCAGT................................................... 22 1 1 1.00 1 1 0 0 0 0

.......................CCTTCGCGGGCACTACTGTCCTTGCC................................................................................................................. 26 0 1 1.00 1 0 0 0 0 1

........................................................................................GCATCATTGGGAGTTTGCCCAG.................................................... 22 0 1 1.00 1 0 1 0 0 0

........................................................................................GCATCATTGGGAGTTTGCCCA..................................................... 21 0 1 1.00 1 0 1 0 0 0

..........................................................................................ATCATTGGGAGTTTGCCCAGA................................................... 21 1 1 1.00 1 0 1 0 0 0

.................................CACTACTGTCCTTGCCCGT.............................................................................................................. 19 0 1 1.00 1 0 0 1 0 0

....................................................GGGCAGAAGCCCAAGGATCGGGA....................................................................................... 23 0 1 1.00 1 0 0 1 0 0

..........................................................................................ATCATTGGGAGTTTGCCCAGGT.................................................. 22 1 1 1.00 1 0 0 1 0 0

.........................................................................................CATCATTGGGAGTTTGCCCAGG................................................... 22 0 1 1.00 1 0 0 1 0 0

.........................................................................................CATCATTGGGAGTTTGCCCAGA................................................... 22 1 1 1.00 1 0 0 0 1 0

Anti-sense strand reads

TTTCCTCAATTGTTTGTAACCCGGGAAGCGCCCGTGATGACAGGAACGGGCACCCGTCTTCGGGTTCCTAGCCCTAAGATACATGTGGCGTAGTAACCCTCAAACGGGTCCCTGTCCGGTCAAATGTAGTAGATATGTGGAATGCGCCCGATCGGGAACTTC

************************************..((((.(((..(((.((((((((..(((((.((((((.............))).))).)))))..)))))))))))..))).))))....***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V108

head

M055

female
body

V040

embryo

V107

male
body

V060

head

......................................................................................GGCGTAGTAACCCTCAAACGGGT..................................................... 23 0 1 52.00 52 33 16 1 2 0

.......................................................................................GCGTAGTAACCCTCAAACGGGT..................................................... 22 0 1 7.00 7 5 2 0 0 0

.................................................GCACCCGTCTTCGGGTTCCTAG........................................................................................... 22 0 1 5.00 5 2 1 2 0 0

.......................................................................................GCGTAGTAACCCTCAAACGGGTC.................................................... 23 0 1 2.00 2 2 0 0 0 0

......................................................................................GGCGTAGTAACCCTCAAACGGG...................................................... 22 0 1 2.00 2 0 2 0 0 0

.........................................................................................................................................TGGAATGCGCCCGATCGG....... 18 0 1 1.00 1 1 0 0 0 0

......................................................................................TGCGTAGTAACCCTCAAACGGGT..................................................... 23 1 1 1.00 1 1 0 0 0 0

.....................................................................................TGGCGTAGTAACCCTCAAACGGG...................................................... 23 0 1 1.00 1 1 0 0 0 0

................................................TGCACCCGTCTTCGGGTTCCTAG........................................................................................... 23 1 1 1.00 1 0 0 0 1 0

........................................................................................CGTAGTAACCCTCAAACGGGT..................................................... 21 0 1 1.00 1 0 1 0 0 0

......................................................TGTCTTCGGGTTCCTAGC.......................................................................................... 18 1 1 1.00 1 0 1 0 0 0

.........................................................................................GTAGTAACCCTCAAACGGGTC.................................................... 21 0 1 1.00 1 0 1 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4820:4569053-

4569214 -
der_100 AAA--------GGA-GTTAACAAACATTG-GGCC--------CTTCG--CGGGCACTACTGTCC-TTGCCCGTGGGCAGAAGCCCAAGGATCGGG---------------------------------AT-----TCTATG------TACACCGC-----------------------ATCATT----------------------------------------------------------------G------GGAGT--TTGCCCAGGGAC--AGGCCAGTTTACATCATCTATACACCTTACGCGGGCT----------------AGCCCTTG-----------------------------------------------AAG

droYak3 3R:23018673-23018817 - dya_101 AAA--------GGA-GTTAACAAACATTG-GGCC--------CTTCG--CGGGCACTACTGTCC-TTGTCCTTGGGCTCAAACCCAAGGATCCGA---------------------------------AT-----TCAATG------TACACCGG-----------------------ATCATT----------------------------------------------------------------G------GGAGT--TTACCCAGGGAC--AGGCCAGTTTACATCATCTATACACCTTGCG--------------------------------------------------------------------------------
droSec2 scaffold_22:111543-111693

+
AAA--------GGA-GTTAACAAACAGCTGGGCC--------CTTCG--CGGGCACTGCTGACC-TTGCCCGAGAGCAGAATCCCAAGGATCGGG---------------------------------AT-----TCAATC------TCCACCTG-----------------------ATCCTT----------------------------------------------------------------G------GGAGT--TTACCCAGGGAC--AGGCCAGCTTACATCATC------------GCGGGCT----------------AACCCTCG-----------------------------------------------AAG

droSim2 3r:22893183-22893333 + AAA--------GGA-GTTAACAAACAGCTGGGCC--------CTTCG--CGGGCACTGCTGACC-TTGCCCGAGAGCAGAAACCCAAGGATCGGG---------------------------------AT-----TCAATC------TCCACCTG-----------------------ATCCTT----------------------------------------------------------------G------GGAGT--TTACCCAGGGAC--AGGCCAGCTTACATCATC------------GCGGGCT----------------AACCCTCG-----------------------------------------------AAG
dm3 chr3R:23468153-23468303 + AAA--------GGA-GTTAACAAACAGCTGGGCC--------CTTCG--CGGGCACTACTGACC-TTGCCCGAGAGCAGAAACCCAAGGATCGGG---------------------------------AT-----TCAATC------TCCACCTG-----------------------ATCCTT----------------------------------------------------------------G------GGAGT--TTACCCAGGGAC--AGGCCAGCTTACATCATC------------GCGGGCT----------------AACCCTCG-----------------------------------------------AAG
droEug1 scf7180000409770:952511-

952652 +
AAA--------GGATGTTAACAAACATTG-GGCC--------CTCTGTGAGGGCACTACTGTCC-TTGTCCATAAGCAGAATCCCAAGA------------------------------------------------------------------------------------------TCATT----------------------------------------------------------------A------GGGAG--TTTCTTAGGGAC--AGGTCAGTTTACATTATCTATACACCTTCCAAGGGCT----------------AACCATTG-----------------------------------------------AAG

droBia1 scf7180000302075:1453673-
1453811 -

AGG--------GGA-GTTAACAAAAATTG-G-CC--------CTCTG--CGGGCTCTACTGACC-TTGCCCCTGAGCAGTTTACCAAGA------------------------------------------------------------------------------------------TCATT----------------------------------------------------------------G------GGA-TCCTTGATCTGGGGC--AGGCCAGCTTACACTATCTATGCACCTCTCAAGGGCT----------------GGCCATTG-----------------------------------------------AAG

droTak1 scf7180000413872:362751-
362852 +

AAA--------GGA-GTTAACAAACGTTG-T--------------------------GCTGACC-CTGCCCTTGGGCACAGTCCCAAGG------------------------------------------------------------------------------------------TCATT----------------------------------------------------------------G------GGAATACTTGCTCAGGGGA--AGGTCAGCTT-TATTATCTATACATT-------------------------------------------------------------------------------------

droEle1 scf7180000491261:1964193-
1964356 +

AAA--------GGA-GTTAACAAACATCG-GGCC--------CTCTGGTTGGGCAGTACTGTCC-TTGCCCAAGAGCAGTGTCCTAGGGTTCA-G---------------------------------AT-----TAAATT------TCATCCTT-----------------------TTCTGT----------------------------------------------------------------G------GCGAA--TTGCTCAGGGGC--AGGTCAGCTTACAGTATCTATACACCTTTCAAGGACT----------A-----AACCATTG-----------------------------------------------AAG

droRho1 scf7180000779391:18309-
18481 -

AAA--------GGA-GTTAACAAACATTG-GGCC--------CTCTGG-GGGGCAGTACTGTCC-TTGCCCATGAGCAGAAACCTAGGGTTAAGA-----------------------TGTGATTTTAAT-----CCAATT------TCATCCTT-----------------------TTTTTT----------------------------------------------------------------G------CGGAA--TTGCTCAGGGGC--AGGACAGCTTACATCATCTATACACCTTCCAAGGGCT----------------AACCATTG-----------------------------------------------AAG

droFic1 scf7180000453826:246849-
247009 -

AGA--------GGA-TTTAACAAACATTG-TGGC--------CTCTG---GGGCTCTACTGTCT-GTGCCCACAAGCATTTACCCAAGA-TCAGG---------------------------------G------CCTATA------TACACCTG-----------------------ATCTTT----------------------------------------CA----------------------A------GGGAT--TTGCTCCTGGGC--AGATCAGCTTACATTATCTATACAACTTCCAAGGGTT----------------GACCATTG-----------------------------------------------AAA

droKik1 scf7180000302697:740329-
740498 +

AGGGACTAGGGGGA-GTTAACAAACATCG-GGC-----------------------TGCTGCCTTCTGCCCCTGGACAGTGACCTGAGC--TGGG----GC-----------------TGTG------GTTAAATTCAATT------TACACCTGGCCGGATCGCAAGAGCATCCCTCCTCTCC----------------------------------------------------------------G------GGGAT--CTGCCCAGGGGC--AGGACAGCGCATATCCTCAACATACTTT-----------------------------------------------------------------------------------

droAna3 scaffold_13340:19221691-
19221849 -

AAA--------GGA-ATTAACAAACATTG-AGCC--------T--CG--TGGCCAATGCTGTCC-TTGCCCCTAGGGGGAGACCTTTGTTCC------------------------------------AT-----TTAATTTAATACTA---------------------------------CA----------------------------------------------------------------G------GTGAT--CCTCCCAGGGAC--AGGACAGCTCACATCATCTATACACACTCCAAGGATA----------ATAGTATCTTATTG-----------------------------------------------GAC

droBip1 scf7180000396413:3143036-
3143179 +

AAA--------GGA-ATTAACAAACATTG-AGCC--------T-------------------CA-TGGCCCCTGGGCGGAGGCCTGTCTTTC------------------------------------AT-----TGAATTTAATACTA---------------------------------CA----------------------------------------------------------------G------GTGAT--CCTCCCAAGGAC--AGGACAGCTCACATCATCTATACACACTCCAAGGATA----------ATCGTATCTTATTG-----------------------------------------------GAC

dp5 2:3822359-3822573 + AAA--------GGA-ATTAACAAACATTC-TCTCTCTCAGCCCTCTC---AG---------------ACCCAGGGGCGGCACCCGAAT-------GCAGGTGGTTTTCTTTTGGTTAA--------------AATTC-----AATT---------ATCGGATCGGTAAAGCCACCAT-CTGCCGTGTGTCCGCCACTGGGAGAGAATCAGCTTATATGTATCATCATCTAA------------------GTATACACG-TTC-----CATGGGGATAGT--ATAGTATAGCC-------------------TC----------------AACCGATG-----------------------------------------------GAT
droPer2 scaffold_7:528117-528331

-
AAA--------GGA-ATTAACAAACATTC-TCTCTCTCAGCCCTCTC---AG---------------ACCCAGGGGCGGCACCCGAAA-------GCAGGTGGTTTTCTTTTGGTTAA--------------AATTC-----AATT---------ATCGGATCGGTAAAGCCACCAT-CTGCCGTGTATCCGCCCCTGGGAGAGAATCAGCTTATATGTATCATCATCTAA------------------GTATACACG-TTC-----CATGGGGATAGT--ATAGTGTAGCC-------------------TC----------------AACCGATG-----------------------------------------------GAT

droVir3 scaffold_12855:2154417-
2154529 -

AAA--------GGA-ATTAACAAAAGTTT-GGCG--------AA---------------CATCT---------------------------------------------CTTGTTACG--------------A----------------------------------------------------------------------------------------------------------------------------------------------------ATGTTACGAGATTCATACATTTTCCAAGGGGC----------T-----TAACATTGGAAAGGGTATAAACAAATTTCAGCTAGCCGA-------------------

droMoj3 scaffold_6540:32461035-
32461163 -

G---------------TTAACAAAACTTC-TC------------TTA--CGAGTGTTAG-----------------------------------------GTATTTTCTTTGG-------------------------------------------------------------------------------------------------------------------TATTCATTATACGCTTGCCAAAAATGAAAA-TCT-----TTTGGAA------------------------------------------------------------------AGAGCATAAACCAATTTCAGCTAGCCGAAATTTGCTTTGTGTTATAG

droGri2 scaffold_15074:2155838-
2155993 -

AAC--------GAA-TTTAACAAAAGTTT-GGCT--------AA---------------CATCT---------TG-------------------------------------------------------------------------------------------------------------------------------AGAGTGAATTTACCAAACTCCTCACAA--------------------------------------------------------------ATTCATACACTTTCCAATAGCCAGCACAAATGGTGATTTTTTATTGGAAGGGGTATCAAATAATTTCAGCTAGCCGAAATTAACAATATTTGTTGT
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TTTCAGCGATTTGAAGGTCGTTTCCACTGTTATTCACGTTTGTTTTGTGGTTTTGTTTTTTCTTTGTTTTGTGTGAACTCATCAATGAAACAATCTGAACACAAAAGCACTCACAAGTGTGACACAGAACGTGACAAAAAAATATAAAAAACTATAAAG

***********************************((((((((...(((.((((((.(((...(((((((((.(((.....))))))))))))...))).)))))).)))..))))))))...************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V108

head

M055

female
body

V107

male
body

V040

embryo

V060

head

..................................................TTTTGTTTTTTCTTTGTTTTG........................................................................................ 21 0 1 10.00 10 5 2 3 0 0

......................................................................................GAAACAATCTGAACACAAAAGC................................................... 22 0 1 3.00 3 2 0 0 1 0

..................................................TTTTGTTTTTTCTTTGTTTTGT....................................................................................... 22 0 1 1.00 1 1 0 0 0 0

.......................................................................................AAACAATCTGAACACAAAAGC................................................... 21 0 1 1.00 1 0 1 0 0 0

Anti-sense strand reads

AAAGTCGCTAAACTTCCAGCAAAGGTGACAATAAGTGCAAACAAAACACCAAAACAAAAAAGAAACAAAACACACTTGAGTAGTTACTTTGTTAGACTTGTGTTTTCGTGAGTGTTCACACTGTGTCTTGCACTGTTTTTTTATATTTTTTGATATTTC

************************************((((((((...(((.((((((.(((...(((((((((.(((.....))))))))))))...))).)))))).)))..))))))))...***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

M057

embryo
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Species Coordinate ID Alignment
droEre2 scaffold_4784:18883310-

18883468 -
der_109 TTTCAGCGA-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTG-------TT-TTGTGGTTT-TGTTTTT-----------------TCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------GAA--CACA-AAAG-CACTCACAA-GTGTGACACAGAACGTGACAAAAAAATAT------------------------------A------AAAAACTATAAAG

droYak3 3L:21530478-21530636 + dya_1781 TTTCAACGA-TTTGAAGGTC---GTT-TCCACTGTTATTCTCGTTTG-------TT-TTGTGGTTT-TGTTTTT-----------------TCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACA-AAAG-CACTCACAA-GTGTGACACAGAACGTGACAAAAAAATAT------------------------------A------AAAAACTATAAAA
droSec2 scaffold_19:1028759-1028922

-
dse_158 TTTCAGCGT-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTG-------TT-TTGTGGTTT-TGTTTTT-----------------TCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACA-AAAG-CACTCACAA-GTGTGACACAGAACGTGACAAAAAAAAAT--AT--------------------------AT--A-AAAAAACTATAAAG

droSim2 3l:18687169-18687331 - dsi_96 TTTCAGCGT-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTG-------TT-TTGTGGTTT-TGTTTTT-----------------TCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACA-AAAG-CACTCACAA-GTGTGACACAGAACGTGACAAATAAATAT------------------------------AAA-A-AAAAAACTATAAAG
dm3 chr3L:19064535-19064700 - TTTCAGCGT-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTG-------TT-TTGTGGTTT-TGTTTTT---------TT------TCTTTG-------TTTTGTATGAACTCATCAATGAAACAATCT----------------AAA--CACA-AAAG-CACTCACAA-GTGTGACACAGAACGTGACAAAAAAATAT--AA--------------------------AA--A-AAAAAACTATAAAG
droEug1 scf7180000409471:411256-

411427 +
TTTCAACGT-TTTGAAGGTC---GTT-TCCACTGTTATTCGCGTTTG-------TTTTTGTGATTT-TGCCTTTTC-----TTTG------TCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACA-AAAG-CACTCACAA-GTGTGACACAGAACGTGACAAAAAAATAT------------------------------AAAAAAGAAAAACTATAAAG

droBia1 scf7180000302529:420860-
421019 +

TTCCAACGT-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTG-------TTTTCGTGGCTT-TGTTTTC-----------------TCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACA-AAAG-CACTCACAA-GTGTGACACAGAACGTGACAAAA-AATAC------------------------------A-----AAAAAATTATAAAG

droTak1 scf7180000414021:74763-
74925 -

TTCCAACGT-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTG-------TTTTTGTGGTTT-TGTTTTT-----------------TCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACA-AAAG-CACTCACAA-GTGTGACACAGAACGTGACAAAAAAATAT------------------------------AA--A-AAAGAACTATAAAG

droEle1 scf7180000491249:6350648-
6350810 -

TTTCAACGT-TTTGAAGGTC---GTT-TCCACTGTTATTCACGATTG-------TTTTTGTGGTTT-TGTTTTC-----------------TCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACA-AAAG-CACTCACAA-GTGTGACACAGAACGTGACAAAAAAATAA------------------------------AA--A-AAAAAACTATAAAG

droRho1 scf7180000776835:46-206 - TTTCAACGTTTTTGAAGGTC---GTT-TCCACTGTTATTCACGATTG-------TTTTTGTGGTTT-TGTTTTT-----------------TCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACA-AAAG-CACTCACAA-GTGTGACACAGAACGTGACAAAAAAACA-----------------------------------A-AAAAAACTATAAAG
droFic1 scf7180000453824:438428-

438582 -
TTTCAACGT-TTTGAAGGTC---GTT-TCCACTGCTGTTCACGATTG-------TTTTTGTGGTTT-TGTTTTT-----------------TCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCC----------------AAA--CACA-AAAG-CACTCACAA-GTGTGACACAGAACGTGACAAAAAA-----------------------------------------AAACAGTATAGCC

droKik1 scf7180000302251:117775-
117960 -

TTTCAACGT-TTTGAAGGTC---GTT-TCCACTGTTATTCACGATTG-------CTTTTGTGGTTTTTGTTTTT-GTT--TTTCG------TCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACA-AAAG-CACTCACAA-GTGTGACACAGAACGTGACAAAAAAGTATAAAAAAAAATAA--A------------CGA-----AAAAAAACTATAAAG

droAna3 scaffold_13337:18377662-
18377827 +

TTTTCAAAG-CCTGAAGATC---GTT-TCCACCGA-----------G-------CTGTTGTGGTTT-TGTTTTT-----------------TCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACA-AAAG-CACTCACAA-ATATGACACAGAACGTGACAAATAAATAA--AAAGAAAAAAATGA--------------CA--A-AAAAAACTATAAAG

droBip1 scf7180000396741:1561617-
1561770 +

TTTCAACGC-TTTGAAGGTC---GTC-TCCACAGT-----------G-------TTATTGTGGTTT-TGTTTT---------------------------------GTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACA-AAAG-CACTCACAA-ATATGACAGAGAACGTGACAAATAAATAA--AAAAAAACA---G------------CAA-----AAAAAAACTATAAAG

dp5 XR_group8:7140822-7140973 - TTCAAACGT-TTTGAAGGTC---GTTTTGCACTGT---------GTG-------TTTCTGTGGTTT-TGTTTC--GCTCTTTTTGCCCATTTGTGTG-------TGTGATGTGAACTCATCAATGAAACAATCC---------------CAAACACACA-AAAGCCACTCACAA-GTGTCACACAAAA----------------------------------------------------AAAAAACAAC---A
droPer2 scaffold_36:165555-165705 + TTCAAACGT-TTTGAAGGTC---GTTTTGCACTGT---------GTG-------TTTCTGTGGTTT-TGTTTC--GCTCTTTTTGCCCATTTGTGTG-------TGTGATGTGAACTCATCAATGAAACAATCC---------------CAAACACACA-AAAGCCACTCACAA-GTGTCACACAAAA-------AAAAAACAC------------------------------A-------------------
droWil2 scf2_1100000004762:3231747-

3231881 +
TTGAAAACTTTTTGAAGGTCATTGTT-TCCACTTA----------------------A---------------------------------TGTGTG-------CTGTGTGTGAACTCATCAATGAAACAATAC----------------ACA--CACA-CGCA-CACACACAA-CAG-CACAGAGAACGTGACAAAACAAAA-------------------------------AA--A-AAAAAATCATAATA

droVir3 scaffold_13049:13362168-
13362290 -

TTTTCACGT-TTTGAAGGTC---GTT-TCCACTGT---ACGCGATTCT------TGTCAGTGTTAT-TGTTGTT-----------------GCGAT--------TATTGTGTGAACTCATCAATGAAACAATAC---------------AGAGAACCCAACACA-CACACACAA-ATGTG--------------------------------------------------------------------------

droMoj3 scaffold_6680:13991813-
13992009 +

TTTTCACGT-TTTGAAGGTC---GTT-TCCACTGTGCGCGAATCTTG-TCATTGTTGTCG-----T-TGTTGTT-GCTCTT---G------TCGCTGCTGCGATTATTGTGTGAACTCATCAATGAAACAATACAGAAAGAATCGTGGACAAA--CACA---CA-CACTTACACTCTGTTGTATATAAA--------------------GGCCGATGTGATAAGCACAGAT---A------TACAGCTATATAT

droGri2 scaffold_15110:18794239-
18794314 -

TTTTCACGT-TTTGAAGGTC---GTT-TGCACTGT---GCACGTT-G-------TTATTGTTGT----------------------------------------TGTTGTGTGAACTCATCAATGAAACAAT--------------------------------------------------------------------------------------------------------------------------
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AGCCGCCAAACTCGACGGTGATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACAAAGTGCGTAGCTCGGGGAGCACACGCCGAACCGAACTCTATTAATGCCCTCGATCCCCTCGCACACAGATCCCTCCAACCTTTCCGTGTAAGATCAAACCCGAACCGAACACGCAGCA

**************************************************************..(((.((.((((((.(((......((.......))......)))))))))....)))))********************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

M055

female
body

V108

head

M057

embryo

V107

male
body

V060

head

V040

embryo

..............................................................GTGCGTAGCTCGGGGAGCACACG............................................................................................. 23 0 1 3.00 3 0 2 0 1 0 0

..................................................................................................TATTAATGCCCTCGATCCCCTCGC........................................................ 24 0 1 2.00 2 1 1 0 0 0 0

..................................................................GTAGCTCGGGGAGCACACGCC........................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0

.......................................................................................................................................CAACCTTTCCGTGTAAGATCAAACCC................. 26 0 1 1.00 1 0 0 1 0 0 0

.........................................................................................................................................ACCTTTCCGTGTAAGATCAAACCC................. 24 0 1 1.00 1 1 0 0 0 0 0

..................................................................................................................................CCCTCCAACCTTTCCGTGTA............................ 20 0 1 1.00 1 0 1 0 0 0 0

..................................................................................................................................CCCTCCAACCTTTCCGTGT............................. 19 0 1 1.00 1 0 0 0 0 1 0

..................................................................................................TATTAATGCCCTCGATCCCCTCGCACAC.................................................... 28 0 1 1.00 1 1 0 0 0 0 0

..............................................................GTGCGTAGCTCGGGGAGCACA............................................................................................... 21 0 1 1.00 1 0 0 0 1 0 0

.........................................................................................ACCGAACTCTATTAATGCCCTCGATCCC............................................................. 28 0 1 1.00 1 1 0 0 0 0 0

..............................................................GTGCGTAGCTCGGGGAGCAC................................................................................................ 20 0 1 1.00 1 0 0 0 0 1 0

..............................................................GTGCGTAGCTCGGGGAGCACAC.............................................................................................. 22 0 1 1.00 1 0 1 0 0 0 0

.....................................................................................................TAATGCCCTCGATCCCCTCGC........................................................ 21 0 1 1.00 1 0 0 0 0 0 1

............................................................................................GAACTCTATTAATGCCCTCGATCCCCT........................................................... 27 0 1 1.00 1 1 0 0 0 0 0

..............................................................GTGCGTAGCTCGGGGAGCACACGCCGA......................................................................................... 27 0 1 1.00 1 1 0 0 0 0 0

........................................................................................................TGCCCTCGATCCCCTCGCACAC.................................................... 22 0 1 1.00 1 1 0 0 0 0 0

..............................................................GTGCGTAGCTCGGGGAGTT................................................................................................. 19 2 1 1.00 1 0 0 0 1 0 0

................................................................................ACACGCCGAACCGAACTCTATTAATGCC...................................................................... 28 0 1 1.00 1 0 1 0 0 0 0

Anti-sense strand reads

TCGGCGGTTTGAGCTGCCACTAGGTGTGCTGTGGACCGTTACGTCACGTTCACGCATTGTTTCACGCATCGAGCCCCTCGTGTGCGGCTTGGCTTGAGATAATTACGGGAGCTAGGGGAGCGTGTGTCTAGGGAGGTTGGAAAGGCACATTCTAGTTTGGGCTTGGCTTGTGCGTCGT

********************************************************..(((.((.((((((.(((......((.......))......)))))))))....)))))**************************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V107

male
body

V108

head
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4690:8587854-

8588031 +
der_401 AGCCGCCAAACTCGACGGTGATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC------------G-GGGAGCACA-------------------------CGC--CGA---------ACCGAACTC-----------------------------------------------------TATTAATGC---C----------------------------------------C------------TC--G---------------------------A-----TC---CCC-----------------------TCG----------------CA--CACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGAACACGCAGCA

droYak3 X:16895111-16895288 + dya_1456 AGCCGCCAAACTCGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC------------G-AGGAGCAGC-------------------------CGC--CGA---------ACCGAACTC-----------------------------------------------------TATTAATGC---C----------------------------------------C------------TC--G---------------------------A-----TC---ACC-----------------------TCG----------------CA--CACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGAACACGCAGCA
droSec2 scaffold_8:576711-576895 + AGCCCCCGAATTCGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGAAC------------G-GGGAGCA----------------TGGAGCACC--CGC--CGA---------ACCGAACTC-----------------------------------------------------TACTAATGA---A----------------------------------------C------------TC--G---------------------------A-----TC---ACC-----------------------TCG----------------CA--CACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAGCCCGAACCGAACACGCAGCA
droSim2 x:17364855-17365039 + dsi_32460 AGCCGCCGAATTCGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGAAC------------G-GGGAGCA----------------TGGAGCACC--CGC--CGA---------ACCGAACTC-----------------------------------------------------TACTAATGA---A----------------------------------------C------------TC--G---------------------------A-----TC---ACC-----------------------TCG----------------CA--CACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAGCCCGAACCGAACACGCAGCA
dm3 chrX:18267185-18267369 + dme_425 AGCCGCCGAACTCGACGGTCATCCACACGACGCCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGAAC------------G-GGGAGCA----------------CGGAGCACC--CGC--CGA---------ACCGAACTC-----------------------------------------------------TACTAATGA---A----------------------------------------C------------TC--G---------------------------A-----TC---ACC-----------------------TCG----------------CA--CACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAGCCCGAACCGAACACGCAGCA
droEug1 scf7180000409528:449294-

449472 +
AGCCGCCAAACTCGACGGTAATCCACACGACACCCAGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC------------A-GGGAGCACC-------------------------CAG--CTA---------TTAGAACTT-----------------------------------------------------TATTAATAT---C----------------------------------------C------------TC--G---------------------------A-----TT---ACC-----------------A-----TTA----------------AA--TACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGACCACGCACCA

droBia1 scf7180000302432:991025-
991196 -

AGCCGCCCAAC---ACGGTTATCCACACGACCCCCGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC------------A-GGGAGCACC-------------------------CGC--CGA---------GCAAAACTC-----------------------------------------------------CACTAATGC--------------------------------------------C------------CC--G---------------------------A-----TT---ACC-----------------------CCG--------------------AACAGATCCCTCCATCCTTTCC---GTGCAAGATCAAGCCCGAACCGAACACGCAGCA

droTak1 scf7180000415395:271880-
272072 +

AGCCGCCCAACTCGACGGTTATCCACACGACACCCGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC------------A-GGGAGCACC-------------------------CAC--CGA---------GCAGAACTC-----------------------------------------------------TGATAATGT---C----------------------------------------C------------TC--G---------------------------T-----AC-T--TA-----------------C-----AT--GCCTCCAACTTACCACA--CACAGATCCCTCCAACCTTTCC---GTGCAAGATCAAACCCGAACCGACCACGCAGCA

droEle1 scf7180000491006:507673-
507853 +

AGCCGCCCAACTCGACGGTTATCCACACGACACCCGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC------------G-AGGAGCACC-------------------------CAT--CGA---------GCAGAACTG-----------------------------------------------------TATTAATGA---T-------------------------------------TGTC------------TC--G---------------------------A-----TT---ACC-----------------------TTC----------------AA--AACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGACCACGCAGCA

droRho1 scf7180000779985:1003450-
1003621 +

AGCCGCCCAACTCGACGGTTATCCACACGACCCCCGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC------------A-AGGAGCGCC-------------------------CAC--CGA---------CCAGAACTG-----------------------------------------------------TACTAATT------------------------------------------------------------------------------------------A-----TT---ACC-----------------------TCG----------------CC--CACAGATCCCTCCAACATTTCC---GTGTAAGATCAAACCCGAACCGACCACGCAGCA

droFic1 scf7180000453829:1364555-
1364749 -

AGCCGCCCAACTCGACGGTCATCCACACGACGCCCGGCAATGCAGTGCAAGTGCGTAATA---AAGTGCGTAGCTC------------G-GCGAGCGCT-------------------------TAT--CGA----GTTGACCAGAATTA-----------------------------------------------------TACTAATGC---C----------------------------------------C------------TC--G---------------------------T-----TT---CTT-----------------C-----TTA-ACCTCCGAT----CCGT--AACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGACCACGCAGCA

droKik1 scf7180000302696:1335662-
1335841 +

AGCCGGCCAACTCGACGGTCATACACACGACCTCCGGCAATGCAGTGCAAGTGCGTAATA---AAGTGCGTAGCTC------------A-GCGAGCGCC-------------------------CC-------------------------------------------------------------AAGTTGGAGCCGAACGAACTAACCA---T----------------------------------------T------------T--------------------------------------------------------------------TCGAATT------------TC--CGAAGATCCCTCCAACCTTTCCGACGTGTAAAATCAAACCAGAGCCGAACACGCAGCA

droAna3 scaffold_13248:931379-
931586 -

AGCCGGCTAAT---ACGGTTATACACACGACCTCGGGCAATGCAGTTCAAGTGCGTAACA---AAGTGCGTAGCTCC-----------A-AAGAGCTTC-------------------------TCT--CTA---------ATTT----------------------------------------------------------CATTAATTA---A------------------TTATAATTATAATTATAATTTTAATAATTATT---TT--G---------------------------A-----AA---CCC-----------------------TCC----------TTTATATA--TATAGATCCCTCCAAACTTTCC---GTGTAAAATCAAACCCGAACCGAACACACAACA

droBip1 scf7180000395920:35111-
35313 +

AACCGGCTAAT---ACGGTTATACACACGGCCTCGGGCAATGCAGCTCAAGTGCGTAACA---AAGTGCGTAGCTCCCCTTAG-----A-GAGAGAGCTTTCAAATAAAAACATTATATATC--TAT--AAA---------TATATATTA-----------------------------------------------------TTATAATTA---T----------------------------------------T------------TT------------------------------------CT---ATT-----------------------TCA----------------AT--TATAGATCCCTCCAAATTTTCC---GTGTAAAATCAAACCCGAACCGAACACCCAACA

dp5 XL_group3a:228604-228785 + AGCCAGCCAACTCTACGGTGATCCACACGACAGCAAGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTG------------G-AAAA---CTTTG-------------------------------------------------------------------AACGGGGCCAGCAGCCTC---------TC--------TAATCTTCA--------------------------------------------------------------------------------------T-----A-TTCCAC-----------------------------------T----CCATATCACAGATCCCTCCAACTTTTCC---ATGTAAGATCAAACCCGAACCGAACAGCCAGCA
droPer2 scaffold_39:508452-508633 - AGCCAGCCAACTCTACGGTGATCCACACAACAGCAAGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTG------------G-AAAA---CTTTG-------------------------------------------------------------------AACGGGGCCAGCAGCCTC---------TC--------TAATCTTCA--------------------------------------------------------------------------------------T-----A-TTCCAC-----------------------------------T----CCAAATCACAGATCCCTCCAACTTTTCC---ATGTAAGATCAAACCCGAACCGAACAGCCAGCA
droWil2 scf2_1100000004515:1509862-

1510103 +
AACCGGCCAATTCGACGGTGATACACACAACCTCCGGCAATGCAGTGCAAGTGCGTAATAATCAAGTGCGTATCAT------------G-ATCATCA----------------TCGT-------CAT--CG-------------------------------------------------------------------------------------------------------------------------CTTTGATAATCCTGAATTCACGAAACTGTTCCTCCCTACACAAAAGTTGTATCCCA-TTCCATGCTAAATCTTGTTTTCCATTTCTTTGTATT------------GC--CACAGATCCCTCCAACTTTTCA---ATGTAAGATCAAACCCGAACCGAATACACAACA

droVir3 scaffold_12970:3051811-
3051881 +

AGCCGGCCAATACGACGGTCATCCATACGACCACGAGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6473:3887612-
3887865 +

dmo_665 AGCCGGCCAACACGACGGTCATCCATACGACCACGAGCAACGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCAGTTGCTAAAGTAAAGCAGA---CATTAAAACACACACA-CACACACGCACACACATATGCAATTCAC--------TCCCACACACACACACACACACAGAGTCAG-----TC---------TCGAATGTATTAATTA---G----------------------------------------C------------TC--T---------------------------A-----CA---TCA-----------------------TTC----------------CT--TTCAGATCCCTCCAAATTTTCA---ATGTAAGATCAAACCCGAACCGACTACCCAGCA

droGri2 scaffold_15081:801890-
802122 -

AGCCGGCGAACACGACGGTCATCCACACGGCCACGGGCAACGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCAT---------------------------------------------T--CGC--C-A---------ACAGCAATC-----------------------------------T-AACTACAAGCACATCGAGCA--------CATCGATTCCTATTGTTTTATATTATTATTGTTGTAGTTATTATTACTGTT---G-------------------------------C-----TA---ATC-----------------------GAT----------TTCACATT--CGCAGATCCCTCCAAATTTTCA---ATGTAAGATCAAACCCGAACCGAATACCCAGCA
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TTAAACTTTAGGAACTATGAGCGGGAACTTGTTCTGAAAGACCCAAACTTAGAGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTCAAGCATCGCTCGACTTCAGAGCCTCAACATTACGCCTAGAGAACGACAACAGCTTTAGATCAATGCGACCCCGCTTAGGAATCGGGAAATAG

*************************************************...(((((.(((((.((((.(((....((..(((((((...........))))))).))...))).)))).))))))))))......*************************************************
Read
size

#
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Total
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V108

head

M057

embryo

M055

female
body

V060

head

GSM1528801

follicle
cells

................................................................TGGGACTCGTCTAGAACGAGTGGA................................................................................................. 24 0 1 2.00 2 1 0 1 0 0

...............................................................ATGGGACTCGTCTAGAACGAGT.................................................................................................... 22 0 1 2.00 2 2 0 0 0 0

...................................................................................................CGCTCGACTTCAGAGCCTCAAC................................................................ 22 0 1 1.00 1 0 1 0 0 0

..............................................................GATGGGACTCGTCTAGAACGAGT.................................................................................................... 23 0 1 1.00 1 0 1 0 0 0

................................................................TGGGACTCGTCTAGAACGAGTGGT................................................................................................. 24 1 1 1.00 1 0 0 1 0 0

...............................................................ATGGGACTCGTCTAGAACGAGTG................................................................................................... 23 0 1 1.00 1 0 0 0 1 0

...............................................................ATGGGACTCGTCTAGAACGAGA.................................................................................................... 22 1 1 1.00 1 1 0 0 0 0

................................................................TGGGACTCGTCTAGAACGA...................................................................................................... 19 0 1 1.00 1 1 0 0 0 0

...............................................................ATGGGACTCGTCTAGAACGAG..................................................................................................... 21 0 1 1.00 1 1 0 0 0 0

...............................................................ATGGGACTCGTCTAGAACGAGTGG.................................................................................................. 24 0 1 1.00 1 0 0 1 0 0

Anti-sense strand reads

AATTTGAAATCCTTGATACTCGCCCTTGAACAAGACTTTCTGGGTTTGAATCTCCACCATCACTACCCTGAGCAGATCTTGCTCACCTTTAAGTTCGTAGCGAGCTGAAGTCTCGGAGTTGTAATGCGGATCTCTTGCTGTTGTCGAAATCTAGTTACGCTGGGGCGAATCCTTAGCCCTTTATC

*************************************************...(((((.(((((.((((.(((....((..(((((((...........))))))).))...))).)))).))))))))))......*************************************************
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4690:13329656-

13329840 -
der_1524 TTAAA-CTTTAGGAA-----CTATGAGCGGGAACTTGTTCTGAAAGACCCA-----AA---CTTAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GACAAC-AGCTT--TAGATCAATGCGACCCCGCTTAGG-A----ATCG----GGAAA---------TA-G

droYak3 X:7836394-7836583 + dya_1799 TTAAC-AATTAGAAATAACAATGTAAGCGGGAACTTGTTCTGAAAGACCCA-----AA---ATAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GACAAC-AGCTT--TAGATCAATGCGACCCCGCTTAGG-A----ATCG----AGAAT---------TG-G
droSec2 scaffold_20:193495-193674

+
dse_1847 ATAACAAATAAGAAA-----CCATAAGCGGGAACTTGGTCTGAAAGACCCC-----AA---ATAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GACATC-AGGGT--TAGATCATTGCGACCCCGCTTAGG-A----AACG----AG----------------

droSim2 x:12890273-12890452 + dsi_32459 ATAACAAATAAGAAA-----CCATAAGCGGGAACTTGGTCTGAAAGACCCC-----AA---ATAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GACATC-AGGTT--TAGATCATTGCGACCCCGCTTAGA-A----ACAG----AA----------------
dm3 chrX:13553555-13553734 + dme_424 ATAAC-AATAAGAAA-----CCATAAGCGGGAACTTGGTCTGAAAGACCCC-----AA---ATAAG-AGGTGGTAGTGATGGGACTCGTCTAGAATGAGTGGAAATTCA-AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GACATC-AGGTT--TAGATCATTGCGATCCCGCTTAGG-A----AACG----AG----------------
droEug1 scf7180000408958:35928-

36112 -
G----------GGAA-----TTTTAAGCGGGAACTTGTTCTGAAAGACCGA-----AAAATAAAAGAAGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GACAAC-AGCTT--TAGATCAATGCGACCCCGCTTAGGAGAATAATCG----AGTTA---------AG-G

droBia1 scf7180000302041:563677-
563853 +

T--------TAGGCA-----CTGTAAGCGGGAACTTGTTCTGAAAGACCCC-----AG---ATAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC---AGCCGCGCTCG-ACTTCAGAGCCTCAGCATTACGCC-TAGAGAAC-GACATC-AGCTT--TAGATCAATGCGACCCCGCTTAGG-C----ATCA----GGCAC---------CG-A

droTak1 scf7180000414393:30814-
31003 -

CTA------TAGGAA-----CTGTAAGCGGGAACTTGTTCTGAAAGACCAA-----AC---TTAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCGTCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GACAAC-AGCTT--TAGATCAATGCGACCCCGCTTAGG-A----ATCG----AATATATTGCCCACTGGG

droEle1 scf7180000491044:215068-
215250 +

AA----AATTAGAAA-----ATATAAGCGGGAACTTGTTCTGAAAGACCCT-----AA---ATAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTC--AAGCATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGCGAAC-GACAACTAGCTT--TAGATCAATGCGACCCCGCTTAGG-A----ATCG----AGAAT---------TG-C

droRho1 scf7180000779510:38390-
38573 +

TTG---AATTAGGAA-----CTGTAAGCGGGAACTTGTTCTGAAAGACCCT-----AA---ATAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGCATTTA--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GACAAC-AGCTT--TAGATCAATGCGACCCCGCTTAGG-A----ACCG----AGTAT---------TGCG

droFic1 scf7180000454073:1442993-
1443178 +

TCA---AATTAGAAA-----CTTCAAGCGGGAACTTGTTCTGAAAGAACCA-----AAA--TTAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAACCGACAAC-AGCTT--TAGATCAATGCGACCCCGCTTAGG-A----ATCG----AGTAC---------TACG

droKik1 scf7180000302698:307804-
307975 -

A----------------------TAAGCGGGAACTTGTTCTGAAAGACCCAATACAAA---ATAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTA--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GACAAC-AATTT--TAGATCAATGCGACCCCGCTTAGG-A----GTTGTAGGAG----------------

droAna3 scaffold_13334:472145-
472316 +

dan_4039 -------------------------AGCGGGAACTTGTTCTGAAAGATCAAA--CAAT---TTAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTTT-GAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCCTTAGAGAAAAGACAAC-AGCTT--TAGATCAATGCCAACCCGCTTAGG-A----AGTG----CGAGC---------CT-G

droBip1 scf7180000396431:1081229-
1081393 -

-------------------------AGCGGGAACTTGTTCTGAAAGATCCAA--C-AG---TGAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTTG-AAGCATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGACCAGACAAC-AGCTTTTTAGATCAATGACCACCCGCTTGGG-G----A-------AGTA--------------

dp5 XL_group3b:100247-100389 + dps_110 --------------------------GTGGGTACTTGTTTTGAAAGAACAT-----AT---CGAAG-GGTTGGTAGTGATGGGACTCGTCTAGAACGAGCGGAATTTC--AAACATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GCAAGC-AGCTT--TCGACCA-TGCATCCC----------------------------------------
droPer2 scaffold_56:124053-124186

+
dpe_157 --------------------------GTGGGTACTTGTT-TGAAAGAACAT-----AT---CGAAG-GGTTGGTAGTGATGGGACTCGTCTAGAACGAGCGGAATTTC--AAACATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GCAAGC-AGCTT--TCGACCA-------------------------------------------------

droVir3 scaffold_12970:5369119-
5369203 -

dvi_24642 A-------------------------------------------------------------------AGAGGTAGTGATGGGACTCACCTAGAACGAGTGGAATATT--AAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCC-TAGAGAA------------------------------------------------------------------------

droMoj3 scaffold_6473:4951753-
4951833 -

dmo_3154 -----------------------------------------------------------------------GGTAGTGATGGGACTCACCTAGAACGAGTGGATTATT--TAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCC-TAGAGAA------------------------------------------------------------------------

droGri2 scaffold_15203:9467764-
9467849 +

dgr_467 A-------------------------------------------------------------------AGAAGTAGTGATGGGACTCAACTAGAACGAGTGGAATTTTAAAAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCC-TAGAGA-------------------------------------------------------------------------
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Predicted structure

Show Alternate Folds

Flybase annnotation

rRNA [Dere\5.8SrRNA:GG25461-RA]

No Repeatable elements found

mature

1. scaffold_667:593-614 +
2. der_1518  scaffold_944:901-922 +
3. scaffold_946:798-819 +
4. scaffold_948:756-777 +
5. scaffold_994:293-314 +
6. scaffold_1034:431-452 +
7. scaffold_1146:540-561 +
8. scaffold_1148:493-514 +
9. scaffold_1150:759-780 +

10. scaffold_1155:2872-2893 +
11. scaffold_2018:332-353 +
12. scaffold_2144:53-74 +
13. scaffold_3065:2516-2537 +
14. scaffold_3613:357-378 +
15. scaffold_3844:898-919 +
16. scaffold_4652:289-310 +
17. scaffold_4682:143-164 +
18. scaffold_4752:34004-34025 +
19. scaffold_4835:617-638 +
20. scaffold_4858:122356-122377 +
21. scaffold_1677:825-846 +
22. scaffold_2999:3691-3712 +
23. scaffold_4858:137891-137912 +
24. scaffold_711:1032-1053 -
25. scaffold_941:415-436 -
26. scaffold_942:225-246 -
27. scaffold_945:523-544 -
28. scaffold_947:465-486 -
29. scaffold_1124:444-465 -
30. scaffold_1133:410-431 -
31. scaffold_1139:1091-1112 -
32. scaffold_1145:638-659 -
33. scaffold_1147:325-346 -
34. scaffold_1149:432-453 -
35. scaffold_1168:600-621 -
36. scaffold_1226:370-391 -
37. scaffold_3385:447-468 -
38. scaffold_3863:264-285 -
39. scaffold_4298:791-812 -
40. scaffold_4723:10553-10574 -
41. scaffold_4752:30876-30897 -
42. scaffold_4769:54639-54660 -

star

1. der_1518  scaffold_944:934-955 +
2. scaffold_946:831-852 +
3. scaffold_948:789-810 +
4. scaffold_994:326-347 +
5. scaffold_1034:464-485 +
6. scaffold_1146:573-594 +
7. scaffold_1148:526-547 +
8. scaffold_1155:2905-2926 +
9. scaffold_1677:858-879 +

10. scaffold_2144:86-107 +
11. scaffold_2999:3724-3745 +
12. scaffold_3844:931-952 +
13. scaffold_4091:44-65 +
14. scaffold_4652:322-343 +
15. scaffold_4752:34037-34058 +
16. der_16  scaffold_4758:38426-38447 +
17. scaffold_4835:650-671 +
18. scaffold_4858:122389-122410 +
19. scaffold_4858:137924-137945 +
20. scaffold_4925:1093-1114 +
21. scaffold_3613:390-411 +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATATGATACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTATATAAAAATGAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG

******************************************************((...............(((((((((((((.((((((((......))))))))..)))))).)))))))..............))************************************************************
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head
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embryo

V040

embryo

V060

head

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCT............ 26 0 20 1006.90 20138 0 8288 0 5661 4196 1634 359

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTC........... 27 0 20 692.45 13849 9073 0 0 1289 3167 215 105

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCG............... 23 0 20 354.60 7092 0 2928 2846 1136 25 157 0

.....................................................................TATTGAAGGAATTGATATATGC............................................................................................................ 22 0 20 330.95 6619 992 0 0 4618 248 761 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGC............. 25 0 20 270.40 5408 928 2103 1948 0 292 101 36

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGG.............. 24 0 20 258.90 5178 464 4152 0 485 31 0 46

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTC................ 22 0 20 215.50 4310 1142 665 1753 642 0 108 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCA................... 19 0 20 201.10 4022 807 1009 1646 460 0 37 63

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTC.... 22 0 20 160.95 3219 2858 0 128 206 0 11 16

.................................................................................................................................................................AACTCTAAGCGGTGGATCACT................. 21 0 20 155.15 3103 941 0 1535 520 70 37 0

.....................................................................TATTGAAGGAATTGATATATG............................................................................................................. 21 0 20 139.40 2788 0 0 2409 0 0 245 134

.................................................................................................................................................................AACTCTAAGCGGTGGATCAC.................. 20 0 20 130.55 2611 1065 392 735 337 32 8 42

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCT............ 27 0 20 129.95 2599 1098 501 0 458 409 116 17

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCA.......... 28 0 20 129.50 2590 1637 0 880 44 0 15 14

.................................................................................................................................................................AACTCTAAGCGGTGGATC.................... 18 0 20 98.05 1961 1250 0 537 0 98 0 76

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATG........ 30 0 20 90.80 1816 0 1816 0 0 0 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCG... 23 0 20 81.85 1637 1492 62 80 0 3 0 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTC.... 20 0 20 67.25 1345 1274 0 0 14 38 19 0

.......................................................................TTGAAGGAATTGATATATGCCA.......................................................................................................... 22 0 20 62.85 1257 235 0 0 876 0 102 44

.....................................................................TATTGAAGGAATTGATATATGCC........................................................................................................... 23 0 20 58.60 1172 390 0 486 0 253 0 43

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTC.... 23 0 20 57.30 1146 1011 0 74 37 11 7 6

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 55.35 1107 178 914 0 15 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCG... 22 0 20 54.75 1095 934 0 104 22 0 32 3

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGAT. 25 0 20 54.40 1088 977 0 25 67 7 8 4

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGG....... 31 0 20 54.15 1083 0 1083 0 0 0 0 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTC.... 19 0 20 53.05 1061 907 0 89 0 40 25 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTCG... 21 0 20 45.35 907 755 0 105 21 4 20 2

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 42.95 859 0 851 7 0 1 0 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTCGAT. 23 0 20 41.90 838 563 0 131 0 11 133 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGG....... 19 0 20 41.45 829 800 20 0 0 0 7 2

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCAT......... 25 0 20 36.65 733 21 701 8 3 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTC.... 27 0 20 30.25 605 375 189 21 18 0 0 2

.......................................................................TTGAAGGAATTGATATATGCC........................................................................................................... 21 0 20 30.15 603 184 0 385 0 0 0 34

................................................................................................................................................................AAACTCTAAGCGGTGGAT..................... 18 0 20 29.75 595 167 341 0 74 5 0 8

....................................................................TTATTGAAGGAATTGATATATG............................................................................................................. 22 0 20 29.70 594 46 0 210 331 7 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGATG 26 0 20 28.40 568 538 16 0 12 0 2 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 27.10 542 362 124 26 0 0 30 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCT............ 24 0 20 26.25 525 169 229 77 13 0 36 1

................................................................................................................................................................AAACTCTAAGCGGTGGATC.................... 19 0 20 26.15 523 0 350 111 41 11 0 10

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTC.... 26 0 20 25.60 512 512 0 0 0 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGG....... 18 0 20 24.35 487 440 0 2 43 0 0 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGT..... 23 0 20 24.00 480 424 0 52 0 0 1 3

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGAT. 24 0 20 23.40 468 0 149 93 0 24 200 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGG....... 21 0 20 22.15 443 443 0 0 0 0 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTCG... 27 0 20 21.00 420 249 111 53 7 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGC............. 26 0 20 18.25 365 97 165 0 66 30 5 2

................................................................................................................................................................................ATCACTCGGCTCATGGGT..... 18 0 20 17.75 355 337 0 14 0 0 4 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTC........... 28 0 20 17.00 340 0 0 308 17 0 11 4

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGAT. 22 0 20 16.90 338 316 0 15 0 7 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGG...... 19 0 20 16.70 334 304 0 6 21 2 1 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGA.. 23 0 20 16.65 333 307 0 19 5 2 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCT............ 28 0 20 15.10 302 163 58 0 4 77 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGG...... 24 0 20 15.10 302 129 173 0 0 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAT......... 29 0 20 14.45 289 289 0 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCG............... 24 0 20 14.35 287 0 0 185 89 4 6 3

.....................................................................TATTGAAGGAATTGATATAT.............................................................................................................. 20 0 20 14.25 285 117 0 88 71 5 4 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 14.20 284 0 284 0 0 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGATG 25 0 20 13.70 274 265 0 0 0 2 7 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCT............ 25 0 20 12.95 259 0 0 214 28 0 15 2

.......................................................................TTGAAGGAATTGATATATGC............................................................................................................ 20 0 20 12.90 258 0 0 0 235 13 0 10

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTC........... 23 0 20 12.60 252 0 248 0 2 0 2 0

...............................................................................................................................................................................GATCACTCGGCTCATGGG...... 18 0 20 12.55 251 248 0 2 0 0 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTC.... 25 0 20 12.35 247 245 0 0 0 1 1 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTC................ 23 0 20 11.20 224 0 124 63 0 26 11 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCG... 24 0 20 11.05 221 0 27 136 48 0 7 3

.................................................................................................................................................................AACTCTAAGCGGTGGATCACG................. 21 1 20 10.85 217 96 0 119 0 2 0 0

..................................................................................................................................................................................CACTCGGCTCATGGGTCGAT. 20 0 20 10.60 212 163 12 13 3 13 7 1

.................................................................................................................................................................AACTCTAAGCGGTGG....................... 15 0 20 10.55 211 0 211 0 0 0 0 0

......................................................................ATTGAAGGAATTGATATATGC............................................................................................................ 21 0 20 10.45 209 85 0 68 0 0 56 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGG....... 24 0 20 9.95 199 199 0 0 0 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGA...................... 16 0 20 9.80 196 0 196 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCA.......... 29 0 20 9.50 190 28 159 0 0 3 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGAT..................... 22 0 20 8.85 177 48 52 72 0 0 5 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCGATG 27 0 20 8.45 169 135 23 7 0 0 3 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGTC.... 28 0 20 8.45 169 0 148 0 0 19 2 0

......................................................................ATTGAAGGAATTGATATATGCC........................................................................................................... 22 0 20 8.00 160 48 0 0 66 40 0 6

.........................................................................................................................................................................GCGGTGGATCACTCGGCTC........... 19 0 20 8.00 160 131 0 10 3 15 0 1

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCG.......... 28 1 20 8.00 160 95 17 48 0 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGG....... 25 0 20 7.85 157 132 25 0 0 0 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTC.... 24 0 20 7.85 157 0 93 0 18 33 11 2

.................................................................................................................................................................................TCACTCGGCTCATGGGTCG... 19 0 20 7.80 156 117 0 13 5 1 20 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCA................... 20 0 20 7.65 153 74 0 58 20 1 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTC.... 21 0 20 7.45 149 0 0 0 64 28 47 10

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCT............ 22 0 20 7.45 149 89 0 59 0 0 0 1

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCT............ 23 0 20 7.30 146 55 44 41 5 0 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGG....... 22 0 20 7.15 143 90 50 0 2 1 0 0

......................................................................ATTGAAGGAATTGATATATG............................................................................................................. 20 0 20 7.05 141 63 0 43 35 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTC................ 21 0 20 6.95 139 93 6 31 0 9 0 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGA.. 21 0 20 6.75 135 109 0 0 12 0 10 4

......................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 6.75 135 14 121 0 0 0 0 0

............................................................................................................................................................................GTGGATCACTCGGCTCATG........ 19 0 20 6.70 134 94 10 23 6 1 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATG........ 18 0 20 6.45 129 101 7 0 18 0 3 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTC........... 25 0 20 6.25 125 101 0 15 3 0 4 2

........................................................................TGAAGGAATTGATATATGCCA.......................................................................................................... 21 0 20 6.15 123 43 0 74 0 0 0 6

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATG........ 23 0 20 6.15 123 99 24 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACT................. 22 0 20 6.10 122 84 0 0 24 12 2 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACT................. 25 0 20 6.05 121 13 103 0 3 2 0 0

....................................................................TTATTGAAGGAATTGATATATGC............................................................................................................ 23 0 20 5.90 118 43 0 0 0 19 51 5

.......................................................................TTGAAGGAATTGATATATG............................................................................................................. 19 0 20 5.85 117 0 0 64 52 1 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATG........ 26 0 20 5.85 117 42 65 8 0 0 2 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGC............. 24 0 20 5.80 116 71 19 18 5 0 3 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCT............ 19 0 20 5.80 116 104 0 0 4 8 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATC.................... 23 0 20 5.75 115 23 65 16 6 5 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCAT......... 30 0 20 5.75 115 0 115 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACT................. 20 0 20 5.75 115 89 0 0 20 5 1 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGAT..................... 19 0 20 5.50 110 59 42 0 0 3 6 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGA.. 24 0 20 5.40 108 0 93 0 0 0 13 2

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 32 0 20 5.40 108 0 108 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGA.. 27 0 20 5.35 107 62 41 4 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCG............... 22 0 20 5.35 107 42 0 55 8 0 2 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGTC.... 31 0 20 5.30 106 0 106 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGG.............. 23 0 20 5.30 106 39 55 11 1 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCAT......... 28 0 20 5.20 104 42 52 7 0 3 0 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGCT............ 29 0 20 5.15 103 39 36 0 0 28 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTC................ 18 0 20 4.95 99 19 67 1 0 12 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGG.............. 20 0 20 4.95 99 15 56 16 3 4 5 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCC............ 27 1 20 4.80 96 0 0 0 0 96 0 0

...................................................................................................................................................................CTCTAAGCGGTGGAT..................... 15 0 20 4.75 95 0 95 0 0 0 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGATG 28 0 20 4.65 93 88 0 0 0 5 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTC................ 20 0 20 4.65 93 30 8 19 0 21 14 1

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGGT..... 33 0 20 4.55 91 0 91 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCG... 26 0 20 4.55 91 81 3 7 0 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTCG... 28 0 20 4.50 90 81 0 6 0 3 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGG.............. 29 0 20 4.50 90 1 85 4 0 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGC............. 21 0 20 4.45 89 25 34 0 0 20 9 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCT............ 20 0 20 4.30 86 86 0 0 0 0 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATC.................... 20 0 20 4.25 85 0 65 10 10 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCAC.................. 21 0 20 4.20 84 59 2 0 19 3 1 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCAC.................. 19 0 20 4.20 84 67 0 14 0 1 1 1

...................................................................................................................................................................CTCTAAGCGGTGGATCACT................. 19 0 20 4.10 82 43 0 24 0 3 9 3

......................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGG....... 26 0 20 4.10 82 50 27 1 4 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATGGGTCG... 31 0 20 4.00 80 0 80 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCAT......... 20 0 20 4.00 80 0 78 0 2 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCG............... 19 0 20 4.00 80 15 0 46 19 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTC........... 21 0 20 4.00 80 56 1 4 1 18 0 0

.....................................................................TATTGAAGGAATTGATATATGCCA.......................................................................................................... 24 0 20 4.00 80 0 3 36 35 2 4 0

......................................................................................................TGTATTTTTAATTTCTTTCAAT........................................................................... 22 0 20 3.95 79 68 0 0 8 3 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATG........ 28 0 20 3.95 79 0 78 0 0 1 0 0

......................................................................................................TGTATTTTTAATTTCTTTCAATA.......................................................................... 23 0 20 3.95 79 67 1 0 0 10 1 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCG............... 26 0 20 3.90 78 8 40 22 8 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTC........... 18 0 20 3.85 77 0 77 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGG.............. 25 0 20 3.85 77 0 0 57 20 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAG......... 29 1 20 3.80 76 0 76 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGG...... 23 0 20 3.80 76 0 76 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGAT. 28 0 20 3.80 76 34 40 2 0 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCG............... 27 0 20 3.75 75 5 42 21 7 0 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTCGA.. 28 0 20 3.70 74 70 0 3 0 1 0 0

.....................................................................TATTGAAGGAATTGATATA............................................................................................................... 19 0 20 3.65 73 0 0 47 24 0 1 1

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGT..... 21 0 20 3.60 72 0 0 0 65 0 0 7

...........................................................................................................................................................................GGTGGATCACTCGGCTCAT......... 19 0 20 3.50 70 52 0 0 0 4 14 0

...........................................................................................................................................................................GGTGGATCACTCGGCT............ 16 0 20 3.50 70 0 70 0 0 0 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCTC........... 29 0 20 3.45 69 19 0 0 0 49 0 1

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCAT......... 21 0 20 3.45 69 64 0 4 0 1 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTC................ 27 0 20 3.40 68 10 53 0 0 5 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATGG....... 30 0 20 3.35 67 0 67 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 31 0 20 3.25 65 0 65 0 0 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGC............. 18 0 20 3.25 65 45 14 0 0 6 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGC............. 27 0 20 3.20 64 19 14 27 0 4 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGG.............. 22 0 20 3.20 64 0 58 0 3 0 3 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCGAT. 26 0 20 3.15 63 0 0 42 0 10 11 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGC............. 22 0 20 3.05 61 0 35 14 8 4 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGT..... 20 0 20 3.00 60 0 0 0 49 3 3 5

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTC........... 26 0 20 3.00 60 0 57 0 0 0 3 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCAT......... 22 0 20 2.90 58 55 0 3 0 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGG.............. 28 0 20 2.90 58 6 45 6 1 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGT..... 27 0 20 2.90 58 58 0 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATG........ 21 0 20 2.85 57 47 8 0 0 0 2 0

....................................................................................................................................................................................CTCGGCTCATGGGTCGATG 19 0 20 2.85 57 56 0 0 1 0 0 0

.....................................................................TATTGAAGGAATTGATATATGCA........................................................................................................... 23 1 20 2.85 57 20 0 0 23 2 11 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGC............. 19 0 20 2.80 56 23 0 17 1 8 7 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTCG... 20 0 20 2.75 55 0 0 37 14 2 0 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCG... 25 0 20 2.75 55 53 0 2 0 0 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCA.......... 26 0 20 2.70 54 44 0 10 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGG....................... 20 0 20 2.65 53 20 0 0 26 0 3 4

.............................................................................................................................................................ATAAAACTCTAAGCGGTGG....................... 19 0 20 2.65 53 9 12 11 20 0 1 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACT................. 26 0 20 2.60 52 29 0 15 7 1 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGG.............. 26 0 20 2.60 52 0 36 8 7 1 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGAT..................... 21 0 20 2.50 50 28 15 0 3 1 3 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTC........... 24 0 20 2.50 50 0 34 0 1 10 5 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGG....... 23 0 20 2.50 50 0 47 1 0 2 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCA.......... 18 0 20 2.50 50 29 0 0 13 0 7 1

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGATG 23 0 20 2.40 48 0 44 4 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCG............... 20 0 20 2.40 48 4 16 25 3 0 0 0

...................................................................TTTATTGAAGGAATTGATATATGC............................................................................................................ 24 0 20 2.40 48 9 0 15 24 0 0 0

........................AACTAAGACATTTCGCAGC............................................................................................................................................................ 19 0 20 2.40 48 0 0 2 15 31 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCA................... 15 0 20 2.35 47 0 47 0 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGG.............. 21 0 20 2.35 47 0 43 4 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCA.......... 25 0 20 2.35 47 14 33 0 0 0 0 0

....................................................................TTATTGAAGGAATTGATATAT.............................................................................................................. 21 0 20 2.30 46 22 0 21 0 2 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCT............ 17 0 20 2.30 46 0 46 0 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGGC............. 30 0 20 2.30 46 0 46 0 0 0 0 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGAT..................... 20 0 20 2.25 45 23 0 15 0 2 4 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGG...... 26 0 20 2.25 45 0 45 0 0 0 0 0

....................................................................TTATTGAAGGAATTGATATATGCC........................................................................................................... 24 0 20 2.25 45 14 0 7 4 17 3 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCG............... 28 0 20 2.20 44 5 0 32 7 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCA................... 23 0 20 2.20 44 9 25 10 0 0 0 0

.....................................................................TATTGAAGGAATTGATATATGCCAG......................................................................................................... 25 0 20 2.15 43 38 0 5 0 0 0 0

....................................................................TTATTGAAGGAATTGATATA............................................................................................................... 20 0 20 2.15 43 15 0 0 25 0 3 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGC............. 28 0 20 2.15 43 27 0 13 1 1 0 1

........................................................................................................................................................................AGCGGTGGATCACTCGGCTC........... 20 0 20 2.10 42 0 35 5 0 0 2 0

..................................................................................................................................................................................CACTCGGCTCATGGGTCGA.. 19 0 20 2.05 41 0 0 21 18 2 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCAC.................. 25 0 20 2.00 40 16 14 0 9 0 1 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCAT......... 26 0 20 2.00 40 0 40 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCA................... 18 0 20 2.00 40 0 3 12 23 1 0 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCA.......... 22 0 20 1.90 38 32 0 6 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCA................... 24 0 20 1.90 38 14 0 24 0 0 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATGGG...... 30 0 20 1.90 38 0 38 0 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCA................... 16 0 20 1.85 37 0 37 0 0 0 0 0

..................................................................ATTTATTGAAGGAATTGATATATGC............................................................................................................ 25 0 20 1.85 37 5 0 7 19 3 3 0

....................................................................................................................................................................TCTAAGCGGTGGATCACT................. 18 0 20 1.85 37 4 33 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGATG 29 0 20 1.85 37 1 36 0 0 0 0 0

.................................................................................................................................................................................TCACTCGGCTCATGGGTCGA.. 20 0 20 1.80 36 23 0 4 7 2 0 0

.....................................................................TATTGAAGGAATTGATATATGCCT.......................................................................................................... 24 1 20 1.80 36 0 0 31 0 0 4 1

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCA.......... 27 0 20 1.80 36 0 0 36 0 0 0 0

.....................................................................TATTGAAGGAATTGATATATGA............................................................................................................ 22 1 20 1.75 35 7 0 5 21 0 0 2

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGT..... 22 0 20 1.75 35 0 0 34 0 0 0 1

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACT................. 24 0 20 1.75 35 15 10 5 5 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTC................ 19 0 20 1.75 35 8 12 0 5 6 4 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGGC............. 29 0 20 1.75 35 4 25 5 0 1 0 0

Anti-sense strand reads

TATACTATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTGTTTTAACTGTAATATATTTTTACTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC

************************************************************((...............(((((((((((((.((((((((......))))))))..)))))).)))))))..............))******************************************************
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...................................................................................................................................................................................TGAGCCGAGTACCCAGCT.. 18 0 20 0.05 1 1
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_944:832-1030 + der_1518 ATATGATA-CATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATAC-ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATT---AT----------ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droYak3 v2_chrUn_252:158-356 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------
droSec2 scaffold_2429:1737-1935

-
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------

droSim2 node_61490:1-129 + dsi_306 -------------------------------------------------TTTTAGGTATAAAAATAA-ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTACTTTCTTTCAATAAAAACAATATTGACATT---AT----------ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
dm3 chrUextra:3125439-

3125637 -
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-CTTATA---------------

droEug1 scf7180000405611:4339-
4389 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------G-----------------------------------------------------------------------------------------------------------------------------------------------------GACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------

droBia1 scf7180000299694:345-
544 +

CTTTGATA-TATATTGGTTATATAAAACTAAGACATTTCGCAGCATTCGTTTTAGGTATAAAAATAA-AATTATTGAAGGAATTGATATATGCCAGTAAGACGGTGTATTTTTAATTTCTTTCAATAAAAACATATTTGACAAA---AT----------TAACAAACCAGTTTATAAA-ACTCTAAGCGGTGGATCACTTGGCTCATGGGTAGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000413686:825-
1038 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATACAAATTTTATAATAA

droRho1 scf7180000764814:196-
395 +

AT-TGGTA-TATATTGTTTATATAAAACTAAGACATTTCGCAGCATTCTTTTTAGGTATAAAAAAAACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATACTTGACAAA---TT----------GAAAAAACAAATATATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000448638:2209-
2408 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTATGGTACTTTAATTAATTTTTTAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTAGA---------------

droAna3 scaffold_3158:1078-1276
-

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTGAAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATAAAGTTG-TTTACT---------------

droBip1 scf7180000392609:4221-

4418 +

TT-------TATATTGATTATATAAAACTAAGACATTTCGCAACAATTATTTTAGGTATAAAAATAA-CTTTATTGAAGGAATTGATATATGCCAGTTAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATAATTGACGAA---TTGTATATTTATATA------TATTTATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 Unknown_group_34:5278-
5480 +

dps_4 ATATGGTAATATATCGTTTATATAAAACTAAGACATTTCGCAACATTC-TTTTAGG-ATAAAATTAAAATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAGACATATCTGACAAATAAAT----------GAATAAACAAATTT-TAATCACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_433:2465-2663
-

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTTG-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTG-TTTAAA---------------

droWil2 scf2_1100000001109:349-
548 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTATGGTACTTTAATTAATTTTAGAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTG-TTTTAA---------------

droVir3 scaffold_1702:709-907 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTTT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTTTGCTAATTAAGTTG-TTTAAA---------------
droMoj3 scaffold_4750:788-986 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTAGAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTAAA---------------
droGri2 scaffold_661:773-972 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTGCTTTAAA---------------
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ATATGATACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTATATAAAAATGAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG

******************************************************((...............(((((((((((((.((((((((......))))))))..)))))).)))))))..............))************************************************************
Read
size

#
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Hit
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Norm Total

M055

female
body

GSM1528801

follicle
cells

V107

male
body

V108

head

M057

embryo

V040

embryo

V060

head

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCT............ 26 0 20 1006.90 20138 0 8288 0 5661 4196 1634 359

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTC........... 27 0 20 692.45 13849 9073 0 0 1289 3167 215 105

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCG............... 23 0 20 354.60 7092 0 2928 2846 1136 25 157 0

.....................................................................TATTGAAGGAATTGATATATGC............................................................................................................ 22 0 20 330.95 6619 992 0 0 4618 248 761 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGC............. 25 0 20 270.40 5408 928 2103 1948 0 292 101 36

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGG.............. 24 0 20 258.90 5178 464 4152 0 485 31 0 46

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTC................ 22 0 20 215.50 4310 1142 665 1753 642 0 108 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCA................... 19 0 20 201.10 4022 807 1009 1646 460 0 37 63

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTC.... 22 0 20 160.95 3219 2858 0 128 206 0 11 16

.................................................................................................................................................................AACTCTAAGCGGTGGATCACT................. 21 0 20 155.15 3103 941 0 1535 520 70 37 0

.....................................................................TATTGAAGGAATTGATATATG............................................................................................................. 21 0 20 139.40 2788 0 0 2409 0 0 245 134

.................................................................................................................................................................AACTCTAAGCGGTGGATCAC.................. 20 0 20 130.55 2611 1065 392 735 337 32 8 42

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCT............ 27 0 20 129.95 2599 1098 501 0 458 409 116 17

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCA.......... 28 0 20 129.50 2590 1637 0 880 44 0 15 14

.................................................................................................................................................................AACTCTAAGCGGTGGATC.................... 18 0 20 98.05 1961 1250 0 537 0 98 0 76

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATG........ 30 0 20 90.80 1816 0 1816 0 0 0 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCG... 23 0 20 81.85 1637 1492 62 80 0 3 0 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTC.... 20 0 20 67.25 1345 1274 0 0 14 38 19 0

.......................................................................TTGAAGGAATTGATATATGCCA.......................................................................................................... 22 0 20 62.85 1257 235 0 0 876 0 102 44

.....................................................................TATTGAAGGAATTGATATATGCC........................................................................................................... 23 0 20 58.60 1172 390 0 486 0 253 0 43

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTC.... 23 0 20 57.30 1146 1011 0 74 37 11 7 6

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 55.35 1107 178 914 0 15 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCG... 22 0 20 54.75 1095 934 0 104 22 0 32 3

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGAT. 25 0 20 54.40 1088 977 0 25 67 7 8 4

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGG....... 31 0 20 54.15 1083 0 1083 0 0 0 0 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTC.... 19 0 20 53.05 1061 907 0 89 0 40 25 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTCG... 21 0 20 45.35 907 755 0 105 21 4 20 2

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 42.95 859 0 851 7 0 1 0 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTCGAT. 23 0 20 41.90 838 563 0 131 0 11 133 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGG....... 19 0 20 41.45 829 800 20 0 0 0 7 2

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCAT......... 25 0 20 36.65 733 21 701 8 3 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTC.... 27 0 20 30.25 605 375 189 21 18 0 0 2

.......................................................................TTGAAGGAATTGATATATGCC........................................................................................................... 21 0 20 30.15 603 184 0 385 0 0 0 34

................................................................................................................................................................AAACTCTAAGCGGTGGAT..................... 18 0 20 29.75 595 167 341 0 74 5 0 8

....................................................................TTATTGAAGGAATTGATATATG............................................................................................................. 22 0 20 29.70 594 46 0 210 331 7 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGATG 26 0 20 28.40 568 538 16 0 12 0 2 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 27.10 542 362 124 26 0 0 30 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCT............ 24 0 20 26.25 525 169 229 77 13 0 36 1

................................................................................................................................................................AAACTCTAAGCGGTGGATC.................... 19 0 20 26.15 523 0 350 111 41 11 0 10

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTC.... 26 0 20 25.60 512 512 0 0 0 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGG....... 18 0 20 24.35 487 440 0 2 43 0 0 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGT..... 23 0 20 24.00 480 424 0 52 0 0 1 3

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGAT. 24 0 20 23.40 468 0 149 93 0 24 200 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGG....... 21 0 20 22.15 443 443 0 0 0 0 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTCG... 27 0 20 21.00 420 249 111 53 7 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGC............. 26 0 20 18.25 365 97 165 0 66 30 5 2

................................................................................................................................................................................ATCACTCGGCTCATGGGT..... 18 0 20 17.75 355 337 0 14 0 0 4 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTC........... 28 0 20 17.00 340 0 0 308 17 0 11 4

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGAT. 22 0 20 16.90 338 316 0 15 0 7 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGG...... 19 0 20 16.70 334 304 0 6 21 2 1 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGA.. 23 0 20 16.65 333 307 0 19 5 2 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCT............ 28 0 20 15.10 302 163 58 0 4 77 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGG...... 24 0 20 15.10 302 129 173 0 0 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAT......... 29 0 20 14.45 289 289 0 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCG............... 24 0 20 14.35 287 0 0 185 89 4 6 3

.....................................................................TATTGAAGGAATTGATATAT.............................................................................................................. 20 0 20 14.25 285 117 0 88 71 5 4 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 14.20 284 0 284 0 0 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGATG 25 0 20 13.70 274 265 0 0 0 2 7 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCT............ 25 0 20 12.95 259 0 0 214 28 0 15 2

.......................................................................TTGAAGGAATTGATATATGC............................................................................................................ 20 0 20 12.90 258 0 0 0 235 13 0 10

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTC........... 23 0 20 12.60 252 0 248 0 2 0 2 0

...............................................................................................................................................................................GATCACTCGGCTCATGGG...... 18 0 20 12.55 251 248 0 2 0 0 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTC.... 25 0 20 12.35 247 245 0 0 0 1 1 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTC................ 23 0 20 11.20 224 0 124 63 0 26 11 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCG... 24 0 20 11.05 221 0 27 136 48 0 7 3

.................................................................................................................................................................AACTCTAAGCGGTGGATCACG................. 21 1 20 10.85 217 96 0 119 0 2 0 0

..................................................................................................................................................................................CACTCGGCTCATGGGTCGAT. 20 0 20 10.60 212 163 12 13 3 13 7 1

.................................................................................................................................................................AACTCTAAGCGGTGG....................... 15 0 20 10.55 211 0 211 0 0 0 0 0

......................................................................ATTGAAGGAATTGATATATGC............................................................................................................ 21 0 20 10.45 209 85 0 68 0 0 56 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGG....... 24 0 20 9.95 199 199 0 0 0 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGA...................... 16 0 20 9.80 196 0 196 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCA.......... 29 0 20 9.50 190 28 159 0 0 3 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGAT..................... 22 0 20 8.85 177 48 52 72 0 0 5 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCGATG 27 0 20 8.45 169 135 23 7 0 0 3 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGTC.... 28 0 20 8.45 169 0 148 0 0 19 2 0

......................................................................ATTGAAGGAATTGATATATGCC........................................................................................................... 22 0 20 8.00 160 48 0 0 66 40 0 6

.........................................................................................................................................................................GCGGTGGATCACTCGGCTC........... 19 0 20 8.00 160 131 0 10 3 15 0 1

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCG.......... 28 1 20 8.00 160 95 17 48 0 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGG....... 25 0 20 7.85 157 132 25 0 0 0 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTC.... 24 0 20 7.85 157 0 93 0 18 33 11 2

.................................................................................................................................................................................TCACTCGGCTCATGGGTCG... 19 0 20 7.80 156 117 0 13 5 1 20 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCA................... 20 0 20 7.65 153 74 0 58 20 1 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTC.... 21 0 20 7.45 149 0 0 0 64 28 47 10

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCT............ 22 0 20 7.45 149 89 0 59 0 0 0 1

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCT............ 23 0 20 7.30 146 55 44 41 5 0 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGG....... 22 0 20 7.15 143 90 50 0 2 1 0 0

......................................................................ATTGAAGGAATTGATATATG............................................................................................................. 20 0 20 7.05 141 63 0 43 35 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTC................ 21 0 20 6.95 139 93 6 31 0 9 0 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGA.. 21 0 20 6.75 135 109 0 0 12 0 10 4

......................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 6.75 135 14 121 0 0 0 0 0

............................................................................................................................................................................GTGGATCACTCGGCTCATG........ 19 0 20 6.70 134 94 10 23 6 1 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATG........ 18 0 20 6.45 129 101 7 0 18 0 3 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTC........... 25 0 20 6.25 125 101 0 15 3 0 4 2

........................................................................TGAAGGAATTGATATATGCCA.......................................................................................................... 21 0 20 6.15 123 43 0 74 0 0 0 6

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATG........ 23 0 20 6.15 123 99 24 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACT................. 22 0 20 6.10 122 84 0 0 24 12 2 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACT................. 25 0 20 6.05 121 13 103 0 3 2 0 0

....................................................................TTATTGAAGGAATTGATATATGC............................................................................................................ 23 0 20 5.90 118 43 0 0 0 19 51 5

.......................................................................TTGAAGGAATTGATATATG............................................................................................................. 19 0 20 5.85 117 0 0 64 52 1 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATG........ 26 0 20 5.85 117 42 65 8 0 0 2 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGC............. 24 0 20 5.80 116 71 19 18 5 0 3 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCT............ 19 0 20 5.80 116 104 0 0 4 8 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATC.................... 23 0 20 5.75 115 23 65 16 6 5 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCAT......... 30 0 20 5.75 115 0 115 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACT................. 20 0 20 5.75 115 89 0 0 20 5 1 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGAT..................... 19 0 20 5.50 110 59 42 0 0 3 6 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGA.. 24 0 20 5.40 108 0 93 0 0 0 13 2

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 32 0 20 5.40 108 0 108 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGA.. 27 0 20 5.35 107 62 41 4 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCG............... 22 0 20 5.35 107 42 0 55 8 0 2 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGTC.... 31 0 20 5.30 106 0 106 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGG.............. 23 0 20 5.30 106 39 55 11 1 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCAT......... 28 0 20 5.20 104 42 52 7 0 3 0 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGCT............ 29 0 20 5.15 103 39 36 0 0 28 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTC................ 18 0 20 4.95 99 19 67 1 0 12 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGG.............. 20 0 20 4.95 99 15 56 16 3 4 5 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCC............ 27 1 20 4.80 96 0 0 0 0 96 0 0

...................................................................................................................................................................CTCTAAGCGGTGGAT..................... 15 0 20 4.75 95 0 95 0 0 0 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGATG 28 0 20 4.65 93 88 0 0 0 5 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTC................ 20 0 20 4.65 93 30 8 19 0 21 14 1

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGGT..... 33 0 20 4.55 91 0 91 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCG... 26 0 20 4.55 91 81 3 7 0 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTCG... 28 0 20 4.50 90 81 0 6 0 3 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGG.............. 29 0 20 4.50 90 1 85 4 0 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGC............. 21 0 20 4.45 89 25 34 0 0 20 9 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCT............ 20 0 20 4.30 86 86 0 0 0 0 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATC.................... 20 0 20 4.25 85 0 65 10 10 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCAC.................. 21 0 20 4.20 84 59 2 0 19 3 1 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCAC.................. 19 0 20 4.20 84 67 0 14 0 1 1 1

...................................................................................................................................................................CTCTAAGCGGTGGATCACT................. 19 0 20 4.10 82 43 0 24 0 3 9 3

......................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGG....... 26 0 20 4.10 82 50 27 1 4 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATGGGTCG... 31 0 20 4.00 80 0 80 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCAT......... 20 0 20 4.00 80 0 78 0 2 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCG............... 19 0 20 4.00 80 15 0 46 19 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTC........... 21 0 20 4.00 80 56 1 4 1 18 0 0

.....................................................................TATTGAAGGAATTGATATATGCCA.......................................................................................................... 24 0 20 4.00 80 0 3 36 35 2 4 0

......................................................................................................TGTATTTTTAATTTCTTTCAAT........................................................................... 22 0 20 3.95 79 68 0 0 8 3 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATG........ 28 0 20 3.95 79 0 78 0 0 1 0 0

......................................................................................................TGTATTTTTAATTTCTTTCAATA.......................................................................... 23 0 20 3.95 79 67 1 0 0 10 1 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCG............... 26 0 20 3.90 78 8 40 22 8 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTC........... 18 0 20 3.85 77 0 77 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGG.............. 25 0 20 3.85 77 0 0 57 20 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAG......... 29 1 20 3.80 76 0 76 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGG...... 23 0 20 3.80 76 0 76 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGAT. 28 0 20 3.80 76 34 40 2 0 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCG............... 27 0 20 3.75 75 5 42 21 7 0 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTCGA.. 28 0 20 3.70 74 70 0 3 0 1 0 0

.....................................................................TATTGAAGGAATTGATATA............................................................................................................... 19 0 20 3.65 73 0 0 47 24 0 1 1

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGT..... 21 0 20 3.60 72 0 0 0 65 0 0 7

...........................................................................................................................................................................GGTGGATCACTCGGCTCAT......... 19 0 20 3.50 70 52 0 0 0 4 14 0

...........................................................................................................................................................................GGTGGATCACTCGGCT............ 16 0 20 3.50 70 0 70 0 0 0 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCTC........... 29 0 20 3.45 69 19 0 0 0 49 0 1

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCAT......... 21 0 20 3.45 69 64 0 4 0 1 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTC................ 27 0 20 3.40 68 10 53 0 0 5 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATGG....... 30 0 20 3.35 67 0 67 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 31 0 20 3.25 65 0 65 0 0 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGC............. 18 0 20 3.25 65 45 14 0 0 6 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGC............. 27 0 20 3.20 64 19 14 27 0 4 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGG.............. 22 0 20 3.20 64 0 58 0 3 0 3 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCGAT. 26 0 20 3.15 63 0 0 42 0 10 11 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGC............. 22 0 20 3.05 61 0 35 14 8 4 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGT..... 20 0 20 3.00 60 0 0 0 49 3 3 5

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTC........... 26 0 20 3.00 60 0 57 0 0 0 3 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCAT......... 22 0 20 2.90 58 55 0 3 0 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGG.............. 28 0 20 2.90 58 6 45 6 1 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGT..... 27 0 20 2.90 58 58 0 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATG........ 21 0 20 2.85 57 47 8 0 0 0 2 0

....................................................................................................................................................................................CTCGGCTCATGGGTCGATG 19 0 20 2.85 57 56 0 0 1 0 0 0

.....................................................................TATTGAAGGAATTGATATATGCA........................................................................................................... 23 1 20 2.85 57 20 0 0 23 2 11 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGC............. 19 0 20 2.80 56 23 0 17 1 8 7 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTCG... 20 0 20 2.75 55 0 0 37 14 2 0 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCG... 25 0 20 2.75 55 53 0 2 0 0 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCA.......... 26 0 20 2.70 54 44 0 10 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGG....................... 20 0 20 2.65 53 20 0 0 26 0 3 4

.............................................................................................................................................................ATAAAACTCTAAGCGGTGG....................... 19 0 20 2.65 53 9 12 11 20 0 1 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACT................. 26 0 20 2.60 52 29 0 15 7 1 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGG.............. 26 0 20 2.60 52 0 36 8 7 1 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGAT..................... 21 0 20 2.50 50 28 15 0 3 1 3 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTC........... 24 0 20 2.50 50 0 34 0 1 10 5 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGG....... 23 0 20 2.50 50 0 47 1 0 2 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCA.......... 18 0 20 2.50 50 29 0 0 13 0 7 1

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGATG 23 0 20 2.40 48 0 44 4 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCG............... 20 0 20 2.40 48 4 16 25 3 0 0 0

...................................................................TTTATTGAAGGAATTGATATATGC............................................................................................................ 24 0 20 2.40 48 9 0 15 24 0 0 0

........................AACTAAGACATTTCGCAGC............................................................................................................................................................ 19 0 20 2.40 48 0 0 2 15 31 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCA................... 15 0 20 2.35 47 0 47 0 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGG.............. 21 0 20 2.35 47 0 43 4 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCA.......... 25 0 20 2.35 47 14 33 0 0 0 0 0

....................................................................TTATTGAAGGAATTGATATAT.............................................................................................................. 21 0 20 2.30 46 22 0 21 0 2 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCT............ 17 0 20 2.30 46 0 46 0 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGGC............. 30 0 20 2.30 46 0 46 0 0 0 0 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGAT..................... 20 0 20 2.25 45 23 0 15 0 2 4 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGG...... 26 0 20 2.25 45 0 45 0 0 0 0 0

....................................................................TTATTGAAGGAATTGATATATGCC........................................................................................................... 24 0 20 2.25 45 14 0 7 4 17 3 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCG............... 28 0 20 2.20 44 5 0 32 7 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCA................... 23 0 20 2.20 44 9 25 10 0 0 0 0

.....................................................................TATTGAAGGAATTGATATATGCCAG......................................................................................................... 25 0 20 2.15 43 38 0 5 0 0 0 0

....................................................................TTATTGAAGGAATTGATATA............................................................................................................... 20 0 20 2.15 43 15 0 0 25 0 3 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGC............. 28 0 20 2.15 43 27 0 13 1 1 0 1

........................................................................................................................................................................AGCGGTGGATCACTCGGCTC........... 20 0 20 2.10 42 0 35 5 0 0 2 0

..................................................................................................................................................................................CACTCGGCTCATGGGTCGA.. 19 0 20 2.05 41 0 0 21 18 2 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCAC.................. 25 0 20 2.00 40 16 14 0 9 0 1 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCAT......... 26 0 20 2.00 40 0 40 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCA................... 18 0 20 2.00 40 0 3 12 23 1 0 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCA.......... 22 0 20 1.90 38 32 0 6 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCA................... 24 0 20 1.90 38 14 0 24 0 0 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATGGG...... 30 0 20 1.90 38 0 38 0 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCA................... 16 0 20 1.85 37 0 37 0 0 0 0 0

..................................................................ATTTATTGAAGGAATTGATATATGC............................................................................................................ 25 0 20 1.85 37 5 0 7 19 3 3 0

....................................................................................................................................................................TCTAAGCGGTGGATCACT................. 18 0 20 1.85 37 4 33 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGATG 29 0 20 1.85 37 1 36 0 0 0 0 0

.................................................................................................................................................................................TCACTCGGCTCATGGGTCGA.. 20 0 20 1.80 36 23 0 4 7 2 0 0

.....................................................................TATTGAAGGAATTGATATATGCCT.......................................................................................................... 24 1 20 1.80 36 0 0 31 0 0 4 1

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCA.......... 27 0 20 1.80 36 0 0 36 0 0 0 0

.....................................................................TATTGAAGGAATTGATATATGA............................................................................................................ 22 1 20 1.75 35 7 0 5 21 0 0 2

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGT..... 22 0 20 1.75 35 0 0 34 0 0 0 1

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACT................. 24 0 20 1.75 35 15 10 5 5 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTC................ 19 0 20 1.75 35 8 12 0 5 6 4 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGGC............. 29 0 20 1.75 35 4 25 5 0 1 0 0

Anti-sense strand reads

TATACTATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTGTTTTAACTGTAATATATTTTTACTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC

************************************************************((...............(((((((((((((.((((((((......))))))))..)))))).)))))))..............))******************************************************
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...................................................................................................................................................................................TGAGCCGAGTACCCAGCT.. 18 0 20 0.05 1 1
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_944:832-1030 + der_1518 ATATGATA-CATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATAC-ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATT---AT----------ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droYak3 v2_chrUn_252:158-356 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------
droSec2 scaffold_2429:1737-1935

-
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------

droSim2 node_61490:1-129 + dsi_306 -------------------------------------------------TTTTAGGTATAAAAATAA-ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTACTTTCTTTCAATAAAAACAATATTGACATT---AT----------ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
dm3 chrUextra:3125439-

3125637 -
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-CTTATA---------------

droEug1 scf7180000405611:4339-
4389 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------G-----------------------------------------------------------------------------------------------------------------------------------------------------GACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------

droBia1 scf7180000299694:345-
544 +

CTTTGATA-TATATTGGTTATATAAAACTAAGACATTTCGCAGCATTCGTTTTAGGTATAAAAATAA-AATTATTGAAGGAATTGATATATGCCAGTAAGACGGTGTATTTTTAATTTCTTTCAATAAAAACATATTTGACAAA---AT----------TAACAAACCAGTTTATAAA-ACTCTAAGCGGTGGATCACTTGGCTCATGGGTAGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000413686:825-
1038 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATACAAATTTTATAATAA

droRho1 scf7180000764814:196-
395 +

AT-TGGTA-TATATTGTTTATATAAAACTAAGACATTTCGCAGCATTCTTTTTAGGTATAAAAAAAACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATACTTGACAAA---TT----------GAAAAAACAAATATATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000448638:2209-
2408 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTATGGTACTTTAATTAATTTTTTAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTAGA---------------

droAna3 scaffold_3158:1078-1276
-

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTGAAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATAAAGTTG-TTTACT---------------

droBip1 scf7180000392609:4221-

4418 +

TT-------TATATTGATTATATAAAACTAAGACATTTCGCAACAATTATTTTAGGTATAAAAATAA-CTTTATTGAAGGAATTGATATATGCCAGTTAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATAATTGACGAA---TTGTATATTTATATA------TATTTATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 Unknown_group_34:5278-
5480 +

dps_4 ATATGGTAATATATCGTTTATATAAAACTAAGACATTTCGCAACATTC-TTTTAGG-ATAAAATTAAAATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAGACATATCTGACAAATAAAT----------GAATAAACAAATTT-TAATCACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_433:2465-2663
-

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTTG-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTG-TTTAAA---------------

droWil2 scf2_1100000001109:349-
548 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTATGGTACTTTAATTAATTTTAGAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTG-TTTTAA---------------

droVir3 scaffold_1702:709-907 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTTT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTTTGCTAATTAAGTTG-TTTAAA---------------
droMoj3 scaffold_4750:788-986 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTAGAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTAAA---------------
droGri2 scaffold_661:773-972 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTGCTTTAAA---------------
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2999:3691-3712
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4858:137891-137912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_711:1032-1053
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_941:415-436
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_942:225-246
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_945:523-544
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_947:465-486
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1124:444-465
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1133:410-431
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1139:1091-1112
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1145:638-659
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1147:325-346
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1149:432-453
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1168:600-621
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1226:370-391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3385:447-468
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3863:264-285
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4298:791-812
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4723:10553-10574
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4752:30876-30897
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4769:54639-54660
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1518.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:934-955
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_946:831-852
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_948:789-810
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_994:326-347
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1034:464-485
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1146:573-594
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1148:526-547
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1155:2905-2926
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1677:858-879
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2144:86-107
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2999:3724-3745
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3844:931-952
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4091:44-65
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4652:322-343
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4752:34037-34058
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_16.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4758:38426-38447
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4835:650-671
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4858:122389-122410
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4858:137924-137945
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4925:1093-1114
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3613:390-411
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:832-1030
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1518.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_252:158-356
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2429:1737-1935
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=node_61490:1-129
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_306.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:3125439-3125637
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000405611:4339-4389
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000299694:345-544
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413686:825-1038
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000764814:196-395
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000448638:2209-2408
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_3158:1078-1276
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000392609:4221-4418
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_34:5278-5480
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_4.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_433:2465-2663
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000001109:349-548
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_1702:709-907
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_4750:788-986
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_661:773-972


ID:

der_1518

Coordinate:

scaffold_944:882-980 +

Confidence:

candidate-rescued

Class:

Canonical miRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

rRNA [Dere\5.8SrRNA:GG25461-RA]

No Repeatable elements found

mature

1. scaffold_667:593-614 +
2. der_1518  scaffold_944:901-922 +
3. scaffold_946:798-819 +
4. scaffold_948:756-777 +
5. scaffold_994:293-314 +
6. scaffold_1034:431-452 +
7. scaffold_1146:540-561 +
8. scaffold_1148:493-514 +
9. scaffold_1150:759-780 +

10. scaffold_1155:2872-2893 +
11. scaffold_2018:332-353 +
12. scaffold_2144:53-74 +
13. scaffold_3065:2516-2537 +
14. scaffold_3613:357-378 +
15. scaffold_3844:898-919 +
16. scaffold_4652:289-310 +
17. scaffold_4682:143-164 +
18. scaffold_4752:34004-34025 +
19. scaffold_4835:617-638 +
20. scaffold_4858:122356-122377 +
21. scaffold_1677:825-846 +
22. scaffold_2999:3691-3712 +
23. scaffold_4858:137891-137912 +
24. scaffold_711:1032-1053 -
25. scaffold_941:415-436 -
26. scaffold_942:225-246 -
27. scaffold_945:523-544 -
28. scaffold_947:465-486 -
29. scaffold_1124:444-465 -
30. scaffold_1133:410-431 -
31. scaffold_1139:1091-1112 -
32. scaffold_1145:638-659 -
33. scaffold_1147:325-346 -
34. scaffold_1149:432-453 -
35. scaffold_1168:600-621 -
36. scaffold_1226:370-391 -
37. scaffold_3385:447-468 -
38. scaffold_3863:264-285 -
39. scaffold_4298:791-812 -
40. scaffold_4723:10553-10574 -
41. scaffold_4752:30876-30897 -
42. scaffold_4769:54639-54660 -

star

1. der_1518  scaffold_944:934-955 +
2. scaffold_946:831-852 +
3. scaffold_948:789-810 +
4. scaffold_994:326-347 +
5. scaffold_1034:464-485 +
6. scaffold_1146:573-594 +
7. scaffold_1148:526-547 +
8. scaffold_1155:2905-2926 +
9. scaffold_1677:858-879 +

10. scaffold_2144:86-107 +
11. scaffold_2999:3724-3745 +
12. scaffold_3844:931-952 +
13. scaffold_4091:44-65 +
14. scaffold_4652:322-343 +
15. scaffold_4752:34037-34058 +
16. der_16  scaffold_4758:38426-38447 +
17. scaffold_4835:650-671 +
18. scaffold_4858:122389-122410 +
19. scaffold_4858:137924-137945 +
20. scaffold_4925:1093-1114 +
21. scaffold_3613:390-411 +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATATGATACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTATATAAAAATGAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG

******************************************************((...............(((((((((((((.((((((((......))))))))..)))))).)))))))..............))************************************************************
Read
size

#
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Hit
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M055

female
body

GSM1528801
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cells

V107

male
body

V108

head

M057

embryo

V040

embryo

V060

head

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCT............ 26 0 20 1006.90 20138 0 8288 0 5661 4196 1634 359

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTC........... 27 0 20 692.45 13849 9073 0 0 1289 3167 215 105

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCG............... 23 0 20 354.60 7092 0 2928 2846 1136 25 157 0

.....................................................................TATTGAAGGAATTGATATATGC............................................................................................................ 22 0 20 330.95 6619 992 0 0 4618 248 761 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGC............. 25 0 20 270.40 5408 928 2103 1948 0 292 101 36

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGG.............. 24 0 20 258.90 5178 464 4152 0 485 31 0 46

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTC................ 22 0 20 215.50 4310 1142 665 1753 642 0 108 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCA................... 19 0 20 201.10 4022 807 1009 1646 460 0 37 63

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTC.... 22 0 20 160.95 3219 2858 0 128 206 0 11 16

.................................................................................................................................................................AACTCTAAGCGGTGGATCACT................. 21 0 20 155.15 3103 941 0 1535 520 70 37 0

.....................................................................TATTGAAGGAATTGATATATG............................................................................................................. 21 0 20 139.40 2788 0 0 2409 0 0 245 134

.................................................................................................................................................................AACTCTAAGCGGTGGATCAC.................. 20 0 20 130.55 2611 1065 392 735 337 32 8 42

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCT............ 27 0 20 129.95 2599 1098 501 0 458 409 116 17

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCA.......... 28 0 20 129.50 2590 1637 0 880 44 0 15 14

.................................................................................................................................................................AACTCTAAGCGGTGGATC.................... 18 0 20 98.05 1961 1250 0 537 0 98 0 76

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATG........ 30 0 20 90.80 1816 0 1816 0 0 0 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCG... 23 0 20 81.85 1637 1492 62 80 0 3 0 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTC.... 20 0 20 67.25 1345 1274 0 0 14 38 19 0

.......................................................................TTGAAGGAATTGATATATGCCA.......................................................................................................... 22 0 20 62.85 1257 235 0 0 876 0 102 44

.....................................................................TATTGAAGGAATTGATATATGCC........................................................................................................... 23 0 20 58.60 1172 390 0 486 0 253 0 43

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTC.... 23 0 20 57.30 1146 1011 0 74 37 11 7 6

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 55.35 1107 178 914 0 15 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCG... 22 0 20 54.75 1095 934 0 104 22 0 32 3

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGAT. 25 0 20 54.40 1088 977 0 25 67 7 8 4

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGG....... 31 0 20 54.15 1083 0 1083 0 0 0 0 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTC.... 19 0 20 53.05 1061 907 0 89 0 40 25 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTCG... 21 0 20 45.35 907 755 0 105 21 4 20 2

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 42.95 859 0 851 7 0 1 0 0

...............................................................................................................................................................................GATCACTCGGCTCATGGGTCGAT. 23 0 20 41.90 838 563 0 131 0 11 133 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGG....... 19 0 20 41.45 829 800 20 0 0 0 7 2

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCAT......... 25 0 20 36.65 733 21 701 8 3 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTC.... 27 0 20 30.25 605 375 189 21 18 0 0 2

.......................................................................TTGAAGGAATTGATATATGCC........................................................................................................... 21 0 20 30.15 603 184 0 385 0 0 0 34

................................................................................................................................................................AAACTCTAAGCGGTGGAT..................... 18 0 20 29.75 595 167 341 0 74 5 0 8

....................................................................TTATTGAAGGAATTGATATATG............................................................................................................. 22 0 20 29.70 594 46 0 210 331 7 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGATG 26 0 20 28.40 568 538 16 0 12 0 2 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 27.10 542 362 124 26 0 0 30 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCT............ 24 0 20 26.25 525 169 229 77 13 0 36 1

................................................................................................................................................................AAACTCTAAGCGGTGGATC.................... 19 0 20 26.15 523 0 350 111 41 11 0 10

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTC.... 26 0 20 25.60 512 512 0 0 0 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGG....... 18 0 20 24.35 487 440 0 2 43 0 0 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGT..... 23 0 20 24.00 480 424 0 52 0 0 1 3

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGAT. 24 0 20 23.40 468 0 149 93 0 24 200 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGG....... 21 0 20 22.15 443 443 0 0 0 0 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTCG... 27 0 20 21.00 420 249 111 53 7 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGC............. 26 0 20 18.25 365 97 165 0 66 30 5 2

................................................................................................................................................................................ATCACTCGGCTCATGGGT..... 18 0 20 17.75 355 337 0 14 0 0 4 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTC........... 28 0 20 17.00 340 0 0 308 17 0 11 4

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGAT. 22 0 20 16.90 338 316 0 15 0 7 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGG...... 19 0 20 16.70 334 304 0 6 21 2 1 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGA.. 23 0 20 16.65 333 307 0 19 5 2 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCT............ 28 0 20 15.10 302 163 58 0 4 77 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGG...... 24 0 20 15.10 302 129 173 0 0 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAT......... 29 0 20 14.45 289 289 0 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCG............... 24 0 20 14.35 287 0 0 185 89 4 6 3

.....................................................................TATTGAAGGAATTGATATAT.............................................................................................................. 20 0 20 14.25 285 117 0 88 71 5 4 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 14.20 284 0 284 0 0 0 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTCGATG 25 0 20 13.70 274 265 0 0 0 2 7 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCT............ 25 0 20 12.95 259 0 0 214 28 0 15 2

.......................................................................TTGAAGGAATTGATATATGC............................................................................................................ 20 0 20 12.90 258 0 0 0 235 13 0 10

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTC........... 23 0 20 12.60 252 0 248 0 2 0 2 0

...............................................................................................................................................................................GATCACTCGGCTCATGGG...... 18 0 20 12.55 251 248 0 2 0 0 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTC.... 25 0 20 12.35 247 245 0 0 0 1 1 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTC................ 23 0 20 11.20 224 0 124 63 0 26 11 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCG... 24 0 20 11.05 221 0 27 136 48 0 7 3

.................................................................................................................................................................AACTCTAAGCGGTGGATCACG................. 21 1 20 10.85 217 96 0 119 0 2 0 0

..................................................................................................................................................................................CACTCGGCTCATGGGTCGAT. 20 0 20 10.60 212 163 12 13 3 13 7 1

.................................................................................................................................................................AACTCTAAGCGGTGG....................... 15 0 20 10.55 211 0 211 0 0 0 0 0

......................................................................ATTGAAGGAATTGATATATGC............................................................................................................ 21 0 20 10.45 209 85 0 68 0 0 56 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGG....... 24 0 20 9.95 199 199 0 0 0 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGA...................... 16 0 20 9.80 196 0 196 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCA.......... 29 0 20 9.50 190 28 159 0 0 3 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGAT..................... 22 0 20 8.85 177 48 52 72 0 0 5 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCGATG 27 0 20 8.45 169 135 23 7 0 0 3 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGTC.... 28 0 20 8.45 169 0 148 0 0 19 2 0

......................................................................ATTGAAGGAATTGATATATGCC........................................................................................................... 22 0 20 8.00 160 48 0 0 66 40 0 6

.........................................................................................................................................................................GCGGTGGATCACTCGGCTC........... 19 0 20 8.00 160 131 0 10 3 15 0 1

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCG.......... 28 1 20 8.00 160 95 17 48 0 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGG....... 25 0 20 7.85 157 132 25 0 0 0 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTC.... 24 0 20 7.85 157 0 93 0 18 33 11 2

.................................................................................................................................................................................TCACTCGGCTCATGGGTCG... 19 0 20 7.80 156 117 0 13 5 1 20 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCA................... 20 0 20 7.65 153 74 0 58 20 1 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGTC.... 21 0 20 7.45 149 0 0 0 64 28 47 10

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCT............ 22 0 20 7.45 149 89 0 59 0 0 0 1

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCT............ 23 0 20 7.30 146 55 44 41 5 0 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGG....... 22 0 20 7.15 143 90 50 0 2 1 0 0

......................................................................ATTGAAGGAATTGATATATG............................................................................................................. 20 0 20 7.05 141 63 0 43 35 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTC................ 21 0 20 6.95 139 93 6 31 0 9 0 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGA.. 21 0 20 6.75 135 109 0 0 12 0 10 4

......................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 6.75 135 14 121 0 0 0 0 0

............................................................................................................................................................................GTGGATCACTCGGCTCATG........ 19 0 20 6.70 134 94 10 23 6 1 0 0

.............................................................................................................................................................................TGGATCACTCGGCTCATG........ 18 0 20 6.45 129 101 7 0 18 0 3 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTC........... 25 0 20 6.25 125 101 0 15 3 0 4 2

........................................................................TGAAGGAATTGATATATGCCA.......................................................................................................... 21 0 20 6.15 123 43 0 74 0 0 0 6

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATG........ 23 0 20 6.15 123 99 24 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACT................. 22 0 20 6.10 122 84 0 0 24 12 2 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACT................. 25 0 20 6.05 121 13 103 0 3 2 0 0

....................................................................TTATTGAAGGAATTGATATATGC............................................................................................................ 23 0 20 5.90 118 43 0 0 0 19 51 5

.......................................................................TTGAAGGAATTGATATATG............................................................................................................. 19 0 20 5.85 117 0 0 64 52 1 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATG........ 26 0 20 5.85 117 42 65 8 0 0 2 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGC............. 24 0 20 5.80 116 71 19 18 5 0 3 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCT............ 19 0 20 5.80 116 104 0 0 4 8 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATC.................... 23 0 20 5.75 115 23 65 16 6 5 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCAT......... 30 0 20 5.75 115 0 115 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACT................. 20 0 20 5.75 115 89 0 0 20 5 1 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGAT..................... 19 0 20 5.50 110 59 42 0 0 3 6 0

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGA.. 24 0 20 5.40 108 0 93 0 0 0 13 2

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 32 0 20 5.40 108 0 108 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGA.. 27 0 20 5.35 107 62 41 4 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCG............... 22 0 20 5.35 107 42 0 55 8 0 2 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGTC.... 31 0 20 5.30 106 0 106 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGG.............. 23 0 20 5.30 106 39 55 11 1 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCAT......... 28 0 20 5.20 104 42 52 7 0 3 0 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGCT............ 29 0 20 5.15 103 39 36 0 0 28 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTC................ 18 0 20 4.95 99 19 67 1 0 12 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGG.............. 20 0 20 4.95 99 15 56 16 3 4 5 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCC............ 27 1 20 4.80 96 0 0 0 0 96 0 0

...................................................................................................................................................................CTCTAAGCGGTGGAT..................... 15 0 20 4.75 95 0 95 0 0 0 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGATG 28 0 20 4.65 93 88 0 0 0 5 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTC................ 20 0 20 4.65 93 30 8 19 0 21 14 1

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGGT..... 33 0 20 4.55 91 0 91 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCG... 26 0 20 4.55 91 81 3 7 0 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTCG... 28 0 20 4.50 90 81 0 6 0 3 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGG.............. 29 0 20 4.50 90 1 85 4 0 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGC............. 21 0 20 4.45 89 25 34 0 0 20 9 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCT............ 20 0 20 4.30 86 86 0 0 0 0 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATC.................... 20 0 20 4.25 85 0 65 10 10 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCAC.................. 21 0 20 4.20 84 59 2 0 19 3 1 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCAC.................. 19 0 20 4.20 84 67 0 14 0 1 1 1

...................................................................................................................................................................CTCTAAGCGGTGGATCACT................. 19 0 20 4.10 82 43 0 24 0 3 9 3

......................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGG....... 26 0 20 4.10 82 50 27 1 4 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATGGGTCG... 31 0 20 4.00 80 0 80 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCAT......... 20 0 20 4.00 80 0 78 0 2 0 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCACTCG............... 19 0 20 4.00 80 15 0 46 19 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTC........... 21 0 20 4.00 80 56 1 4 1 18 0 0

.....................................................................TATTGAAGGAATTGATATATGCCA.......................................................................................................... 24 0 20 4.00 80 0 3 36 35 2 4 0

......................................................................................................TGTATTTTTAATTTCTTTCAAT........................................................................... 22 0 20 3.95 79 68 0 0 8 3 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATG........ 28 0 20 3.95 79 0 78 0 0 1 0 0

......................................................................................................TGTATTTTTAATTTCTTTCAATA.......................................................................... 23 0 20 3.95 79 67 1 0 0 10 1 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCG............... 26 0 20 3.90 78 8 40 22 8 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTC........... 18 0 20 3.85 77 0 77 0 0 0 0 0

................................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGG.............. 25 0 20 3.85 77 0 0 57 20 0 0 0

.................................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAG......... 29 1 20 3.80 76 0 76 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGG...... 23 0 20 3.80 76 0 76 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGAT. 28 0 20 3.80 76 34 40 2 0 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCG............... 27 0 20 3.75 75 5 42 21 7 0 0 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTCGA.. 28 0 20 3.70 74 70 0 3 0 1 0 0

.....................................................................TATTGAAGGAATTGATATA............................................................................................................... 19 0 20 3.65 73 0 0 47 24 0 1 1

.............................................................................................................................................................................TGGATCACTCGGCTCATGGGT..... 21 0 20 3.60 72 0 0 0 65 0 0 7

...........................................................................................................................................................................GGTGGATCACTCGGCTCAT......... 19 0 20 3.50 70 52 0 0 0 4 14 0

...........................................................................................................................................................................GGTGGATCACTCGGCT............ 16 0 20 3.50 70 0 70 0 0 0 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCTC........... 29 0 20 3.45 69 19 0 0 0 49 0 1

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCAT......... 21 0 20 3.45 69 64 0 4 0 1 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTC................ 27 0 20 3.40 68 10 53 0 0 5 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATGG....... 30 0 20 3.35 67 0 67 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 31 0 20 3.25 65 0 65 0 0 0 0 0

........................................................................................................................................................................AGCGGTGGATCACTCGGC............. 18 0 20 3.25 65 45 14 0 0 6 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGC............. 27 0 20 3.20 64 19 14 27 0 4 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGG.............. 22 0 20 3.20 64 0 58 0 3 0 3 0

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCGAT. 26 0 20 3.15 63 0 0 42 0 10 11 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGC............. 22 0 20 3.05 61 0 35 14 8 4 0 0

..............................................................................................................................................................................GGATCACTCGGCTCATGGGT..... 20 0 20 3.00 60 0 0 0 49 3 3 5

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTC........... 26 0 20 3.00 60 0 57 0 0 0 3 0

........................................................................................................................................................................AGCGGTGGATCACTCGGCTCAT......... 22 0 20 2.90 58 55 0 3 0 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGG.............. 28 0 20 2.90 58 6 45 6 1 0 0 0

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGT..... 27 0 20 2.90 58 58 0 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATG........ 21 0 20 2.85 57 47 8 0 0 0 2 0

....................................................................................................................................................................................CTCGGCTCATGGGTCGATG 19 0 20 2.85 57 56 0 0 1 0 0 0

.....................................................................TATTGAAGGAATTGATATATGCA........................................................................................................... 23 1 20 2.85 57 20 0 0 23 2 11 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGC............. 19 0 20 2.80 56 23 0 17 1 8 7 0

................................................................................................................................................................................ATCACTCGGCTCATGGGTCG... 20 0 20 2.75 55 0 0 37 14 2 0 2

...........................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCG... 25 0 20 2.75 55 53 0 2 0 0 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCA.......... 26 0 20 2.70 54 44 0 10 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGG....................... 20 0 20 2.65 53 20 0 0 26 0 3 4

.............................................................................................................................................................ATAAAACTCTAAGCGGTGG....................... 19 0 20 2.65 53 9 12 11 20 0 1 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACT................. 26 0 20 2.60 52 29 0 15 7 1 0 0

...............................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGG.............. 26 0 20 2.60 52 0 36 8 7 1 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGAT..................... 21 0 20 2.50 50 28 15 0 3 1 3 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTC........... 24 0 20 2.50 50 0 34 0 1 10 5 0

.........................................................................................................................................................................GCGGTGGATCACTCGGCTCATGG....... 23 0 20 2.50 50 0 47 1 0 2 0 0

...........................................................................................................................................................................GGTGGATCACTCGGCTCA.......... 18 0 20 2.50 50 29 0 0 13 0 7 1

................................................................................................................................................................................ATCACTCGGCTCATGGGTCGATG 23 0 20 2.40 48 0 44 4 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCG............... 20 0 20 2.40 48 4 16 25 3 0 0 0

...................................................................TTTATTGAAGGAATTGATATATGC............................................................................................................ 24 0 20 2.40 48 9 0 15 24 0 0 0

........................AACTAAGACATTTCGCAGC............................................................................................................................................................ 19 0 20 2.40 48 0 0 2 15 31 0 0

.....................................................................................................................................................................CTAAGCGGTGGATCA................... 15 0 20 2.35 47 0 47 0 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGG.............. 21 0 20 2.35 47 0 43 4 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCA.......... 25 0 20 2.35 47 14 33 0 0 0 0 0

....................................................................TTATTGAAGGAATTGATATAT.............................................................................................................. 21 0 20 2.30 46 22 0 21 0 2 0 1

..........................................................................................................................................................................CGGTGGATCACTCGGCT............ 17 0 20 2.30 46 0 46 0 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGGC............. 30 0 20 2.30 46 0 46 0 0 0 0 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGAT..................... 20 0 20 2.25 45 23 0 15 0 2 4 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGG...... 26 0 20 2.25 45 0 45 0 0 0 0 0

....................................................................TTATTGAAGGAATTGATATATGCC........................................................................................................... 24 0 20 2.25 45 14 0 7 4 17 3 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCG............... 28 0 20 2.20 44 5 0 32 7 0 0 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCA................... 23 0 20 2.20 44 9 25 10 0 0 0 0

.....................................................................TATTGAAGGAATTGATATATGCCAG......................................................................................................... 25 0 20 2.15 43 38 0 5 0 0 0 0

....................................................................TTATTGAAGGAATTGATATA............................................................................................................... 20 0 20 2.15 43 15 0 0 25 0 3 0

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGC............. 28 0 20 2.15 43 27 0 13 1 1 0 1

........................................................................................................................................................................AGCGGTGGATCACTCGGCTC........... 20 0 20 2.10 42 0 35 5 0 0 2 0

..................................................................................................................................................................................CACTCGGCTCATGGGTCGA.. 19 0 20 2.05 41 0 0 21 18 2 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCAC.................. 25 0 20 2.00 40 16 14 0 9 0 1 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCAT......... 26 0 20 2.00 40 0 40 0 0 0 0 0

..................................................................................................................................................................ACTCTAAGCGGTGGATCA................... 18 0 20 2.00 40 0 3 12 23 1 0 1

.......................................................................................................................................................................AAGCGGTGGATCACTCGGCTCA.......... 22 0 20 1.90 38 32 0 6 0 0 0 0

............................................................................................................................................................TATAAAACTCTAAGCGGTGGATCA................... 24 0 20 1.90 38 14 0 24 0 0 0 0

...................................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATGGG...... 30 0 20 1.90 38 0 38 0 0 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCA................... 16 0 20 1.85 37 0 37 0 0 0 0 0

..................................................................ATTTATTGAAGGAATTGATATATGC............................................................................................................ 25 0 20 1.85 37 5 0 7 19 3 3 0

....................................................................................................................................................................TCTAAGCGGTGGATCACT................. 18 0 20 1.85 37 4 33 0 0 0 0 0

..........................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCGATG 29 0 20 1.85 37 1 36 0 0 0 0 0

.................................................................................................................................................................................TCACTCGGCTCATGGGTCGA.. 20 0 20 1.80 36 23 0 4 7 2 0 0

.....................................................................TATTGAAGGAATTGATATATGCCT.......................................................................................................... 24 1 20 1.80 36 0 0 31 0 0 4 1

..................................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCA.......... 27 0 20 1.80 36 0 0 36 0 0 0 0

.....................................................................TATTGAAGGAATTGATATATGA............................................................................................................ 22 1 20 1.75 35 7 0 5 21 0 0 2

............................................................................................................................................................................GTGGATCACTCGGCTCATGGGT..... 22 0 20 1.75 35 0 0 34 0 0 0 1

..............................................................................................................................................................TAAAACTCTAAGCGGTGGATCACT................. 24 0 20 1.75 35 15 10 5 5 0 0 0

....................................................................................................................................................................TCTAAGCGGTGGATCACTC................ 19 0 20 1.75 35 8 12 0 5 6 4 0

.............................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGGC............. 29 0 20 1.75 35 4 25 5 0 1 0 0

Anti-sense strand reads

TATACTATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTGTTTTAACTGTAATATATTTTTACTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC

************************************************************((...............(((((((((((((.((((((((......))))))))..)))))).)))))))..............))******************************************************
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...................................................................................................................................................................................TGAGCCGAGTACCCAGCT.. 18 0 20 0.05 1 1
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_944:832-1030 + der_1518 ATATGATA-CATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATAC-ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATT---AT----------ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droYak3 v2_chrUn_252:158-356 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------
droSec2 scaffold_2429:1737-1935

-
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------

droSim2 node_61490:1-129 + dsi_306 -------------------------------------------------TTTTAGGTATAAAAATAA-ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTACTTTCTTTCAATAAAAACAATATTGACATT---AT----------ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
dm3 chrUextra:3125439-

3125637 -
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-CTTATA---------------

droEug1 scf7180000405611:4339-
4389 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------G-----------------------------------------------------------------------------------------------------------------------------------------------------GACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATA---------------

droBia1 scf7180000299694:345-
544 +

CTTTGATA-TATATTGGTTATATAAAACTAAGACATTTCGCAGCATTCGTTTTAGGTATAAAAATAA-AATTATTGAAGGAATTGATATATGCCAGTAAGACGGTGTATTTTTAATTTCTTTCAATAAAAACATATTTGACAAA---AT----------TAACAAACCAGTTTATAAA-ACTCTAAGCGGTGGATCACTTGGCTCATGGGTAGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000413686:825-
1038 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTATACAAATTTTATAATAA

droRho1 scf7180000764814:196-
395 +

AT-TGGTA-TATATTGTTTATATAAAACTAAGACATTTCGCAGCATTCTTTTTAGGTATAAAAAAAACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATACTTGACAAA---TT----------GAAAAAACAAATATATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000448638:2209-
2408 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTATGGTACTTTAATTAATTTTTTAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTAGA---------------

droAna3 scaffold_3158:1078-1276
-

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTGAAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATAAAGTTG-TTTACT---------------

droBip1 scf7180000392609:4221-

4418 +

TT-------TATATTGATTATATAAAACTAAGACATTTCGCAACAATTATTTTAGGTATAAAAATAA-CTTTATTGAAGGAATTGATATATGCCAGTTAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATAATTGACGAA---TTGTATATTTATATA------TATTTATAAA-ACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 Unknown_group_34:5278-
5480 +

dps_4 ATATGGTAATATATCGTTTATATAAAACTAAGACATTTCGCAACATTC-TTTTAGG-ATAAAATTAAAATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAGACATATCTGACAAATAAAT----------GAATAAACAAATTT-TAATCACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_433:2465-2663
-

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTTG-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTG-TTTAAA---------------

droWil2 scf2_1100000001109:349-
548 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTATGGTACTTTAATTAATTTTAGAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTG-TTTTAA---------------

droVir3 scaffold_1702:709-907 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTTT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTTTGCTAATTAAGTTG-TTTAAA---------------
droMoj3 scaffold_4750:788-986 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTAGAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAATTAAGTTG-TTTAAA---------------
droGri2 scaffold_661:773-972 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGGTGGATCACTCGGCTCATGGGTCGATGAAGAACGCAGCAAACTGTGCGTCATCGTGTGAACTGCAGGACACATGAACATCGACATTTTGAACGCATATCGCAGTCCATGCTGTTAT-GTACTTTAATTAATTTTATAGTGCTGCTTGGACTACATATGGTTGAGGGTTGTAAGACTATGCTAAATAAGTTGCTTTAAA---------------
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