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1. dps_3414  XL_group1e:8373363-8373385 -
2. dps-mir-2524-1  XL_group1e:8376708-8376730 -
3. dps-mir-2524-2  XL_group1e:8377556-8377578 -
4. dps_3416  XL_group1e:8381471-8381493 -
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TATGCGCTTAGTACCCATCATACGTGACATTAAGTCCAATCCGAACAGGGAATCAATAGAGTTATATAGTTTATAGTTGGCCCGGTTCCCAGCACATGTATGTTGAATTAAATATCATATTGTACTGCGACTCGGGCAAATTATTAGCTCAAGACCAGCCGTGTACGAAAAGACCCCGGACGACAATCATTGGAAGTCTGGTACT
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.....................................................................................................................TATTGTACTGCGACTCGGGCA................................................................... 21 0 1 5145.00 5145 4101 624 211 149 30 12 9 7 0 2

.....................................................................................................................TATTGTACTGCGACTCGGGCAA.................................................................. 22 0 1 2872.00 2872 2209 345 144 120 34 1 3 6 5 5

.....................................................................................................................TATTGTACTGCGACTCGGG..................................................................... 19 0 4 2388.50 9554 8860 472 115 31 32 33 6 4 1 0

.....................................................................................................................TATTGTACTGCGACTCGGGC.................................................................... 20 0 4 1601.75 6407 5757 201 146 224 16 20 28 13 1 1

.....................................................................................................................TATTGTACTGCGACTCGGGCAT.................................................................. 22 1 1 387.00 387 318 45 12 6 3 1 2 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAC.................................................................. 22 1 1 231.00 231 182 17 8 21 1 0 0 2 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAAA................................................................. 23 0 1 168.00 168 138 21 1 4 1 1 0 0 1 1

......................................................................................................................ATTGTACTGCGACTCGGGCA................................................................... 20 0 1 168.00 168 116 27 16 8 1 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGT.................................................................... 20 1 4 152.25 609 428 135 17 16 3 0 9 1 0 0

.....................................................................................................................TATTGTACTGCGACTCGG...................................................................... 18 0 4 100.50 402 375 1 2 18 2 3 1 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCT................................................................... 21 1 4 90.75 363 278 50 10 19 3 1 2 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGTT................................................................... 21 2 4 54.50 218 149 53 4 2 5 0 4 1 0 0

......................................................................................................................ATTGTACTGCGACTCGGG..................................................................... 18 0 4 52.50 210 201 2 7 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGT..................................................................... 19 1 4 43.00 172 158 9 3 1 1 0 0 0 0 0

......................................................................................................................ATTGTACTGCGACTCGGGC.................................................................... 19 0 4 37.50 150 118 5 21 6 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGA.................................................................... 20 1 4 32.00 128 90 29 3 4 1 0 0 0 1 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAAAA................................................................ 24 1 1 29.00 29 23 4 1 1 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGTT.................................................................... 20 2 4 28.75 115 94 17 2 1 0 0 1 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCACC................................................................. 23 2 1 28.00 28 22 3 1 2 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAAT................................................................. 23 1 1 27.00 27 26 0 1 0 0 0 0 0 0 0

......................................................................................................................ATTGTACTGCGACTCGGGCAA.................................................................. 21 0 1 24.00 24 17 1 6 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCTC.................................................................. 22 2 4 24.00 96 81 9 1 4 1 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCATT................................................................. 23 2 1 21.00 21 13 3 1 3 1 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGTTT.................................................................. 22 3 4 20.00 80 52 21 4 2 1 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGTTC.................................................................. 22 3 4 19.25 77 62 7 1 2 1 2 0 2 0 0

.....................................................................................................................TATTGTACTGCGACTCGTT..................................................................... 19 2 6 18.50 111 93 6 6 4 1 1 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCACCC................................................................ 24 3 1 14.00 14 12 1 0 1 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGA..................................................................... 19 1 4 13.50 54 46 6 0 1 1 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCTT.................................................................. 22 2 4 13.00 52 42 5 2 2 0 0 0 1 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAAAAA............................................................... 25 2 1 9.00 9 9 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCTCC................................................................. 23 3 6 9.00 54 45 4 0 3 0 2 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCG................................................................... 21 1 4 7.50 30 28 2 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGTTT................................................................... 21 3 8 7.13 57 46 11 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCATCC................................................................ 24 3 2 6.50 13 9 3 0 1 0 0 0 0 0 0

......................................................................................................................ATTGTACTGCGACTCGGGT.................................................................... 19 1 4 6.00 24 16 3 4 0 1 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGG.................................................................... 20 1 4 5.50 22 22 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCATTC................................................................ 24 3 1 5.00 5 5 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCATC................................................................. 23 2 2 5.00 10 8 0 0 1 0 0 0 1 0 0

.....................................................................................................................TATTGTACTGCGACTCGTC..................................................................... 19 2 6 4.67 28 22 1 3 2 0 0 0 0 0 0

......................................................................................................................ATTGTACTGCGACTCGGGCAT.................................................................. 21 1 1 4.00 4 2 2 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAAAT................................................................ 24 0 1 4.00 4 4 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGTA.................................................................... 20 2 4 4.00 16 13 3 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCTTC................................................................. 23 3 5 3.40 17 15 2 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAAC................................................................. 23 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0

....................................................................................................................ATATTGTACTGCGACTCGGGCAA.................................................................. 23 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0

......................................................................................................................ATTGTACTGCGACTCGGGTT................................................................... 20 2 4 2.75 11 9 1 1 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGAA.................................................................... 20 2 4 2.25 9 5 4 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCTTT................................................................. 23 3 4 2.25 9 9 0 0 0 0 0 0 0 0 0

....................................................................................................................ATATTGTACTGCGACTCGGGC.................................................................... 21 0 4 2.25 9 8 0 1 0 0 0 0 0 0 0

......................................................................................................................ATTGTACTGCGACTCGGGCAAT................................................................. 22 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0

....................................................................................................................ATATTGTACTGCGACTCGGGCA................................................................... 22 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAATCC............................................................... 25 3 1 2.00 2 1 0 0 1 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAGC................................................................. 23 2 1 2.00 2 2 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCATG................................................................. 23 2 1 2.00 2 2 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAG.................................................................. 22 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAAG................................................................. 23 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0

................................................................................................................TATCATATTGTACTGCGACTCGGGCA................................................................... 26 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0

.......................................................................................................................TTGTACTGCGACTCGGGCAA.................................................................. 20 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0

....................................................................................................................ATATTGTACTGCGACTCGGG..................................................................... 20 0 4 2.00 8 8 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGT...................................................................... 18 1 4 2.00 8 6 0 0 1 0 0 0 1 0 0

.....................................................................................................................TATTGTACTGCGACTCTTT..................................................................... 19 3 20 1.85 37 37 0 0 0 0 0 0 0 0 0

................................................................................................................TATCATATTGTACTGCGACTCGGGC.................................................................... 25 0 4 1.75 7 7 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGTA..................................................................... 19 2 4 1.75 7 4 2 0 1 0 0 0 0 0 0

...............................................................................GCCCGGTTCCCAGCACATGTATG....................................................................................................... 23 0 4 1.75 7 7 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGTTA.................................................................... 20 3 9 1.67 15 13 2 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGC..................................................................... 19 1 5 1.60 8 7 0 0 1 0 0 0 0 0 0

......................................................................................................................ATTGTACTGCGACTCGGGCT................................................................... 20 1 4 1.50 6 3 1 2 0 0 0 0 0 0 0

......................................................................................................................ATTGTACTGCGACTCGGT..................................................................... 18 1 4 1.25 5 5 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCTCT................................................................. 23 3 4 1.25 5 4 1 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGAT................................................................... 21 2 4 1.25 5 4 1 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGTAA.................................................................... 20 3 7 1.14 8 5 2 0 1 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAACAG............................................................... 25 3 1 1.00 1 1 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCACT................................................................. 23 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAAATT............................................................... 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAAATC............................................................... 25 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAAATCCC............................................................. 27 3 1 1.00 1 1 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAAATTTGG............................................................ 28 3 1 1.00 1 1 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAATA................................................................ 24 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAACC................................................................ 24 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAATC................................................................ 24 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAATAA............................................................... 25 3 1 1.00 1 1 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAGT................................................................. 23 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0

......................................................................................................................ATTGTACTGCGACTCGGGCATTC................................................................ 23 3 1 1.00 1 0 1 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCAAATTA.............................................................. 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGCACTC................................................................ 24 3 1 1.00 1 1 0 0 0 0 0 0 0 0 0

......................................................................................................................ATTGTACTGCGACTCGGGCAAA................................................................. 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0

.......................................................................................................................TTGTACTGCGACTCGGGCA................................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

....................................................................................................................ATATTGTACTGCGACTCGGGCAT.................................................................. 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0

.......................................................................................................................TTGTACTGCGACTCGGGCAC.................................................................. 20 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCG....................................................................... 17 0 4 1.00 4 4 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGAG................................................................... 21 2 4 1.00 4 4 0 0 0 0 0 0 0 0 0

......................................................................................................................ATTGTACTGCGACTCGGTT.................................................................... 19 2 4 1.00 4 2 1 1 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACT......................................................................... 15 0 4 1.00 4 4 0 0 0 0 0 0 0 0 0

..................................................................................................................TCATATTGTACTGCGACTCGGG..................................................................... 22 0 4 0.75 3 3 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGTACTGCGACTCGGGGT................................................................... 21 2 4 0.75 3 2 0 0 1 0 0 0 0 0 0

.......................................................................................................................TTGTACTGCGACTCGGG..................................................................... 17 0 4 0.75 3 3 0 0 0 0 0 0 0 0 0

............................................................................................................TAAATATCATATTGTACTGCGACTCGG...................................................................... 27 0 4 0.75 3 3 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ATACGCGAATCATGGGTAGTATGCACTGTAATTCAGGTTAGGCTTGTCCCTTAGTTATCTCAATATATCAAATATCAACCGGGCCAAGGGTCGTGTACATACAACTTAATTTATAGTATAACATGACGCTGAGCCCGTTTAATAATCGAGTTCTGGTCGGCACATGCTTTTCTGGGGCCTGCTGTTAGTAACCTTCAGACCATGA
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.................................................................................GGCCAAGGGTCGTGTACAT......................................................................................................... 19 0 4 1.75 7 6 1 0 0 0 0 0 0

..............................................................................CCGGGCCAAGGGTCGTGTACAT......................................................................................................... 22 0 4 1.75 7 7 0 0 0 0 0 0 0

...............................................................................CGGGCCAAGGGTCGTGTACAT......................................................................................................... 21 0 4 1.50 6 5 0 0 1 0 0 0 0

..............................................................................CCGGGCCAAGGGTCGTGTACA.......................................................................................................... 21 0 4 1.00 4 2 1 0 1 0 0 0 0

................................................................................GGGCCAAGGGTCGTGTACAT......................................................................................................... 20 0 4 1.00 4 3 0 1 0 0 0 0 0

................................................................................GGGCCAAGGGTCGTGTACA.......................................................................................................... 19 0 4 0.75 3 2 0 1 0 0 0 0 0

.............................................................................TCCGGGCCAAGGGTCGTGTACAT......................................................................................................... 23 1 4 0.50 2 0 1 0 0 1 0 0 0

.............................................................................ACCGGGCCAAGGGTCGTGTACAT......................................................................................................... 23 0 4 0.50 2 0 1 0 0 0 1 0 0

.............................................................................ACCGGGCCAAGGGTCGTGTACA.......................................................................................................... 22 0 4 0.50 2 1 0 0 0 0 0 1 0

...............................................................................TGGGCCAAGGGTCGTGTACAT......................................................................................................... 21 1 4 0.50 2 2 0 0 0 0 0 0 0

..................................................................................................................................................CGAGTTCTGGTCGGCACATGC...................................... 21 0 4 0.25 1 1 0 0 0 0 0 0 0

..............................................................................CCGGGCCAAGGGTCGTGTAC........................................................................................................... 20 0 4 0.25 1 1 0 0 0 0 0 0 0

.............................................................................ACCGGGCCAAGGGTCGTGTACATA........................................................................................................ 24 0 4 0.25 1 0 1 0 0 0 0 0 0

..............................................................................CCGGGCCAAGGGTCGTGTACATACAACT................................................................................................... 28 0 4 0.25 1 0 1 0 0 0 0 0 0

.TACGCGAATCATGGGTAGT......................................................................................................................................................................................... 19 0 4 0.25 1 0 0 0 0 0 1 0 0

...............................................................................TTGGCCAAGGGTCGTGTACAT......................................................................................................... 21 2 4 0.25 1 0 1 0 0 0 0 0 0

...............................................................................CGGGCCAAGGGTCGTGTACA.......................................................................................................... 20 0 4 0.25 1 1 0 0 0 0 0 0 0

.............................................................................CCCGGGCCAAGGGTCGTGTACAT......................................................................................................... 23 1 4 0.25 1 0 0 0 1 0 0 0 0

.................................................................................GGCCAAGGGTCGTGTACATA........................................................................................................ 20 0 4 0.25 1 1 0 0 0 0 0 0 0

...............................................................................CGGGCCAAGGGTCGTGTAC........................................................................................................... 19 0 4 0.25 1 1 0 0 0 0 0 0 0

........................................................................................GGTCGTGTACATACAACTTAA................................................................................................ 21 0 4 0.25 1 1 0 0 0 0 0 0 0

..............................................................................CCGGGCCAAGGGTCGTGTACATA........................................................................................................ 23 0 4 0.25 1 0 1 0 0 0 0 0 0

.........................................................................ATCAACCGGGCCAAGGGTCGTGTAC........................................................................................................... 25 0 4 0.25 1 1 0 0 0 0 0 0 0

................................................................................GGGCCAAGGGTCGTGTACATACAAC.................................................................................................... 25 0 4 0.25 1 0 0 0 0 0 0 0 1
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Species Coordinate ID Alignment
dp5 XL_group1e:8373260-

8373464 -
dps_3414 TATGCGCTTAGTACCCATCATACGTGACATTAAGTCCAATCCGAACAGGGAATCAAT--AGAGTTATATAGTTTATAGTTGGCCCGGTTCCCAGCACATGTATGTTGAATTAAATATCATATTGTACTGCGACTCGGGCAAATTATTAGCTCAAGACCAGCCGTGTACGAAAAGACCCCGGACGACAATCATTGGAAGTCTGGTACT

droPer2 scaffold_13:190903-
191108 +

dpe_313 TATGCGCTCAGTCT-CCTCATACGTGACATTAAGTCCAATCCGAACAGGGAATCAATCGAGAGTTATATAGTTTATAGTTGGCCCGGTTCCCAGCACCTGTATGTTGAATTAAATATCATATTGTACTGCGACTCGGGTCAATTATTAGCTCAAGACCAGCCGTGGGCGAAAAGACCCCGGAGGACAATCATTGGAAGTCCGGTAGT
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http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3416.html
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http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3414.html
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1. dps-mir-2524-1  XL_group1e:8376671-8376692 -
2. dps-mir-2524-2  XL_group1e:8377519-8377540 -
3. dps_3416  XL_group1e:8381434-8381455 -

star

1. dps_3414  XL_group1e:8373363-8373385 -
2. dps-mir-2524-1  XL_group1e:8376708-8376730 -
3. dps-mir-2524-2  XL_group1e:8377556-8377578 -
4. dps_3416  XL_group1e:8381471-8381493 -
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TTAGTACCCATCATACGTGACATTAAGTCCAATCCGAACAGGGAATCAATAGAGAGTTATATAGTTTATAGTTGGCCCGGTTCCCAGCACATGTATGTTGAATTAAATATCATATTGTACTGCGACTCGGGCCAATTATTAGCTCAAGACCAGCCGTGTACGAAAGGACCCCGGACGACAATCATTGGAAGTCCGGTAC
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................................................................................................................TATTGTACTGCGACTCGGGCCA................................................................. 22 0 3 2421.00 7263 6468 366 91 240 22 36 7 13 14 6

................................................................................................................TATTGTACTGCGACTCGGG.................................................................... 19 0 4 2388.50 9554 8860 472 31 115 32 33 4 6 0 1

................................................................................................................TATTGTACTGCGACTCGGGC................................................................... 20 0 4 1601.75 6407 5757 201 224 146 16 20 13 28 1 1

................................................................................................................TATTGTACTGCGACTCGGGCC.................................................................. 21 0 3 1441.00 4323 3656 137 244 207 12 21 30 6 3 7

................................................................................................................TATTGTACTGCGACTCGGGCCC................................................................. 22 1 3 893.33 2680 2362 106 163 28 4 7 10 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCCC................................................................ 23 2 3 214.00 642 584 21 29 3 1 1 3 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCT................................................................. 22 1 3 188.00 564 444 65 30 21 3 0 1 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGT................................................................... 20 1 4 152.25 609 428 135 16 17 3 0 1 9 0 0

................................................................................................................TATTGTACTGCGACTCGG..................................................................... 18 0 4 100.50 402 375 1 18 2 2 3 0 1 0 0

................................................................................................................TATTGTACTGCGACTCGGGCT.................................................................. 21 1 4 90.75 363 278 50 19 10 3 1 0 2 0 0

.................................................................................................................ATTGTACTGCGACTCGGGCC.................................................................. 20 0 3 90.67 272 211 12 28 18 0 1 2 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCCCC............................................................... 24 3 3 76.00 228 208 13 4 1 0 1 1 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGTT.................................................................. 21 2 4 54.50 218 149 53 2 4 5 0 1 4 0 0

.................................................................................................................ATTGTACTGCGACTCGGG.................................................................... 18 0 4 52.50 210 201 2 0 7 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGT.................................................................... 19 1 4 43.00 172 158 9 1 3 1 0 0 0 0 0

.................................................................................................................ATTGTACTGCGACTCGGGC................................................................... 19 0 4 37.50 150 118 5 6 21 0 0 0 0 0 0

.................................................................................................................ATTGTACTGCGACTCGGGCCA................................................................. 21 0 3 35.67 107 84 1 0 22 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGA................................................................... 20 1 4 32.00 128 90 29 4 3 1 0 0 0 0 1

................................................................................................................TATTGTACTGCGACTCGGGCCCT................................................................ 23 2 3 31.33 94 85 4 3 1 0 0 1 0 0 0

................................................................................................................TATTGTACTGCGACTCGGTT................................................................... 20 2 4 28.75 115 94 17 1 2 0 0 0 1 0 0

................................................................................................................TATTGTACTGCGACTCGGGCTC................................................................. 22 2 4 24.00 96 81 9 4 1 1 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGTTT................................................................. 22 3 4 20.00 80 52 21 2 4 1 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGTTC................................................................. 22 3 4 19.25 77 62 7 2 1 1 2 2 0 0 0

................................................................................................................TATTGTACTGCGACTCGTT.................................................................... 19 2 6 18.50 111 93 6 4 6 1 1 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCTCC............................................................... 24 3 3 15.33 46 44 0 1 1 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGA.................................................................... 19 1 4 13.50 54 46 6 1 0 1 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCTT................................................................. 22 2 4 13.00 52 42 5 2 2 0 0 1 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCAT................................................................ 23 1 3 12.67 38 30 1 1 6 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCTT................................................................ 23 2 3 11.67 35 32 1 2 0 0 0 0 0 0 0

.................................................................................................................ATTGTACTGCGACTCGGGCCC................................................................. 21 1 3 10.00 30 23 1 4 2 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCAA................................................................ 23 0 3 9.00 27 24 1 0 1 1 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCTCC................................................................ 23 3 6 9.00 54 45 4 3 0 0 2 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCTC................................................................ 23 2 3 8.00 24 19 3 2 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCG.................................................................. 21 1 4 7.50 30 28 2 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGTTT.................................................................. 21 3 8 7.13 57 46 11 0 0 0 0 0 0 0 0

.................................................................................................................ATTGTACTGCGACTCGGGT................................................................... 19 1 4 6.00 24 16 3 0 4 1 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGG................................................................... 20 1 4 5.50 22 22 0 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGTC.................................................................... 19 2 6 4.67 28 22 1 2 3 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCG................................................................. 22 1 3 4.00 12 9 1 1 1 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGTA................................................................... 20 2 4 4.00 16 13 3 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCCTC............................................................... 24 3 3 3.67 11 9 1 0 1 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCTTC................................................................ 23 3 5 3.40 17 15 2 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCAC................................................................ 23 1 3 3.00 9 9 0 0 0 0 0 0 0 0 0

.................................................................................................................ATTGTACTGCGACTCGGGTT.................................................................. 20 2 4 2.75 11 9 1 0 1 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCATCC.............................................................. 25 3 3 2.67 8 7 0 1 0 0 0 0 0 0 0

.................................................................................................................ATTGTACTGCGACTCGGGCCT................................................................. 21 1 3 2.33 7 5 0 0 2 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCCCA............................................................... 24 3 3 2.33 7 7 0 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCTTC............................................................... 24 3 3 2.33 7 7 0 0 0 0 0 0 0 0 0

...............................................................................................................ATATTGTACTGCGACTCGGGC................................................................... 21 0 4 2.25 9 8 0 0 1 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCTTT................................................................ 23 3 4 2.25 9 9 0 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGAA................................................................... 20 2 4 2.25 9 5 4 0 0 0 0 0 0 0 0

..................................................................................................................TTGTACTGCGACTCGGGCC.................................................................. 19 0 3 2.00 6 1 1 3 1 0 0 0 0 0 0

..................................................................................................................TTGTACTGCGACTCGGGCCA................................................................. 20 0 3 2.00 6 3 0 0 3 0 0 0 0 0 0

...............................................................................................................ATATTGTACTGCGACTCGGG.................................................................... 20 0 4 2.00 8 8 0 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGT..................................................................... 18 1 4 2.00 8 6 0 1 0 0 0 1 0 0 0

................................................................................................................TATTGTACTGCGACTCTTT.................................................................... 19 3 20 1.85 37 37 0 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGTA.................................................................... 19 2 4 1.75 7 4 2 1 0 0 0 0 0 0 0

...........................................................................................................TATCATATTGTACTGCGACTCGGGC................................................................... 25 0 4 1.75 7 7 0 0 0 0 0 0 0 0 0

..........................................................................GCCCGGTTCCCAGCACATGTATG...................................................................................................... 23 0 4 1.75 7 7 0 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCAAA............................................................... 24 1 3 1.67 5 5 0 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCACC............................................................... 24 2 3 1.67 5 4 1 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGTTA................................................................... 20 3 9 1.67 15 13 2 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGC.................................................................... 19 1 5 1.60 8 7 0 1 0 0 0 0 0 0 0

.................................................................................................................ATTGTACTGCGACTCGGGCT.................................................................. 20 1 4 1.50 6 3 1 0 2 0 0 0 0 0 0

.................................................................................................................ATTGTACTGCGACTCGGGCCCC................................................................ 22 2 3 1.33 4 3 0 1 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCCTA............................................................... 24 3 3 1.33 4 4 0 0 0 0 0 0 0 0 0

...............................................................................................................ATATTGTACTGCGACTCGGGCC.................................................................. 22 0 3 1.33 4 4 0 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGAT.................................................................. 21 2 4 1.25 5 4 1 0 0 0 0 0 0 0 0

.................................................................................................................ATTGTACTGCGACTCGGT.................................................................... 18 1 4 1.25 5 5 0 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCTCT................................................................ 23 3 4 1.25 5 4 1 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGTAA................................................................... 20 3 7 1.14 8 5 2 1 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCATAA.............................................................. 25 3 3 1.00 3 3 0 0 0 0 0 0 0 0 0

...............................................................................................................ATATTGTACTGCGACTCGGGCCA................................................................. 23 0 3 1.00 3 3 0 0 0 0 0 0 0 0 0

...............................................................................................................ATATTGTACTGCGACTCGGGCCT................................................................. 23 1 3 1.00 3 3 0 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCAAT............................................................... 24 0 3 1.00 3 2 1 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCATC............................................................... 24 2 3 1.00 3 0 0 2 1 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCATCA.............................................................. 25 3 3 1.00 3 3 0 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGAG.................................................................. 21 2 4 1.00 4 4 0 0 0 0 0 0 0 0 0

.................................................................................................................ATTGTACTGCGACTCGGTT................................................................... 19 2 4 1.00 4 2 1 0 1 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCG...................................................................... 17 0 4 1.00 4 4 0 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACT........................................................................ 15 0 4 1.00 4 4 0 0 0 0 0 0 0 0 0

.............................................................................................................TCATATTGTACTGCGACTCGGG.................................................................... 22 0 4 0.75 3 3 0 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGGT.................................................................. 21 2 4 0.75 3 2 0 1 0 0 0 0 0 0 0

...............................................................................................................ATATTGTACTGCGACTCGG..................................................................... 19 0 4 0.75 3 3 0 0 0 0 0 0 0 0 0

.......................................................................................................TAAATATCATATTGTACTGCGACTCGG..................................................................... 27 0 4 0.75 3 3 0 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGTG.................................................................. 21 2 4 0.75 3 2 0 0 1 0 0 0 0 0 0

..................................................................................................................TTGTACTGCGACTCGGG.................................................................... 17 0 4 0.75 3 3 0 0 0 0 0 0 0 0 0

...........................................................................................................TATCATATTGTACTGCGACTCGGG.................................................................... 24 0 4 0.75 3 3 0 0 0 0 0 0 0 0 0

...........................................................................................................TATCATATTGTACTGCGACTCGGGCC.................................................................. 26 0 3 0.67 2 2 0 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCTCA............................................................... 24 3 3 0.67 2 2 0 0 0 0 0 0 0 0 0

..................................................................................................................TTGTACTGCGACTCGGGCCC................................................................. 20 1 3 0.67 2 2 0 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCAATC.............................................................. 25 1 3 0.67 2 2 0 0 0 0 0 0 0 0 0

................................................................................................................TATTGTACTGCGACTCGGGCCAATT.............................................................. 25 0 3 0.67 2 2 0 0 0 0 0 0 0 0 0

...................................................................................................................TGTACTGCGACTCGGGCC.................................................................. 18 0 3 0.67 2 1 0 1 0 0 0 0 0 0 0

.................................................................................................................ATTGTACTGCGACTCGGGCCTT................................................................ 22 2 3 0.67 2 1 0 0 1 0 0 0 0 0 0

.............................................................................................................TCATATTGTACTGCGACTCGGGC................................................................... 23 0 4 0.50 2 2 0 0 0 0 0 0 0 0 0

..............................................................................................................CATATTGTACTGCGACTCGGGC................................................................... 22 0 4 0.50 2 2 0 0 0 0 0 0 0 0 0

.......................................................................................................TAAATATCATATTGTACTGCGACTCG...................................................................... 26 0 4 0.50 2 2 0 0 0 0 0 0 0 0 0

.......................................................................................................TAAATATCATATTGTACTGCGACTC....................................................................... 25 0 4 0.50 2 2 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AATCATGGGTAGTATGCACTGTAATTCAGGTTAGGCTTGTCCCTTAGTTATCTCTCAATATATCAAATATCAACCGGGCCAAGGGTCGTGTACATACAACTTAATTTATAGTATAACATGACGCTGAGCCCGGTTAATAATCGAGTTCTGGTCGGCACATGCTTTCCTGGGGCCTGCTGTTAGTAACCTTCAGGCCATG

**************************************************...((((.(((((((((((((.((.(((.(((((((((((......))))).))).))).))).)).))))))))))))).)))).....***********************************************************
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............................................................................GGCCAAGGGTCGTGTACAT........................................................................................................ 19 0 4 1.75 7 6 1 0 0 0 0 0 0

.........................................................................CCGGGCCAAGGGTCGTGTACAT........................................................................................................ 22 0 4 1.75 7 7 0 0 0 0 0 0 0

..........................................................................CGGGCCAAGGGTCGTGTACAT........................................................................................................ 21 0 4 1.50 6 5 0 1 0 0 0 0 0

...........................................................................GGGCCAAGGGTCGTGTACAT........................................................................................................ 20 0 4 1.00 4 3 0 0 1 0 0 0 0

.........................................................................CCGGGCCAAGGGTCGTGTACA......................................................................................................... 21 0 4 1.00 4 2 1 1 0 0 0 0 0

...........................................................................GGGCCAAGGGTCGTGTACA......................................................................................................... 19 0 4 0.75 3 2 0 0 1 0 0 0 0

..........................................................................TGGGCCAAGGGTCGTGTACAT........................................................................................................ 21 1 4 0.50 2 2 0 0 0 0 0 0 0

........................................................................ACCGGGCCAAGGGTCGTGTACAT........................................................................................................ 23 0 4 0.50 2 0 1 0 0 0 0 0 1

........................................................................TCCGGGCCAAGGGTCGTGTACAT........................................................................................................ 23 1 4 0.50 2 0 1 0 0 1 0 0 0

........................................................................ACCGGGCCAAGGGTCGTGTACA......................................................................................................... 22 0 4 0.50 2 1 0 0 0 0 1 0 0

.............................................................................................................................................CGAGTTCTGGTCGGCACATGC..................................... 21 0 4 0.25 1 1 0 0 0 0 0 0 0

.........................................................................CCGGGCCAAGGGTCGTGTAC.......................................................................................................... 20 0 4 0.25 1 1 0 0 0 0 0 0 0

.........................................................................CCGGGCCAAGGGTCGTGTACATA....................................................................................................... 23 0 4 0.25 1 0 1 0 0 0 0 0 0

..........................................................................TTGGCCAAGGGTCGTGTACAT........................................................................................................ 21 2 4 0.25 1 0 1 0 0 0 0 0 0

........................................................................CCCGGGCCAAGGGTCGTGTACAT........................................................................................................ 23 1 4 0.25 1 0 0 1 0 0 0 0 0

...........................................................................GGGCCAAGGGTCGTGTACATACAAC................................................................................................... 25 0 4 0.25 1 0 0 0 0 0 0 1 0

............................................................................GGCCAAGGGTCGTGTACATA....................................................................................................... 20 0 4 0.25 1 1 0 0 0 0 0 0 0

..........................................................................CGGGCCAAGGGTCGTGTAC.......................................................................................................... 19 0 4 0.25 1 1 0 0 0 0 0 0 0

...................................................................................GGTCGTGTACATACAACTTAA............................................................................................... 21 0 4 0.25 1 1 0 0 0 0 0 0 0

.........................................................................CCGGGCCAAGGGTCGTGTACATACAACT.................................................................................................. 28 0 4 0.25 1 0 1 0 0 0 0 0 0

....................................................................ATCAACCGGGCCAAGGGTCGTGTAC.......................................................................................................... 25 0 4 0.25 1 1 0 0 0 0 0 0 0

..........................................................................CGGGCCAAGGGTCGTGTACA......................................................................................................... 20 0 4 0.25 1 1 0 0 0 0 0 0 0

........................................................................ACCGGGCCAAGGGTCGTGTACATA....................................................................................................... 24 0 4 0.25 1 0 1 0 0 0 0 0 0
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Species Coordinate ID Alignment
dp5 XL_group1e:8381369-

8381567 -
dps_3416 TTAGTACCCATCATACGTGACATTAAGTCCAATCCGAACAGGGAATCAATAGAGAGTTATATAGTTTATAGTTGGCCCGGTTCCCAGCACATGTATGTTGAATTAAATATCATATTGTACTGCGACTCGGGCCAATTATTAGCTCAAGACCAGCCGTGTACGAAAGGACCCCGGACGACAATCATTGGAAGTCCGGTAC

droPer2 scaffold_13:190910-
191107 +

dpe_313 TCAGTCT-CCTCATACGTGACATTAAGTCCAATCCGAACAGGGAATCAATCGAGAGTTATATAGTTTATAGTTGGCCCGGTTCCCAGCACCTGTATGTTGAATTAAATATCATATTGTACTGCGACTCGGGTCAATTATTAGCTCAAGACCAGCCGTGGGCGAAAAGACCCCGGAGGACAATCATTGGAAGTCCGGTAG
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ID:

dps_3340

Coordinate:

XR_group8:6043291-6043364 +

Confidence:

candidate

Class:

5p_tailed_mirtron

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dpse\GA20377-in]; CDS [Dpse\GA20377-cds]; CDS [Dpse\GA20377-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CGCCGCCGATGTTCATACGTGACGATGAGCCTGCGGGAGGAGCGAGGCGGGTGAGTGGGGTGGGATGGGATGGGATGTCCTCTATCTGCCACCAGACACGTGACAAAGTCCATGTGTATCGTAGGGAATTCCCATTAAGGACAACGATAGCTTGTCGGCCATGCTGGCCGCCGA
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.......................................................TGGGGTGGGATGGGATGGG.................................................................................................... 19 0 1 96.00 96 54 39 2 1 0 0 0

.......................................................TGGGGTGGGATGGGATGGGA................................................................................................... 20 0 1 14.00 14 8 6 0 0 0 0 0

........................................................GGGGTGGGATGGGATGGG.................................................................................................... 18 0 1 13.00 13 13 0 0 0 0 0 0

............................................................................................................................................ACAACGATAGCTTGTCGGC............... 19 0 1 2.00 2 2 0 0 0 0 0 0

...................................................................................................GTGACAAAGTCCATGTGTATCGTAG.................................................. 25 0 1 1.00 1 1 0 0 0 0 0 0

.................CGTGACGATGAGCCTGCGGGAGGAGC................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 1

.............................................................................................................................GAATTCCCATTAAGGACAACGATAGCT...................... 27 0 1 1.00 1 1 0 0 0 0 0 0

..................................................................................................................................CCCATTAAGGACAACGATAGCTTGTC.................. 26 0 1 1.00 1 1 0 0 0 0 0 0

...................................................TGAGTGGGGTGGGATGGGAT....................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0

..................................................GTGAGTGGGGTGGGATGGGA........................................................................................................ 20 0 1 1.00 1 0 1 0 0 0 0 0

............................GCCTGCGGGAGGAGCGAGGC.............................................................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0

...........................................................................................................................................GACAACGATAGCTTGTCGGCC.............. 21 0 1 1.00 1 0 0 0 0 0 1 0

.....................................................................................................................................ATTAAGGACAACGATAGCTTGTCGGCC.............. 27 0 1 1.00 1 1 0 0 0 0 0 0

......................................................................................................................................TTAAGGACAACGATAGCTTGTCGGC............... 25 0 1 1.00 1 1 0 0 0 0 0 0

.................................................................................................................................................GATAGCTTGTCGGCCATGCT......... 20 0 1 1.00 1 1 0 0 0 0 0 0

...............TACGTGACGATGAGCCTGCGGGA........................................................................................................................................ 23 0 1 1.00 1 1 0 0 0 0 0 0

............................GCCTGCGGGAGGAGCGAGGCGGG........................................................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0

.......................................................TGGGGTGGGATGGGATGGGAT.................................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0

...........................AGCCTGCGGGAGGAGCGAGGC.............................................................................................................................. 21 0 1 1.00 1 0 0 0 0 1 0 0

.....................................................................................................................................................GCTTGTCGGCCATGCTGGC...... 19 0 1 1.00 1 1 0 0 0 0 0 0

.....................................................................................................................................ATTAAGGACAACGATAGCTTGTCGGC............... 26 0 1 1.00 1 1 0 0 0 0 0 0

.....................................................................................................................................ATTAAGGACAACGATAGCTT..................... 20 0 1 1.00 1 1 0 0 0 0 0 0

..............ATACGTGACGATGAGCCTGCG........................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0

..............................................................................................................................................AACGATAGCTTGTCGGCCATGC.......... 22 0 1 1.00 1 1 0 0 0 0 0 0

..........................GAGCCTGCGGGAGGAGCGAGGC.............................................................................................................................. 22 0 1 1.00 1 0 0 0 1 0 0 0

..........................GAGCCTGCGGGAGGAGCGAG................................................................................................................................ 20 0 1 1.00 1 1 0 0 0 0 0 0

.............CATACGTGACGATGAGCCTGC............................................................................................................................................ 21 0 1 1.00 1 1 0 0 0 0 0 0

.........................................................GGGTGGGATGGGATGGGA................................................................................................... 18 0 2 0.50 1 1 0 0 0 0 0 0

.......................................................TGGGGTGGGATGGGATGG..................................................................................................... 18 0 2 0.50 1 0 1 0 0 0 0 0

..................................GGGAGGAGCGAGGCGGGGA......................................................................................................................... 19 2 18 0.06 1 1 0 0 0 0 0 0

Anti-sense strand reads

GCGGCGGCTACAAGTATGCACTGCTACTCGGACGCCCTCCTCGCTCCGCCCACTCACCCCACCCTACCCTACCCTACAGGAGATAGACGGTGGTCTGTGCACTGTTTCAGGTACACATAGCATCCCTTAAGGGTAATTCCTGTTGCTATCGAACAGCCGGTACGACCGGCGGCT
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............................................................ACCCTACCCTACCCTACA................................................................................................ 18 0 12 0.08 1 0 1
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Species Coordinate ID Alignment
dp5 XR_group8:6043241-6043414 + dps_3340 CGCCGCCGATGTTCATACGTGACGATGAGCCTGCGGGAGGAGCGAGGCGGGTGAGTGGG-GT------------------G---GGATGGGATGGGATGTCCTCT----ATC------------------TGCCAC--CAG--------ACACGTGACAA---------------------------------------------------------------------AGTC-CATGTGTATCGTAGGGAATTCCCATTAAGGACAACGATAGCTTGTCGGCCATGCTGGCCGCCGA
droPer2 scaffold_45:440742-440915 - dpe_1699 CGCCGCCGATGTTCATACGTGACGATGAGCCTGCGGGAGGAGCGAGGCGGGTGAGTGGG-GT------------------G---GGATGGGATGGGATGTCCTCT----ATC------------------TGCCAC--CAG--------ACACGTGACAA---------------------------------------------------------------------AGTC-CATGTGTATCGTAGGGAATTCCCATTAAGGACAACGATAGCTTGTCGGCCATGCTGGCCGCCGA
droWil2 scf2_1100000004762:1847012-

1847220 -
CGCCACCAATGTTTATACGTGACGATGAGCCAGCCGGTGGTGCGAGAAGGGTAAGTACA--T------------------G----AAGGTG-----TTCTT--------ATC--------------TA--TGCCA---TAG--------ACACGTGACTGGA--GAC----AACTATTTCCTCTGCATCTCTCTC-----TCTCTCTCTCTCTCTCTCTC----------TTT-CTT---TGTCTTAGGGTATACCCATTAAGGACAACGACAGTTTGTCGGCCATGTTGGCCGCTGA

droVir3 scaffold_13049:20936813-
20936985 +

CCCCGCCAATGTTTATACGTGACGATGAGCCCGCCGGTGGTGCCAGAAAGGTGCGTATTCA-A---------------------TCACTTCATTCCGAACC----------------------------------------------------------ATCTCGAC----TGA-----------GA----TCTT-----TCACTC-TCCCC---C-------------GCTC-TCT---GTTTGCAGGGCATTCCCATTAAGGACAATGACAGTTTGTCGGCCATGTTGGCCGCTGA

droMoj3 scaffold_6680:15289925-
15290122 +

CTCCGCCGATGTTTATACGTGACGACGAGCCGGCTGGCGGTGCCAGAAAGGTGGGTACTCG-A--------------------------------------------------------------ACACA-C--CACAAAG--------TCACGTGGCTAAACAG------CACTCTCTCT----CACTCCT--C-------TCTCTCTCTCTCTCTCTCTATCTCTGTTGTC-------TTCTACAGGGCATACCCATTAAGGACAACGACAGCTTGTCGGCCATGCTAGCCGCTGA

droGri2 scaffold_15110:22762701-
22762898 -

CCCCACCCATGTTTATACGTGACGATGAGCCAGCCGGAGGCGCACGAAAGGTAAGCACCCA-TACCCACCCCGGGACAATGTA-A------------------CC----ACCTCTGTGTGCAGGCCCACA----------ATAATGTG----------------------------------------------------GCCCTGTGCCCCTGTGCCTC----------TGT-GTC---TGTTGCAGGGCATACCCATTAAAGACAACGACAGTCTGTCGGCCATGCTTGCCGCTGA

droAna3 scaffold_13337:21103697-
21103859 +

CCCCGCCGATGTTCATACGTGACGACGAGCCAGCCGGCGGGGCCAGGCGGGTAAGTGGG-AT------------------G---------------------------------------------------------------------CACGTGACCAGGTGAA---GCAGC------------------CGCTGACT-----C-TACCA-----------------CATCCTTC---CCCTTCAGGGCATTCCTATTAAGGACAACGACAGCTTATCGGCCATGCTGGCTGCCGA

droBip1 scf7180000396707:326502-
326665 -

CCCCGCCGATGTTCATACGTGACGACGAGCCAGCCGGCGGGGCTAGGCGGGTAAGTGGG-AT------------------G---------------------------------------------------------------------CACGTGACCAGGTGAACACGGAGC------------------CACTGACT-----C---CCA-----------------CCTCCTTC---CCCTCTAGGGCATTCCCATTAAGGACAACGACAGCTTATCGGCCATGCTGGCCGCCGA

droKik1 scf7180000302441:2093041-
2093212 -

CACCGCCAATGTTTATACGTGACGACGAGCCAGCCGGCGGAGCCAGGAGGGTAAGTGCCGG-A---------------------GCCAAGGATTCCGGATT----GCCTATC------------------TCTGGC--CAG--------GCACGTGACCA---------------------------------------------------------------------GGTCTCTT---CTTTCCAGGGCATACCCATTAAGGACAACGACAGCCTGTCGGCCATGCTGGCCGCCGA

droFic1 scf7180000453945:126432-
126598 +

CCCCGCCGATGTTCATACGTGACGACGAGCCAGCCGGCGGCGCCAGGCGGGTAAGTAGG-GC------------------T---TAAGGGG--------C--TCC----ACC---------------TC-CC--CGCGTAG--------TCACGTGACCGGGCTG-----------------------------------------------------------------CTC-CTC---CGTTGTAGGGAATCCCCATCAAGGACAACGACAGCCTGTCCGCCATGCTGGCCGCCGA

droEle1 scf7180000491199:864715-
864874 -

CCCCGCCGATGTTCATACGTGACGACGAGCCAGCCGGCGGAGCAAGGAGGGTGAGTTCG-AC----------------------------------------CATCCCTGCC------------------T-------CTG--------GCACGTGACCAGGTTGAC--------------------------------T-----------------------------TATCCTTC---TCGTCCAGGGCATTCCCATTAAGGACAACGACAGCTTGTCTGCCATGCTGGCCGCCGA

droRho1 scf7180000759602:19100-
19266 +

CCCCGCCGATGTTCATACGTGACGACGAGCCAGCCGGCGGCGCCAGGAGGGTGAGTTGG-AT------------------T------------------------CCCAGCC------------------T-------CTG--------GCACGTGACCAGGTTGAC----TGC---------------------------------CCCCA---TTC-----------CCTC-CAT---TTGTCCAGGGCATTCCCATTAAGGACAACGACAGCTTGTCTGCCATGCTGGCCGCCGA

droBia1 scf7180000302377:1314000-
1314156 -

CCCCGCCGATGTTCATACGTGACGACGAGCCGGCCGGCGGGGCAAGGAGGGTGAGTTGG-TT------------------GCA-G----------------CTAT----ACC------------------TGTGGG--CTG--------ATACGTGACCA---------------------------------------------------------------------GGTC-CTT---TGTTCCAGGGCATTCCCATTAAGGACAACGACAGTTTGTCCGCCATGCTGGCCGCCGA

droTak1 scf7180000414002:118225-
118385 +

CCCCGCCGATGTTCATACGTGACGATGAGCCAGCCGGCGGTGCCAGGAGGGTGAGTTGG-AA------------------ACGCGGA------------TT----GCCTGGC------------------T-TGGG--CCC--------ATACGTGACCA---------------------------------------------------------------------GGTC-CTT---CGTTCCAGGGCATTCCCATTAAGGACAACGACAGTTTGTCCGCCATGCTGGCCGCCGA

droEug1 scf7180000409472:805669-
805830 +

CCCCGCCGATGTTCATACGTGACGACGAGCCAGCCGGCGGTGCCAGGAGGGTGAGTGGG-AT------------------ACATGGA------------TT----CCCTGCC------------------TCTAAG--CCG--------ACACGTGACCA---------------------------------------------------------------------GGTA-TTT---TGTTCCAGGGCATTCCCATTAAGGACAACGACAGTTTGTCTGCCATGCTGGCCGCCGA

dm3 chr3L:21970186-21970342 + CCCCGCCAATGTTCATACGTGACGACGAGCCAGCCGGCGGAGCCCGGAGGGTGAGTTTA-AT------------------T---------------------------------------CTGGAGTGCG----------GGGATGCC----------------------------------------------------GTCGTGTGACCA-----------------GGTC-TTT---TGTTCTAGGGTATTCCCATTAAGGACAACGACAGCTTGTCTGCCATGCTGGCCGCCGA
droSim2 3l:21485379-21485535 + CCCCGCCGATGTTCATACGTGACGACGAGCCAGCCGGCGGAGCCAGGAGGGTGAGTTGG-AT------------------G---------------------------------------CTGGAGTGCG----------GGGATGCC----------------------------------------------------GTCGTGTGACCA-----------------GGTC-CTT---TGTTCCAGGGTATTCCCATTAAGGACAACGACAGCTTGTCTGCCATGCTGGCCGCCGA
droSec2 scaffold_11:1895774-1895930

+
CCCCGCCGATGTTCATACGTGACGACGAGCCAGCCGGCGGAGCCAGGAGGGTGAGTTGG-AT------------------G---------------------------------------CTGGAGTGCG----------GGGATGCC----------------------------------------------------GTCGTGTGACCA-----------------GGTC-CTT---TGTTCCAGGGTATTCCCATTAAGGACAACGACAGCTTGTCTGCCATGCTGGCCGCCGA

droYak3 v2_chr3L_random_302:6321-
6477 +

CCCCACCGATGTTCATACGTGACGACGAGCCAGCCGGCGGAGCCAGGAGGGTGAGTTGG-AT------------------G---------------------------------------TTGGAGTGCA----------GAGATGCC----------------------------------------------------TTCGTGTTACGA-----------------GGTC-CTT---TGTTTCAGGGTATTCCCATTAAGGACAACGACAGCTTGTCTGCCATGCTAGCCGCCGA

droEre2 scaffold_4784:21645046-
21645210 +

CCCCGCCGATGTTCATACGTGACGACGAGCCAGCCGGCGGAGCCAGGAGGGTGAGTTGG-AGGCCG--------------G---------------------------------------TTGGA-TGCA----------GAGAGGCCGACCC-----------------------------------------------GTTGTGTTACCA-----------------GGTC-CTT---TGTTCCAGGGCATTCCCATTAAGGACAACGACAGCTTGTCGGCCATGCTGGCCGCCGA
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dps_42

Coordinate:
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Show Alternate Folds

Flybase annnotation
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No Repeatable elements found

mature

1. 2:12450392-12450412 -
2. dps_42  XL_group1a:4093864-4093884 +

star

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GCATTGCGGCTGTGGTGGAAGTCGGAATGAAGGCCTACCGTTATTTCCGGCCACCGCCCCCTGAGCCATCGGCTGTCTTCGTCTGGAAGTCCATCTGCACCCACTGGGTGGGGGTCCTGGCTGGGCCCGTCATACTGGCGCTGATTTTCAAGCGCACCTACGACATCATCAAGG

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

#
Mismatch

Hit
Count

Total
Norm Total

V112

male
body

SRR902011

testis

M040

female
body

GSM444067

head

M022

male
body

M062

head

GSM343916

embryo

......................................................................................................ACTGGGTGGGGGTCCTGGCTG................................................... 21 0 2 25.00 50 32 3 8 7 0 0 0

.....................................................................................................CACTGGGTGGGGGTCCTGGC..................................................... 20 0 2 16.50 33 26 2 2 1 0 2 0

......................................................................................................ACTGGGTGGGGGTCCTGGC..................................................... 19 0 2 9.50 19 15 0 1 2 0 1 0

...............TGGAAGTCGGAATGAAGGC............................................................................................................................................ 19 0 1 7.00 7 0 7 0 0 0 0 0

..................................................................................................ACCCACTGGGTGGGGGTCCTG....................................................... 21 0 1 7.00 7 0 0 4 0 2 1 0

........................................................................................................TGGGTGGGGGTCCTGGCTGGG................................................. 21 0 2 7.00 14 11 0 3 0 0 0 0

............TGGTGGAAGTCGGAATGAAGGC............................................................................................................................................ 22 0 1 6.00 6 0 6 0 0 0 0 0

..............GTGGAAGTCGGAATGAAGGC............................................................................................................................................ 20 0 1 5.00 5 0 5 0 0 0 0 0

.....................................................................................................CACTGGGTGGGGGTCCTGG...................................................... 19 0 2 4.50 9 5 2 1 1 0 0 0

...............TGGAAGTCGGAATGAAGGCC........................................................................................................................................... 20 0 1 4.00 4 0 4 0 0 0 0 0

......CGGCTGTGGTGGAAGTCGGA.................................................................................................................................................... 20 0 1 3.00 3 3 0 0 0 0 0 0

..............GTGGAAGTCGGAATGAAGGCC........................................................................................................................................... 21 0 1 3.00 3 0 3 0 0 0 0 0

........................................................................................................TGGGTGGGGGTCCTGGCTG................................................... 19 0 2 2.50 5 3 0 2 0 0 0 0

...................................................................................................CCCACTGGGTGGGGGTCCTGG...................................................... 21 0 2 2.50 5 0 4 1 0 0 0 0

...................................................CACCGCCCCCTGAGCCATC........................................................................................................ 19 0 1 2.00 2 0 0 2 0 0 0 0

........GCTGTGGTGGAAGTCGGAATGAAGG............................................................................................................................................. 25 0 1 2.00 2 0 2 0 0 0 0 0

............TGGTGGAAGTCGGAATGAAGG............................................................................................................................................. 21 0 1 2.00 2 0 2 0 0 0 0 0

....TGCGGCTGTGGTGGAAGTCGG..................................................................................................................................................... 21 0 1 2.00 2 2 0 0 0 0 0 0

........................................................................................................TGGGTGGGGGTCCTGGCTGG.................................................. 20 0 2 2.00 4 2 0 1 1 0 0 0

......................................................................................................ACTGGGTGGGGGTCCTGGCTA................................................... 21 1 2 1.50 3 2 0 1 0 0 0 0

......................................................................................................ACTGGGTGGGGGTCCTGGCT.................................................... 20 0 2 1.50 3 3 0 0 0 0 0 0

...............TGGAAGTCGGAATGAAGGCCTA......................................................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0 0

................GGAAGTCGGAATGAAGGC............................................................................................................................................ 18 0 1 1.00 1 0 1 0 0 0 0 0

..................................................CCACCGCCCCCTGAGCCATCG....................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0

........GCTGTGGTGGAAGTCGGAATG................................................................................................................................................. 21 0 1 1.00 1 0 1 0 0 0 0 0

........................................................CCCCCTGAGCCATCGGCTGTC................................................................................................. 21 0 1 1.00 1 0 0 1 0 0 0 0

..............................AGGCCTACCGTTATTTCCG............................................................................................................................. 19 0 1 1.00 1 0 1 0 0 0 0 0

........GCTGTGGTGGAAGTCGGA.................................................................................................................................................... 18 0 1 1.00 1 0 1 0 0 0 0 0

..............GTGGAAGTCGGAATGAAGG............................................................................................................................................. 19 0 1 1.00 1 0 1 0 0 0 0 0

.............................AAGGCCTACCGTTATTTCCGG............................................................................................................................ 21 0 1 1.00 1 0 1 0 0 0 0 0

....................................................................................................CCACTGGGTGGGGGTCCTGG...................................................... 20 0 2 1.00 2 1 0 1 0 0 0 0

.......................................................................................................CTGGGTGGGGGTCCTGGCTGG.................................................. 21 0 2 1.00 2 2 0 0 0 0 0 0

....................................................................................................CCACTGGGTGGGGGTCCTGGC..................................................... 21 0 2 1.00 2 1 0 1 0 0 0 0

.........................................................................................................GGGTGGGGGTCCTGGCTGGG................................................. 20 0 2 1.00 2 0 0 1 1 0 0 0

......................................................................................................ACTGGGTGGGGGTCCTGG...................................................... 18 0 2 1.00 2 1 0 1 0 0 0 0

..............................................................................................CTGCACCCACTGGGTGGG.............................................................. 18 0 2 0.50 1 0 0 0 0 1 0 0

..........................................................................................................GGTGGGGGTCCTGGCTGGGC................................................ 20 0 2 0.50 1 1 0 0 0 0 0 0

.......................................................................................................CTGGGTGGGGGTCCTGGC..................................................... 18 0 2 0.50 1 1 0 0 0 0 0 0

......................................................................................................ACTGGGTGGGGGTCCTGGCTGG.................................................. 22 0 2 0.50 1 0 0 1 0 0 0 0

...................................................................................................CCCACTGGGTGGGGGTCCTG....................................................... 20 0 2 0.50 1 0 0 1 0 0 0 0

.................................................................................................CACCCACTGGGTGGGGGTCCCA....................................................... 22 2 2 0.50 1 0 0 1 0 0 0 0

.....................................................................................................CACTGGGTGGGGGTCCTGGCT.................................................... 21 0 2 0.50 1 1 0 0 0 0 0 0

.....................................................................................................CACTGGGTGGGGGTCCTGGCTGGGG................................................ 25 1 2 0.50 1 1 0 0 0 0 0 0

.....................................................................................................CACTGGGTGGGGGTCCTGGCA.................................................... 21 1 2 0.50 1 1 0 0 0 0 0 0

......................................................................................................ACTGGGTGGGGGTCCTGGCTC................................................... 21 1 2 0.50 1 1 0 0 0 0 0 0

..............................................................................................CTGCACCCACTGGGTGGGGG............................................................ 20 0 2 0.50 1 0 0 1 0 0 0 0

.....................................................................................................CACTGGGTGGGGGTCCTG....................................................... 18 0 3 0.33 1 0 0 1 0 0 0 0

Anti-sense strand reads

CGTAACGCCGACACCACCTTCAGCCTTACTTCCGGATGGCAATAAAGGCCGGTGGCGGGGGACTCGGTAGCCGACAGAAGCAGACCTTCAGGTAGACGTGGGTGACCCACCCCCAGGACCGACCCGGGCAGTATGACCGCGACTAAAAGTTCGCGTGGATGCTGTAGTAGTTCC

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

SRR902011

testis

GSM444067

head

M022

male
body

M062

head

V112

male
body

....................................................................................................GGTGACCCACCCCCAGGACC...................................................... 20 0 2 4.00 8 1 6 1 0 0 0

....................................................................................................GGTGACCCACCCCCAGGAC....................................................... 19 0 2 1.50 3 2 0 0 1 0 0

.......................................................................................................GACCCACCCCCAGGACCGAC................................................... 20 0 2 1.50 3 2 1 0 0 0 0

.....................................................................................................GTGACCCACCCCCAGGACC...................................................... 19 0 2 1.00 2 2 0 0 0 0 0

..........................................................................................................CCACCCCCAGGACCGACCCG................................................ 20 0 2 0.50 1 0 0 0 0 1 0

....................................................................................................GGTGACCCACCCCCAGGACCG..................................................... 21 0 2 0.50 1 1 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 XL_group1a:4093762-

4093935 +
dps_42 GCATTGCGGCTGTGGTGGAAGTCGGAATGAAGGCCTACCGTTATTTCCGGCCACCGCCCCCTGAGCCATCGGCTGTCTTCGTCTGGAAGTCCATCTGCACCCACTGGGTGGGGGTCCTGGCTGGGCCCGTCATACTGGCGCTGATTTTCAAGCGCACCTACGACATCATCAAGG

droPer2 scaffold_11:660767-
660940 +

GCATTGCGGCTGTGGTGGAAGTCGGAATGAAGGCCTACCGTTATTTCCGGCCACCGCCCCCTGAGCCATCGGCCGTCTTCGTCTGGAAGTCCATCTGCACCCACTGGGTGGGGGTCCTGGCTGGGCCCGTCATACTGGCGCTGATTTTCAAGCGCACCTACGACATCATCAAGG
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ACTGGATTCCTAAAACGTTAACAAAAGTGGTACTACAGTTCAGAACATCGAAATGCCTGCCACAGGCTTCATATCCAATTGGCCGCAAGATATGGGGCTATGTGGCAGTCGCCTTCAATCAAGTGGATGCCGAACGTCTCGCCAAGGTGGGTCCAAATAGGC

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

V112

male
body

SRR902011

testis

GSM444067

head

M062

head

M059

embryo

SRR902012

CNS
imaginal
disc

GSM343916

embryo

SRR902010

ovaries

..........................................................................................TATGGGGCTATGTGGCAGTCG................................................... 21 0 1 35.00 35 15 14 2 1 0 2 1 0 0

..........................................................................................TATGGGGCTATGTGGCAGTCGC.................................................. 22 0 1 14.00 14 3 6 0 1 2 0 1 1 0

...........................................................................................ATGGGGCTATGTGGCAGTCG................................................... 20 0 1 6.00 6 6 0 0 0 0 0 0 0 0

..........................................................................................TATGGGGCTATGTGGCAGTCGT.................................................. 22 1 1 4.00 4 1 3 0 0 0 0 0 0 0

..........................................................................................TATGGGGCTATGTGGCAGTC.................................................... 20 0 1 3.00 3 1 2 0 0 0 0 0 0 0

...........................................................................................ATGGGGCTATGTGGCAGTCGC.................................................. 21 0 1 3.00 3 1 2 0 0 0 0 0 0 0

.........................................................................................ATATGGGGCTATGTGGCAGTCG................................................... 22 0 1 3.00 3 3 0 0 0 0 0 0 0 0

....................................................................................GCAAGATATGGGGCTATGTGG......................................................... 21 0 1 3.00 3 0 0 3 0 0 0 0 0 0

...........................TGGTACTACAGTTCAGAACATC................................................................................................................. 22 0 1 2.00 2 0 0 2 0 0 0 0 0 0

...........................................................................................ATGGGGCTATGTGGCAGTC.................................................... 19 0 1 2.00 2 2 0 0 0 0 0 0 0 0

...................................................................................CGCAAGATATGGGGCTATG............................................................ 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0

.....................................................................................................................................ACGTCTCGCCAAGGTGGGTCCT....... 22 1 1 1.00 1 0 1 0 0 0 0 0 0 0

.................TTAACAAAAGTGGTACTACAGTTCAGAA..................................................................................................................... 28 0 1 1.00 1 1 0 0 0 0 0 0 0 0

...............................................................................................................................TGCCGAACGTCTCGCCAAGGTGGGTC......... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0

.....................................................TGCCTGCCACAGGCTTCATATCCAA.................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 1

..........................................GAACATCGAAATGCCTGCCACAGG................................................................................................ 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0

..................................................................................................................TCAATCAAGTGGATGCCGAACGTC........................ 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0

..........................................................................................................................GTGGATGCCGAACGTCTCGCC................... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0

..........................................................................................TATGGGGCTATGTGGCAGT..................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0

......................................................................................AAGATATGGGGCTATGTGGCA....................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0

...................AACAAAAGTGGTACTACAGTTCAGAAC.................................................................................................................... 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0

..............................................................................................................GCCTTCAATCAAGTGGATGCCGAAC........................... 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0

......................................TTCAGAACATCGAAATGCCTGCCA.................................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0

.........................................................................................ATATGGGGCTATGTGGCAGTCAA.................................................. 23 2 1 1.00 1 1 0 0 0 0 0 0 0 0

............................................................................................TGGGGCTATGTGGCAGTCGCCTT............................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0

..................................ACAGTTCAGAACATCGAAATGCCTGC...................................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0

...............................................................................................................CCTTCAATCAAGTGGATGCG............................... 20 1 1 1.00 1 0 1 0 0 0 0 0 0 0

......................................................................................AAGATATGGGGCTATGTGGCAGTC.................................................... 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0

..........................................................................................TATGGGGCTATGTGGCAGTCGCTG................................................ 24 2 1 1.00 1 0 0 0 1 0 0 0 0 0

...........................................................................................ATGGGGCTATGTGGCAGTCGCC................................................. 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0

..........................................................................................TATGGGGCTATGTGGCAGTCGCCT................................................ 24 0 1 1.00 1 0 0 0 0 0 0 0 1 0

.......................................................CCTGCCACAGGCTTCATATCC...................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0

..........................................................................................TATGGGGCTATGTGGCAGTCGA.................................................. 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0

...........................................................................................ATGGGGCTATGTGGCAGTCGT.................................................. 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0

..........................................................................................TATGGGGCTATGTGGCAGTCGCT................................................. 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0

.............................................................................................................................GATGCCGAACGTCTCGCCA.................. 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0

Anti-sense strand reads

TGACCTAAGGATTTTGCAATTGTTTTCACCATGATGTCAAGTCTTGTAGCTTTACGGACGGTGTCCGAAGTATAGGTTAACCGGCGTTCTATACCCCGATACACCGTCAGCGGAAGTTAGTTCACCTACGGCTTGCAGAGCGGTTCCACCCAGGTTTATCCG

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

#
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Hit
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Norm Total

SRR902011

testis

M040

female
body

V112

male
body

................................................................CCGAAGTATAGGTTAACCGGC............................................................................. 21 0 1 2.00 2 2 0 0

........................TTCACCATGATGTCAAGTCTT..................................................................................................................... 21 0 1 2.00 2 2 0 0

........................................................................TAGGTTAACCGGCGTTCTATA..................................................................... 21 0 1 1.00 1 0 1 0

.................................................................CGAAGTATAGGTTAACCGG.............................................................................. 19 0 1 1.00 1 1 0 0

...................................GTCAAGTCTTGTAGCTTTAC........................................................................................................... 20 0 1 1.00 1 1 0 0

.................................................................................................................................GGCTTGCAGAGCGGTTCCACC............ 21 0 1 1.00 1 1 0 0

............................CCATGATGTCAAGTCTTGTA.................................................................................................................. 20 0 1 1.00 1 0 1 0

.......................................................................................................CCGTCAGCGGAAGTTAGTTC....................................... 20 0 1 1.00 1 0 1 0

...........................................................GGTGTCCGAAGTATAGGTT.................................................................................... 19 0 1 1.00 1 0 0 1

..........................CACCATGATGTCAAGTCTTGT................................................................................................................... 21 0 1 1.00 1 0 1 0

.....................GTTTTCACCATGATGTCAAGT........................................................................................................................ 21 0 1 1.00 1 1 0 0

...............................................................................................................GGAAGTTAGTTCACCTACGG............................... 20 0 1 1.00 1 1 0 0

............................................................................................ACCCCGATACACCGTCAGCG.................................................. 20 0 1 1.00 1 0 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 3:4313465-4313626 + dps_222 A------------------CTG---GATTCCTAAAACGTTAACAAAAGTGGTACT-------------ACAGTTCAGAACATCGAA---ATGCCTGCCACAGGCTT----CATAT----------------CCAATTG--------------GCCGCAAGATATGGGGCTATGTGGCAGTCGCCTTCAATCAAGTGGATGCCGAACGTCTCGCCAAGGTGGGTCCAAATAGGC
droPer2 scaffold_2:4502066-4502227

+
A------------------CTG---GATTCCTAAAACGTTAACAAAAGTGGTACT-------------ACAGTTCAGAACATCGAA---ATGCCTGCCACAGGCTT----CATAT----------------CCAATAG--------------GCCGCAGTATCTGGGGCTATGTGGCAGTCGCCTTCAACCAAGTGGATGCGGAGCGTCTCGCCAAGGTGGGTCCAAATAGGC

droWil2 scf2_1100000004514:360186-
360264 +

----------------------------------------------------------------------------------------------------------------------------------------------------------CGAAAGATTTGGGGATATGTTGCAGTGGCATTCAATCAAGTTGATGCTCAACGTCTGGCCAAGGTGGGCCCCAATCGTC

droVir3 scaffold_12875:4369897-
4370097 -

A------------------CAC---AGTTATTAAATCATTATCGAAACGTTTAATATTGCATGGCGCTAGCATTCAGCAAAATTAT---TTGCATATTGC--------CGCCAAACCCCATCATGCAGACTCGTTAACATTTGCAACACAAACGCGCAGTATTTGGGGCTATGTGGCTGTGGCCTTCAATCAGGTGGACGCAGATCGTTTGGCTAAGGTGGGTCCTAATCGTC

droMoj3 scaffold_6496:13207781-
13207868 -

C------------------CAA---T--------------------------------------------------------------------------------------------------------------AG--------------TACGCAGGATATGGGGCTATGTGGCTGTGGCCTTCAACCAGGTGGATAAGGATCGTTTGTCAAAGGTGGGTCCGAATCGCC

droGri2 scaffold_15112:1882204-
1882365 +

A------------------TAC---AATTACAAAATCAATAACAAATCGGCTACT-------------AC------------------------TC----------AAAGCAAAGCCAAATCG---AGAATCCTCAGTATGTGCGACACCTGTGCGTGAGATTTGGGGCTATGTGGCAGTGGCATTCAATCAGGTTGATGCGGAACGCTTGGCACGAGTGGGTCCCAATCGCC

droAna3 scaffold_13266:7882243-
7882321 +

----------------------------------------------------------------------------------------------------------------------------------------------------------CGCGGTATTTGGGGCTATGTGGCTGTCGCCTTCAACCAAGTAGACGCCGAGAGGCTGGCAAAGGTCGGTCCCAATCGCC

droBip1 scf7180000396759:943378-
943450 -

----------------------------------------------------------------------------------------------------------------------------------------------------------------ATTTGGGGCTATGTGGCTATCGCGTTCAACCAAGTGGATGCGCAGAGGCTGGAAAAGGTGGGTCCCAATCGCC

droKik1 scf7180000302682:1337408-
1337575 +

G------------------CAGGTTGCTCCCCAGGATAAGTACAACAGGACAGCT-------------TCAACACCGTCTATCGAA---GGAGTCACCACTT-CTCCAGCCCAAA----------------CCAAAGG--------------ACCGCGGCATTTGGGGCTATGTGGCTATAGCGTTCAACCAGGTAGACGCGGAGCGGTTGTCCAAGGTGGGCCCTAACCGGC

droFic1 scf7180000453948:1284873-
1285001 -

A------------------TAA---GCTTCCTAGGATA-------------------------------------------ACGCA---ACTGCTGACAAAGGAC--------------------------CCATTTGATCA-----------ACGGAATATATGGGGTTATGTGGCCATCGCCTTCAACCAAGTGGATGCGGATCGGCTGGCGAAAGTGGGCGCAAACCGCC

droEle1 scf7180000491107:1051864-
1051992 -

G------------------TAA---GCTCCCCAGGATA-------------------------------------------ACACA---ATTTCTGACGAAGGAT--------------------------CCGATAGACCA-----------GCGGGGCATCTGGGGCTATGTGGCCATCGCCTTCAACCAGGTGGATGCGGATCGGCTGGCAAAAGTGGGAGCAAACCGCC

droRho1 scf7180000779911:56091-
56219 +

G------------------TAA---GCTCCCCAGAATA-------------------------------------------ACGCA---ATGGCTGCCGAAGGAT--------------------------CCAAAGGACCA-----------GCGGAGCATATGGGGCTATGTTGCCGTCGCCTTCAACCAGGTGGACGCGGAACGGTTGGCAAAAGTGGGACCAAACCGCC

droBia1 scf7180000301506:2986358-
2986486 -

A------------------TAA---GCTCCCCAGGATA-------------------------------------------GGACA---ACTGCTCACAAGTAAC--------------------------CCAAAGGATCA-----------GAGAGGCATCTGGGGCTATGTGGCCGTGGCCTTCAACCAGGTGGACGCCGAGCGGCTGGCAAAGGTAGGTCCAAACCGCC

droTak1 scf7180000415795:519193-
519324 +

A------------------TAA---GCTCCCCAGGATA-------------------------------------------TCGCAACAACTGCTCACAAGAGAT--------------------------GCAAAGGATCA-----------GCGAGGCATTTGGGGCTATGTGGCCGTCGCCTTCAACCAGGTGGACGCGGAGCGTCTGGCAAAAGTGGGTGCCAATCGCC

droEug1 scf7180000409672:946450-
946522 -

----------------------------------------------------------------------------------------------------------------------------------------------------------------ATCTGGGGATATGTGGCCGTCGCCTTCAATCAGGTGGATGCAGAGCGTCTGGCAAAAGTCGGTGCGAATCGGC

dm3 chr2R:12036978-12037050 - ----------------------------------------------------------------------------------------------------------------------------------------------------------------ATCTGGGGCTATGTGGCTGTCGCCTTCAACCAGGTGGACGCGGAACGTCTGTCGAAAGTGGGTGCCAACCGCC
droSim2 2r:12706865-12707011 - TCGCCAAAATGTTATTAAATAA---GCTGCCCAGGATA-------------------------------------------ACGCA---ACTACTCGCCAGGGAT--------------------------CCCAAGGATCA-----------GCGAGGCATCTGGGGCTATGTAGCTGTCGCCTTCAACCAGGTGGACGCGGAGCGGCTATCAAAAGTGGGTGCCAACCGCC
droSec2 scaffold_1:9532370-9532515

-
C-GCCAAAATGTTATTAAATAA---GCTGCCCAGGATA-------------------------------------------ACGCA---ACTACTCGCCAGGGAT--------------------------CCCAAGGATCA-----------GCGAGGCATCTGGGGCTATGTGGCTGTCGCCTTCAACCAGGTGGACGCGGAGCGGCTATCAAAAGTGGGCGCCAACCGCC

droYak3 2R:16946224-16946296 + ----------------------------------------------------------------------------------------------------------------------------------------------------------------ATCTGGGGCTATGTGGCTGTCGCCTTCAACCAGGTGGACGCGGAACGGCTATCAAAAGTGGGTGCCAACCGCC
droEre2 scaffold_4845:13821045-

13821117 +
----------------------------------------------------------------------------------------------------------------------------------------------------------------ATTTGGGGCTATGTGGCTGTTGCCTTCAACCAGGTGGACGCGGAACGGCTCTCAAAAGTGGGTGCCAACCGTC
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No Repeatable elements found

mature star

1. dps_3833  XL_group1e:8373230-8373257 -
2. XL_group1e:8376575-8376602 -
3. XL_group1e:8377423-8377450 -

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TATTAGCTCAAGACCAGCCGTGTACGAAAAGACCCCGGACGACAATCATTGGAAGTCTGGTACTTTTATCCAGTGTACCAGCTCTTAAGTGATCTCATTTCTTATAGCGAGTACACTCGGTAGACCTACACGTTCATTCTCCATCATCGGTCAAGGGTCAATACTGTTCCCTTTGGCGTGTGTCTACAGGG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR902011

testis

M040

female
body

V112

male
body

SRR902012

CNS
imaginal
disc

......................................................................................................TATAGCGAGTACACTCGGTAGA................................................................... 22 0 1 5.00 5 5 0 0 0

......................................................................................................TATAGCGAGTACACTCGGTAG.................................................................... 21 0 1 2.00 2 2 0 0 0

.......................................................................................................ATAGCGAGTACACTCGGTAGA................................................................... 21 0 1 1.00 1 0 0 1 0

..................................................................TATCCAGTGTACCAGCTCTTAAGTGATC................................................................................................. 28 0 3 0.33 1 1 0 0 0

.................................................................TTATCCAGTGTACCAGCTCTTAAGTGA................................................................................................... 27 0 3 0.33 1 1 0 0 0

..................................................................TATCCAGTGTACCAGCTCTTAA....................................................................................................... 22 0 3 0.33 1 1 0 0 0

..................................................................TATCCAGTGTACCAGCTCTTAAGTGAT.................................................................................................. 27 0 3 0.33 1 0 0 1 0

Anti-sense strand reads

ATAATCGAGTTCTGGTCGGCACATGCTTTTCTGGGGCCTGCTGTTAGTAACCTTCAGACCATGAAAATAGGTCACATGGTCGAGAATTCACTAGAGTAAAGAATATCGCTCATGTGAGCCATCTGGATGTGCAAGTAAGAGGTAGTAGCCAGTTCCCAGTTATGACAAGGGAAACCGCACACAGATGTCCC

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

#
Mismatch

Hit
Count

Total
Norm Total

M059

embryo

V112

male
body

M040

female
body

M062

head

GSM343916

embryo

......................................................................GTCACATGGTCGAGAATTCAC.................................................................................................... 21 0 3 0.33 1 1 0 0 0 0

.....CGAGTTCTGGTCGGCACATGC..................................................................................................................................................................... 21 0 4 0.25 1 0 0 1 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 XL_group1e:8373133-

8373323 -
dps_3833 TATTAGCTCAAGACCAGCCGTGTACGAAAAGACCCCGGACGACAATCATTGGAAGTCTGGTACTTTTATCCAGTGTACCAGCTCTTAAGTGATCTCATTTCTTATAGCGAGTACACTCGGTAGACCTACACGTTCATTCTCCATCATCGGTCAAGGGTCAATACTGTTCCCTTTGGCGTGTGTCTACAGGG

droPer2 scaffold_13:191045-
191235 +

dpe_137 TATTAGCTCAAGACCAGCCGTGGGCGAAAAGACCCCGGAGGACAATCATTGGAAGTCCGGTAGTTTTATCCAGTGTACCAGCTCTTAAGTGATTTCATTTCTTATAGCGAGTACACTCGGTAGACCTACACGATCATTCTCCATCATCGGTCAAGGATCAATACTGTTCCATTTGGTGTGTGTCTACTGGG
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Repeatable elements

Name Class Family Strand

Hoana2 DNA hAT-Ac -

mature

1. Unknown_singleton_3187:22998-23018 -
2. dps_3855  4_group1:1629909-1629929 -

star

1. XL_group1e:10348903-10348920 -
2. XL_group3b:123941-123958 -
3. 3:15948187-15948204 -
4. 3:19267127-19267144 -
5. 2:19425704-19425721 -
6. dps_3579  XL_group3a:1135741-1135758 -
7. XR_group8:394447-394464 -
8. XR_group8:4248045-4248062 -
9. dps_3855  4_group1:1629936-1629953 -

10. 4_group3:11379693-11379710 -
11. 4_group4:933582-933599 -
12. 4_group4:2527260-2527277 -
13. 4_group4:5259558-5259575 -
14. 4_group4:6467012-6467029 -
15. XR_group6:1995384-1995401 -
16. XL_group1a:460681-460698 -
17. dps_3663  Unknown_group_252:7966-7983 -
18. Unknown_singleton_1758:96-113 -
19. Unknown_singleton_1971:989-1006 -
20. Unknown_singleton_3241:134-151 -

Sense Strand Reads

hide 3p reads  show mid mismatch reads

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNACTTGATAGTATATACTGTATATATACTGTATGGTTAGTGGTGATACTATCAAGTGGCGCCACTATCGCCAACTACAGGTGTCAAACCATCGATGGCACTATCGATAGTAACTGTAGTTGGCAGCTTTGCAG

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

GSM343916

embryo

V112

male
body

M059

embryo

GSM444067

head

SRR902012

CNS
imaginal
disc

M062

head

SRR902011

testis

SRR902010

ovaries

.....................................................................................................................CTATCAAGTGGCGCCACTATC................................................................. 21 0 2 18.00 36 17 10 3 4 2 0 0 0 0

.....................................................................................................................CTATCAAGTGGCGCCACTAT.................................................................. 20 0 2 8.50 17 15 0 1 1 0 0 0 0 0

.....................................................................................................................CTATCAAGTGGCGCCACTATCG................................................................ 22 0 2 6.50 13 9 2 0 1 1 0 0 0 0

.....................................................................................................................CTATCAAGTGGCGCCACTA................................................................... 19 0 2 1.50 3 1 0 0 0 2 0 0 0 0

................................................................................................................TGATACTATCAAGTGGCGCCA...................................................................... 21 0 2 1.00 2 0 0 1 0 1 0 0 0 0

................................................................................................................TGATACTATCAAGTGGCGCC....................................................................... 20 0 2 1.00 2 2 0 0 0 0 0 0 0 0

......................................................................................................................TATCAAGTGGCGCCACTATC................................................................. 20 0 2 1.00 2 1 1 0 0 0 0 0 0 0

.....................................................................................................................CTATCAAGTGGCGCCACT.................................................................... 18 0 2 1.00 2 2 0 0 0 0 0 0 0 0

............................................................................................ATATACTGTATGGTTAGTGGTGA........................................................................................ 23 0 6 0.67 4 0 0 1 0 0 0 0 3 0

...................................................................................................................TACTATCAAGTGGCGCCACTATC................................................................. 23 0 2 0.50 1 0 0 1 0 0 0 0 0 0

......................................................................................................................TATCAAGTGGCGCCACTAT.................................................................. 19 0 2 0.50 1 1 0 0 0 0 0 0 0 0

.....................................................................................................................CTATCAAGTGGCGCCACTATCT................................................................ 22 1 2 0.50 1 0 1 0 0 0 0 0 0 0

.....................................................................................................................CTATCAAGTGGCGCCACTATCGC............................................................... 23 0 2 0.50 1 0 0 0 1 0 0 0 0 0

......................................................................................................................TATCAAGTGGCGCCACTA................................................................... 18 0 2 0.50 1 1 0 0 0 0 0 0 0 0

.....................................................................................................................CTATCAAGTGGCGCCACTATA................................................................. 21 1 2 0.50 1 1 0 0 0 0 0 0 0 0

.......................................................................................................................ATCAAGTGGCGCCACTATCG................................................................ 20 0 2 0.50 1 1 0 0 0 0 0 0 0 0

...............................................................................................................GTGATACTATCAAGTGGCGCC....................................................................... 21 0 2 0.50 1 0 0 1 0 0 0 0 0 0

..............................................................................................................................................................................GATAGTAACTGTAGTTGGCAGCTTTGCA. 28 0 2 0.50 1 0 0 0 0 0 1 0 0 0

...........................................................................................TATATACTGTATGGTTAGTGGTGATA...................................................................................... 26 0 3 0.33 1 0 0 1 0 0 0 0 0 0

.....................................................................................................................CTATCAAGTGGCGCCACTATCGT............................................................... 23 1 3 0.33 1 1 0 0 0 0 0 0 0 0

.....................................................................................................................CTATCAAGTGGCGCCACTATT................................................................. 21 1 3 0.33 1 1 0 0 0 0 0 0 0 0

........................................................................................................................TCAAGTGGCGCCACTATCGT............................................................... 20 1 3 0.33 1 1 0 0 0 0 0 0 0 0

.............................................................................................TATACTGTATGGTTAGTG............................................................................................ 18 0 20 0.10 2 2 0 0 0 0 0 0 0 0

............................................................................................ATATACTGTATGGTTAGTGGTG......................................................................................... 22 0 12 0.08 1 1 0 0 0 0 0 0 0 0

..............................................................................................ATACTGTATGGTTAGTGGT.......................................................................................... 19 0 20 0.05 1 0 0 0 0 1 0 0 0 0

Anti-sense strand reads

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNTGAACTATCATATATGACATATATATGACATACCAATCACCACTATGATAGTTCACCGCGGTGATAGCGGTTGATGTCCACAGTTTGGTAGCTACCGTGATAGCTATCATTGACATCAACCGTCGAAACGTC

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

V112

male
body

GSM343916

embryo

GSM444067

head

M062

head

M059

embryo

SRR902011

testis

...................................................................................................................ATGATAGTTCACCGCGGTGATA.................................................................. 22 0 2 12.00 24 15 4 3 1 1 0 0

....................................................................................................................TGATAGTTCACCGCGGTGATA.................................................................. 21 0 2 5.50 11 7 3 0 0 1 0 0

...................................................................................................................ATGATAGTTCACCGCGGTGAT................................................................... 21 0 2 2.00 4 4 0 0 0 0 0 0

.....................................................................................................................GATAGTTCACCGCGGTGATA.................................................................. 20 0 2 1.00 2 0 0 0 1 0 1 0

....................................................................................................................TGATAGTTCACCGCGGTGA.................................................................... 19 0 2 0.50 1 1 0 0 0 0 0 0

..................................................................................................................AATGATAGTTCACCGCGGTGATA.................................................................. 23 1 2 0.50 1 0 1 0 0 0 0 0

...................................................................................................................GTGATAGTTCACCGCGGTGATA.................................................................. 22 1 2 0.50 1 0 1 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 4_group1:1629844-1630046 - dps_3855 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNACTTGATAGTATATACTGTATATATACTGTATGGTTAGTGGTGATACTATCAAGTGGCGCCACTATCGCCAACTACAGGTGTCAAACCATCGATGGCACTATCGATAGTAACTGTAGTT-GGCAGCTTTGCAG
droPer2 scaffold_5:3576316-3576447

+
-----------------------------------------------------------------------ACTTGATAGTATATACTGTATATATACTGTATGGTTAGTGGTGATACTATCAAGTGGCGCCACTATCGCCAACTACAGGTGTCAAACCATCGATGGCACTATCGATAGTAACTGTAGTT-GGCAGCTTTGCAG

droFic1 scf7180000453815:504647-
504655 +

-----------------------------------------------------------------------G----------------------------------------------------------------------------------------------------------------------------CTTCGCAG

droEle1 scf7180000490970:385016-
385024 +

-----------------------------------------------------------------------G----------------------------------------------------------------------------------------------------------------------------TTTTCCAA

droRho1 scf7180000779524:275851-
275859 -

-----------------------------------------------------------------------G----------------------------------------------------------------------------------------------------------------------------TTTTCCAT

droBia1 scf7180000302422:2904089-
2904097 +

-----------------------------------------------------------------------G----------------------------------------------------------------------------------------------------------------------------CTTTCCAG

droTak1 scf7180000415858:122780-
122805 +

-----------------------------------------------------------------------G-----------------------------------------------------------------------------------------------------------TTACTAGACTTTGCACGCTTCTCAG

droEug1 scf7180000409463:1995066-
1995079 -

---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T-GGCCGCTTTCCAG

dm3 chr2L:6561665-6561679 - --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TT-GTCCGTTTTCCAG
droSim2 2l:6335170-6335184 - --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TT-GCCCGTTTTCCAG

droSec2 scaffold_3:2101199-2101213
-

--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TT-GCCCGTTTTCCAG

droYak3 2L:6354554-6354562 + -----------------------------------------------------------------------G----------------------------------------------------------------------------------------------------------------------------TTTTCCAG
droEre2 scaffold_4929:15469604-

15469627 -
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TACCAGTTATT-GTCCGTTATCCAG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:2904089-2904097
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415858:122780-122805
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409463:1995066-1995079
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:6561665-6561679
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:6335170-6335184
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:2101199-2101213
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:6354554-6354562
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:15469604-15469627


ID:

dps_141

Coordinate:

XL_group3a:1809974-1810050 +

Confidence:

candidate

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

intergenic

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CCACTCTCGATTGACCCTTCGTTCTCGCTTGTGTAGCACACATACAGGAAGTTCTTCAGTTGGCTCGCAGCGGTGGATGAAGGTGGCAATGGTCCATTGCGCCGCTGTGGGCGGACTTGAGATCGGACATGCGGTAAAGGTGGAAAGCACTATACAACCATTTCCATAATCAATTAA

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

#
Mismatch

Hit
Count

Total
Norm Total

GSM343916

embryo

M059

embryo

M040

female
body

SRR902012

CNS
imaginal
disc

GSM444067

head

SRR902010

ovaries

.........................................................AGTTGGCTCGCAGCGGTGGAT................................................................................................... 21 0 1 14.00 14 5 5 3 1 0 0

.........................................................AGTTGGCTCGCAGCGGTGGATG.................................................................................................. 22 0 1 11.00 11 3 3 1 4 0 0

.........................................................AGTTGGCTCGCAGCGGTGGA.................................................................................................... 20 0 1 7.00 7 3 1 0 1 2 0

................................................................................................TTGCGCCGCTGTGGGCGGACTTG.......................................................... 23 0 1 2.00 2 0 0 2 0 0 0

........................................................CAGTTGGCTCGCAGCGGTGGAT................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0

.........................................................AGTTGGCTCGCAGCGGTGGATA.................................................................................................. 22 1 1 1.00 1 1 0 0 0 0 0

.........................................................AGTTGGCTCGCAGCGGTGGC.................................................................................................... 20 1 1 1.00 1 0 0 0 0 1 0

.........................................................AGTTGGCTCGCAGCGGTGGATGAAG............................................................................................... 25 0 1 1.00 1 1 0 0 0 0 0

.........................................................AGTTGGCTCGCAGCGGTGG..................................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0

..........................................................GTTGGCTCGCAGCGGTGGA.................................................................................................... 19 0 1 1.00 1 0 0 1 0 0 0

Anti-sense strand reads

GGTGAGAGCTAACTGGGAAGCAAGAGCGAACACATCGTGTGTATGTCCTTCAAGAAGTCAACCGAGCGTCGCCACCTACTTCCACCGTTACCAGGTAACGCGGCGACACCCGCCTGAACTCTAGCCTGTACGCCATTTCCACCTTTCGTGATATGTTGGTAAAGGTATTAGTTAATT

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

GSM343916

embryo

............................................................................................................CCCGCCTGAACTCTAGCCTGT................................................ 21 0 1 1.00 1 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 XL_group3a:1809931-

1810091 +
dps_141 CGATTGACCCTTCGTTCTCGCTTGTGTAGCACACATACAGGAAGTTCTTCAGTTGGCTCGCAGCGGTGGATGAAGGTGGCAATGGTCCATTGCGCCGCTGTGGGCGGACTTGAGATCGGACATGCGGTAAAGGTGGAAAGCACTATACAACCATTTCCATA

droPer2 scaffold_76:243594-
243754 -

dpe_2488 CGATTGACCCTTCGTTCTCGCTTGTGTAGCACACATACAGGAAGTTCTTCAGTTGGCTCGCAGCGGTGGATGAAGGTGGCAATGGTCCAGTGCGCCGCTGTGGGCGGACTTGAGATCGGACATGCGGTAAAGGTGGAAAGCACTATACAACCATTTCCATA
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group3a:1809924-1810100
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group3a:1809931-1810091
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_141.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_76:243594-243754
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2488.html


ID:

dps_1171
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intron [Dpse\GA24914-in]; CDS [Dpse\GA24914-cds]; CDS [Dpse\GA24914-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CTCTCTCTGCGGACTCTGCAGCGCCAGCTAGCCAGCATCGAGGGTGTGAGGTGAGTGTCCTGGGTGGGAGTGGGAGTGGCAGTGGGTTGACAACGGCTCATTATTTACTCTGTGCTTATCCGCCCCTCACAGATCGGTGCATCATCTGAATGTGTGGCAGCACACCGCCGAGCACCGAGTAC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR902011

testis

M040

female
body

V112

male
body

GSM343916

embryo

GSM444067

head

M059

embryo

...........................................................CTGGGTGGGAGTGGGAGTGGC...................................................................................................... 21 0 1 27.00 27 20 4 2 0 1 0

............................................................TGGGTGGGAGTGGGAGTGGC...................................................................................................... 20 0 1 3.00 3 1 2 0 0 0 0

.............................AGCCAGCATCGAGGGTGTGAG.................................................................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0

...........................................................CTGGGTGGGAGTGGGAGTGGCA..................................................................................................... 22 0 1 1.00 1 0 0 1 0 0 0

..........................................................................................................................................GCATCATCTGAATGTGTGGC........................ 20 0 1 1.00 1 0 1 0 0 0 0

......................................................................................................................................CGGTGCATCATCTGAATGTGTGGCAGCA.................... 28 0 1 1.00 1 0 1 0 0 0 0

..............................................................................................................TGTGCTTATCCGCCCCTCACAG.................................................. 22 0 1 1.00 1 0 1 0 0 0 0

..............................................................................................................................................................AGCACACCGCCGAGCACCGA.... 20 0 1 1.00 1 0 1 0 0 0 0

..................................................GTGAGTGTCCTGGGTGGGAGTGGC............................................................................................................ 24 1 1 1.00 1 0 0 0 1 0 0

............................................................TGGGTGGGAGTGGGAGTGGCT..................................................................................................... 21 1 2 1.00 2 2 0 0 0 0 0

................................................................TGGGAGTGGGAGTGGCAGTGGG................................................................................................ 22 0 4 0.25 1 0 0 1 0 0 0

Anti-sense strand reads

GAGAGAGACGCCTGAGACGTCGCGGTCGATCGGTCGTAGCTCCCACACTCCACTCACAGGACCCACCCTCACCCTCACCGTCACCCAACTGTTGCCGAGTAATAAATGAGACACGAATAGGCGGGGAGTGTCTAGCCACGTAGTAGACTTACACACCGTCGTGTGGCGGCTCGTGGCTCATG

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

GSM343916

embryo

GSM444067

head

.........GCCTGAGACGTCGCGGTCGA......................................................................................................................................................... 20 0 1 1.00 1 1 0 0

...........CTGAGACGTCGCGGTCGATC....................................................................................................................................................... 20 0 1 1.00 1 1 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 3:11872020-11872201 + dps_1171 CTCTCTCTGCGGACTCTGCAGCGCCAGCTAGCCAGCATCGAGGGTGTGAGGTGAGTGTC---------CTG-GGTGGGAG-TG---GGAGTGGCAGTGG-GTTGACAACGGCTC-------------------ATTATT---------------------------------TACTCTGTGCTTAT-----------CCGCC-----CCTCACAGATCGGTGCATCATCTGAATGTGTGGCAGCACACCGCCGAGCACCGAGTAC
droPer2 scaffold_44:83827-84002 + CTCTCTCTGCGGACTCTGCAGCGCCAGCTAGCCAGCATCGAGGGTGTGAGGTGAGTGTC---------CTG-GGTGGGAG-TG----GCAGTGGGTTGACAGCGGCTCATTATT----------------------------------------------------------TACTCTGTGCTTAT-----------CCGCC-----CCTCACAGATCGGTGCATCATCTGAATGTGTGGCAGCACACCGCCGAGCACCGAGTAC
droWil2 scf2_1100000004513:2266475-

2266574 +
GTTTGTCTACGAACTCTCGAGAGGGAATTGAAGTGCATTGAGGGTGTTC---------------------------------------------------------------------------------------------------------------------------------------------------------------------GATCGGTTCATCATTTGAATGTGTGGCAACATACCAGCGAGTTCAATGTGC

droVir3 scaffold_12823:1054036-
1054222 +

GTCTGTCTGGCGACGCTGCAGCGCGACCTGGCCAGCATTGAGGGTGTCAAGTGAGTGTG---------GGT----CAATGAACCCGACAGACCCAACTA-TTTAACTACGCTTT----------------------------------------------------------------TAATTTATGCCCCCAATACTCCATGCCATTTAAACAGATCGGTGCATCATCTAAATGTCTGGCAGCATACGAGCGAACACAATGTGC

droMoj3 scaffold_6496:2865741-
2865943 -

GTGTGCCTGGCGACGCTGCAGCACGAGCTGTGCGGCATTGAGGGTGTCAAGTGAGTGAC---------AG-----------TC----GAGGTCATTGAAC-TCGCTTAAA--TT------------ATAAATTATAATTTATCTTCTCTTGCTCCCTCTCCCTCTTCCTCTC--------TCTCTT----------TCTCAC-----AACAACAGATCGGTACATCATGTGAATGTCTGGCAGCATACGAGCGACTACAATGTGC

droGri2 scaffold_15245:8660135-
8660295 -

GTCTGCCTGTCGTCGCTGCAGCGCGAACTGACCACCATTGAGGGTGTCAAGTAAGTCAT---------TGA----------AC----CCAGCTCAGATAAAAATTTTTTA----------------------------------------------------------------ATTTAT-TTTAT-----------ACTTC-----CCGAGCAGATCGGTGCATCATCTGAATGTCTGGCAACATACCAACGAGTACAATGTGC

droAna3 scaffold_13266:19145253-
19145424 +

TTTTGCATTAAAAGTCTCGAACGCGATCTGAGCAATATTGAGGGCGTTAGGTAAGCGTT---------CGC---TTCGAC-CC-CAAATGGCTCCAAAA-TTTATATACATATA-------------------------------------------------------------T--ATATTTTT----------TCCCCC-----ATTTTAAGGTCGGTTCATCATGTAAATGTTTGGCAACACACTAGCAATCACATTGTTA

droBip1 scf7180000396710:239375-
239539 -

TTTAGCGTAAAAAATCTCGAGCGCGATCTGAGCAATCTCGAGGGCGTTAGGTAAGCTGTCGCTTTAATTCC----------AA----ATGACCTTATAAA-T------TATTTG----------------------------------------------------------------AAATATTT----------TTCCCA-----TTTTTAAGGTCGGTTCACCACGTGAATGTTTGGCAGCACACCAGCAATCACATAGTTA

droKik1 scf7180000302281:169462-
169623 -

CTCTGCTTACAGAGCTTGCAACGCGACCTGTCTAGTCTTGAGGGCGTCAGGTGAGTGGA---------CCA----------AC----CGATGGC---------------ATCTTAAAAGCCTGAGA----------------------------------------------TC----ATGAGTTA----------TTTTTT-----ATTGGCAGATCGGTGCACCATCTAAACGTGTGGCAGCACACCAGCCAGCACAGAGTGC

droFic1 scf7180000454161:44993-
45155 -

GTCAGCATGCGCACCCTGCATTACGACCTTGCCAGCTTAGAGGGGGTCAGGTGAGTAAA---------AAC----------GA----CGAGTCTGCAAAGCGCACATCCACTAA----------------------------------------------------------------AAAGATAT----------GCTTCT-----ATTGACAGATCTGTGCACCACCTAAACCTGTGGCAGCAAACTACCCAGCAAAGGGTGA

droEle1 scf7180000490847:5976-6143
-

CTTAGCTTGCGCGCCCTGCATTGCGAGCTGGCCAGCCTCGATGGGGTCAGGTGAGTGGA---------CCTAC--------AT----TGGACCTGTGAAAACAAAACCCTCTT-----------------------------------------------------------TTTT--GAATACTG----------ATTTTT-----GTTCGTAGATCTGTACACCACCTTAACGTGTGGCAACACACCACCCAGCAACGTGTGA

droRho1 scf7180000763598:3461-3477
+

TTCAACATGCGCAACCT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000301516:59368-
59535 -

CTTAGTTTGCGTACCCTAAATTCCGAGCTGGCTAATCTCGAGGGTGTCAGGTAATTAAT---------TCC----------AC----AATATCTGCCAAA-TCGACTTCACTTTAA--------------------------------------------------------------AAGCATCG------ACTTCACTAT-----GTTGGCAGATCTGTTCATCACCTTAACGTTTGGCAGCAAACGACTCATCTAACTGTAA

droTak1 scf7180000413008:3588-3749
-

CTTAGTTTGCGCACCCTACATTGCGAGTTGGCTAGTCTCGAGGGGGTTAGGTGAATAAA---------CCC----------AA----GGAATCTTTTAAA-TCAACCCCATTGT----------------------------------------------------------------AAACAGTA----------ATTTCT-----ATTGACAGATCTGTGCACCATCTAAACGTGTGGCAGCAAACGACTCAGCAAAGGGTAA

droEug1 scf7180000409074:1734-1896
-

CTTAACCTGCGGACCTTGCATTACGAGCTGAGCAGCCTAAAAGGTGTCAGGTGAGTAAG---------TCC----------AC----AGAATTCGCGCAAGCTAACCTTACTGT----------------------------------------------------------------AAGGTCCT----------ACTTCT-----ATTGGCAGATCTGTGCACCACCTCAACGTGTGGCAGCAAGCCACTCAGCAAACCGTAA

dm3 chr2R:1662652-1662814 - CTTAATATGCGCACTCTGCACTTGGAGCTGGGCAGCATCGAAGGTGTCAGGTCAGTTGA---------CAA----------AT----CCAGTCCGCCAAAGGTAACCTCACCTT----------------------------------------------------------------AAAAATGT----------GTTTCT-----ATTGGCAGATCTTTGCACCACCTAAACGTGTGGCAACAGACCTCTCAGCAAAGGGTGC
droSim2 2r:2614555-2614717 - dsi_12233 CTTAATATGCGCACTCTGCACTTGGAGCTGGGCAGCATCGAAGGTGTCAGGTCAGTTGA---------CAA----------AT----CCAGTCCGCCAGAGGAAACCTCATCTT----------------------------------------------------------------AAAAATTT----------GTTTCT-----ATCGGCAGATCTGTGCACCACCTAAACGTGTGGCAGCAAACATCTCAGCAAAGGGTGC
droSec2 scaffold_26:299983-300145 - CTTAATATGCGCACTCTGCACTTGGAGCTGGGCAGCATCGAAGGTGTCAGGTCAGTTGA---------CAA----------AT----CCAGTCCGCCAGAGGTAACCTCATCTT----------------------------------------------------------------AAAAATGT----------GTTTCT-----ATTGGCAGATCTGTGCACCACCTAAACGTGTGGCAGCAAACCTCTCAGCAAAGGGTGC
droYak3 2L:20871413-20871575 + CTTAATATGCGCACTCTGCATTTGGAGCTGGGCAGCCTCCAAGGTGTCAGGTCAGTTGA---------CAA----------AC----CAAGTCCTCCAATGGCATCCTCTCCTT----------------------------------------------------------------AAAAGTGT----------GTTTCA-----ATTTGCAGATCTGTCCACCACCTAAACGTGTGGCAACAAACCTCTCAGCAAAGGGTGC
droEre2 scaffold_4929:20695254-

20695416 +
CTTAATATGCGCACCCTGTATTTGGAGCTGGGCAGCCTCGAAGGTGTCAGGTCAGTTGA---------CAA----------CC----CAAGTCCTCCAAAGGTCACCTTATATT----------------------------------------------------------------AAAAATGT----------GTTTCG-----CTTTCCAGATCTGTGCACCACCTAAACGTGTGGCAACAAACCACCCAGCAAAGGGTTC
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:11872020-11872201
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:11872020-11872201
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_1171.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_44:83827-84002
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12823:1054036-1054222
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:2865741-2865943
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:8660135-8660295
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:19145253-19145424
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396710:239375-239539
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302281:169462-169623
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454161:44993-45155
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490847:5976-6143
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000763598:3461-3477
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301516:59368-59535
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413008:3588-3749
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409074:1734-1896
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:1662652-1662814
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:2614555-2614717
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_12233.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_26:299983-300145
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:20871413-20871575
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:20695254-20695416
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGGATAACCACGGCCTGGCCCTGGGCCGACTGGCCTCCATTGTTGAGCAGGTGAGTGTGGAGCGGTGACTTCTGATCCCCGTGTAACCTACACCGTCTCTGTTCCCCCTTGCAGGTGGCCGAGTGCCATTTGGAGGGCCGCGAGGTGATGATGGTCACGAGTGG

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

M059

embryo

V112

male
body

M062

head

GSM343916

embryo

............................................................................................CCGTCTCTGTTCCCCCTTGCAG.................................................. 22 0 1 9.00 9 8 0 0 1 0

............................................................................................CCGTCTCTGTTCCCCCTTGCA................................................... 21 0 1 4.00 4 3 0 0 1 0

..GATAACCACGGCCTGGCCCTGGGC.......................................................................................................................................... 24 0 1 3.00 3 3 0 0 0 0

...............................................................................................................................ATTTGGAGGGCCGCGAGGTGATGATGGT......... 28 0 1 2.00 2 0 0 2 0 0

............................................................................................CCGTCTCTGTTCCCCCTTGC.................................................... 20 0 1 2.00 2 2 0 0 0 0

..........................................................................................................................................CGCGAGGTGATGATGGTCACGAGT.. 24 0 1 1.00 1 1 0 0 0 0

....................................................................................................................GGCCGAGTGCCATTTGGAGGGC.......................... 22 0 1 1.00 1 0 0 1 0 0

.......................................................................................................................CGAGTGCCATTTGGAGGG........................... 18 0 1 1.00 1 1 0 0 0 0

...........................................................................................ACCGTCTCTGTTCCCCCTTGCA................................................... 22 0 1 1.00 1 1 0 0 0 0

................................................................................................................................TTTGGAGGGCCGCGAGGT.................. 18 0 1 1.00 1 1 0 0 0 0

......ACCACGGCCTGGCCCTGGGCC......................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0

...ATAACCACGGCCTGGCCCTG............................................................................................................................................. 20 0 1 1.00 1 1 0 0 0 0

...................................................................................TAACCTACACCGTCTCTGTTCCCCCT....................................................... 26 0 1 1.00 1 1 0 0 0 0

.............................................................................................CGTCTCTGTTCCCCCTTGCA................................................... 20 0 1 1.00 1 1 0 0 0 0

....TAACCACGGCCTGGCCCTGGGC.......................................................................................................................................... 22 0 1 1.00 1 1 0 0 0 0

...............................................................................................................................ATTTGGAGGGCCGCGAGGT.................. 19 0 1 1.00 1 1 0 0 0 0

...........................................................................................ACCGTCTCTGTTCCCCCTTGC.................................................... 21 0 1 1.00 1 1 0 0 0 0

..............................................................................................................................CATTTGGAGGGCCGCGAG.................... 18 0 1 1.00 1 1 0 0 0 0

.............................................................................................CGTCTCTGTTCCCCCTTGCAG.................................................. 21 0 1 1.00 1 1 0 0 0 0

...........................................................................................................................................GCGAGGTGATGATGGTCACGAGTGG 25 0 1 1.00 1 0 0 0 0 1

Anti-sense strand reads

TCCTATTGGTGCCGGACCGGGACCCGGCTGACCGGAGGTAACAACTCGTCCACTCACACCTCGCCACTGAAGACTAGGGGCACATTGGATGTGGCAGAGACAAGGGGGAACGTCCACCGGCTCACGGTAAACCTCCCGGCGCTCCACTACTACCAGTGCTCACC

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

............................................................................................GGCAGAGACAAGGGGGAACG.................................................... 20 0 1 1.00 1 1
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 XR_group8:6042609-6042772 + dps_3339 AGGATAACCACGGCCTGGCCCTGGGCCGACTGGCCTCCATTGTTGAGCAGGTGAGTGTGGAG---------------------------------------------------C------------GGTGACT--------TCTGATCCCCGTGTAACC------------------------T--ACA--C--------------------------------------------------CGTCTCT--------------------------------------------GTTCCCCCTTGCAGGTGGCCGAGTGCCATTTGGAGGGCCGCGAGGTGATGATGGTCACGAGTGG
droPer2 scaffold_45:441385-441548 - AGGATAACCACGGCCTGGCCCTGGGCCGACTGGCCTCCATTGTAGAGCAGGTGAGTGTGGAG---------------------------------------------------C------------GGAGACT--------TCTGATCCCCGTATTACC------------------------T--GCA--C--------------------------------------------------CGTCTAT--------------------------------------------GTTCCCCCTTGCAGGTGGCCGAGTGCCATTTGGAGGGCCGCGAGGTGATGATGGTCACGAGTGG
droWil2 scf2_1100000004762:1848400-

1848460 -
AGGACAATCATGGATTGGCTCTGGGACGATTGGCATCAATTGTGGAGCAGGTAATTA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTGA

droVir3 scaffold_13049:20935770-
20935828 +

AGGACAATCATGGATTGGCACTTGGTCGTCTGGCGTCCATTGTGGAGCAGGTAAGTGCG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6680:15289275-
15289449 +

AGGATAATCATGGCCTGGCTCTGGGTCGTCTGGCTTCCATTGTGGAGCAGGTGATTAAA--T----------------------------------------------TGAAAT------CG--CAAATGAAT--------TTTAAATATCATATTTAA------------------------TTCACTTAC--------------------------------------------------TCACTAT--------------------------------------------TTGCCCATATGTAGGTCGCCGAGTGCCATTTGGAGGGTCGAGAGGTCATCATGGTGACCAGCGG

droGri2 scaffold_15110:22763369-
22763431 -

TTA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTTTTTCCAGGTGGCCGAGTGCCATTTAGAGGGTCGTGAGGTCATCATGGTGACCAGTGG

droAna3 scaffold_13337:21102875-
21102936 +

AGGATAATCATGGATTGGCCCTTGGCCGTCTGGCTTCTATTGTGGAACAGGTGAGAGCAAAG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000396707:327130-
327328 -

AGGATAATCATGGACTGGCCCTTGGCCGTCTGGCCTCTATTGTGGAGCAGGTGAGAGCTAAG-----GATAT---ATAATATTCCTCATACACAGCAAGC--------------------------------------------------------------------------------------------------------------AGAGATCAAA-------------------------------------TACCTTCTAGCAACTGATTTAATTTAATATTTAACA-TT--TTTTGACAGGTTGCCGAGTGTCACTTGGAGGGTCGTGAAGTGATGATGGTGACCAGTGG

droKik1 scf7180000302441:2093667-
2093826 -

AGGATAACCATGGACTGGCCCTCGGGCGACTGGCCTCCATAGTGGAGCAGGTAAATAAA--G----------------------------------------------------GAATATTAGAGAAATAAATAAATATCTTC---------------------------------------------A--A--------------------------------------------------ACATTAT--------------------------------------------AATTACC--CTTAGGTGGCCGAGTGCCATTTGGAGGGGCGTGAGGTGATGATGGTCACCAGTGG

droFic1 scf7180000453945:125925-
125990 +

CCGTTTA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATCCGGCAGGTCGCCGAGTGCCATTTGGAGGGCCGCGAGGTAATGATGGTCACCAGCGG

droEle1 scf7180000491199:865324-
865386 -

TT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCACTGTTCAGGTTGCCGAGTGCCACTTGGAGGGTCGTGAGGTGATGATGGTCACCAGTGG

droRho1 scf7180000759602:18355-
18416 +

AGGACAACCATGGACTAGCCCTGGGGCGACTGGCCTCCATCGTGGAGCAGGTAAGATTTGAG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000302377:1314611-
1314686 -

CACCGTATTACC-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATTTTGACTGACAGGTTGCCGAGTGCCACTTAGAGGGCCGTGAGGTGATGATGGTCACCAGTGG

droTak1 scf7180000414002:117717-
117769 +

----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAGGTGGCCGAGTGTCATTTGGAGGGTCGTGAGGTGATGATGGTCACCAGTGG

droEug1 scf7180000409472:804948-
805211 +

AGGACAACCATGGACTAGCCCTTGGTCGACTGGCCTCTATCGTAGAACAGGTTAGATAAGTTCTACTCTTCTGCATTTCTCT-TAATAGTTCCTTCCGGGAAATTAAAT-----GAATTTGT----GG---------------TAATCTTGGTATTATCCAGTTTTATCACAAGCTTTTATCGT--AAA--TCATCTCCGAATTTTAAGTAAAATTATAATTAGT--------------------------------TACAT--------------------------------TTTCATTTGACAGGTGGCCGAGTGCCATTTGGAGGGCCGTGAGGTGATGATGGTGACCAGCGG

dm3 chr3L:21969510-21969733 + AGGACAACCATGGACTAGCCCTCGGCCGTCTGGCCTCTATTGTGGAGCAGGTAGGCATTAAA-----TATTT---TTTCTAT-CTATATTTTCAGCAGGA--------------------------------------------------------------------------------------------------------------AAAGTAACAACTGGCACAAAGTCATATTCTAA-------GATATTATTACAT--GCGTATCTTCTTCAATTCTTCACCCAAAA-----CCTCGATAGGTTGCCGAGTGCCATTTGGAAGGACGTGAAGTGATGATGGTCACCAGCGG
droSim2 3l:21484703-21484926 + AGGACAACCATGGACTAGCACTCGGCCGACTGGCGTCTATTGTGGAGCAGGTAGGCATTAAA-----TATCT---GTTATAT-CTTAATTTTCACCAGGA--------------------------------------------------------------------------------------------------------------AAAGTTACAACTAGCACAAAGTAATATTCTTA-------TATATTATTACAT--TCGCAATTTCTTCAATTCTTCACCCAACA-----ACTCGATAGGTTGCCGAGTGCCATTTGGAGGGACGTGAGGTGATGATGGTCACCAGCGG
droSec2 scaffold_11:1895098-1895321

+
dse_779 AGGACAACCATGGACTAGCACTCGGCCGACTGGCGTCTATTGTGGAGCAGGTAGGCATTAAA-----TATCT---GTTATAT-CTTAATTTTCACCAGGA--------------------------------------------------------------------------------------------------------------AAAGTTACAACTAGCACAAAGTAATATTCTTA-------TATATTATTACAT--TCGCAATTTCTTCAATTCTTCACCCAACA-----ACTCGATAGGTTGCCGAGTGCCATTTGGAGGGACGTGAAGTGATGATGGTCACCAGCGG

droYak3 3L:22297249-22297300 + A-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGTTGCCGAGTGCCATTTGGAGGGACGTGAGGTGATGATGGTCACCAGTGG
droEre2 scaffold_4784:21644420-

21644592 +
AGGACAACCATGGACTAGCCCTCGGCCGCCTGGCGTCTATTGTGGAGCAGGTAAGGTCTACA-----AATCT---GTTATGT-CT--------------------------------------------------------TCAAACCCTATTATTACT------------------------T-----------------------------------------------------------------TACATTAATATGC--TGGTA----------------------------ATTTCGATAGGTTGCCGAGTGCCATTTGGAGGGACGCGAGGTGATGATGGTCACCAGCGG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453945:125925-125990
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491199:865324-865386
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ACGACAAGCACAGACCATCAGTCCCAAAAACAATAAGCAGAGAAGAATAAAGTTGCGGCTTTTGAGCATCGCATCACATAGTCAAGAAAAACTTGGCTGACACCTCAAAAGCGGTAGCAGCTTATTTTTCTTCCTTTTATTTTTGGAAGCGCGTGTTCGTCGAGTGCGGGTGA

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

GSM444067

head

M062

head

M059

embryo

V112

male
body

GSM343916

embryo

SRR902010

ovaries

SRR902012

CNS
imaginal
disc

..................................................AGTTGCGGCTTTTGAGCATC....................................................................................................... 20 0 1 3.00 3 0 2 1 0 0 0 0 0

.................................................AAGTTGCGGCTTTTGAGCAT........................................................................................................ 20 0 1 3.00 3 1 1 0 0 1 0 0 0

......................................................................................................CCTCAAAAGCGGTAGCAGCT................................................... 20 0 1 3.00 3 0 1 0 0 2 0 0 0

.........ACAGACCATCAGTCCCAAAAAC.............................................................................................................................................. 22 0 1 2.00 2 1 0 0 1 0 0 0 0

.................................................AAGTTGCGGCTTTTGAGCA......................................................................................................... 19 0 1 2.00 2 2 0 0 0 0 0 0 0

.................................................AAGTTGCGGCTTTTGAGCATC....................................................................................................... 21 0 1 2.00 2 2 0 0 0 0 0 0 0

...................................AGCAGAGAAGAATAAAGTT....................................................................................................................... 19 0 1 2.00 2 1 0 0 0 0 0 0 1

..........................................................................................................AAAAGCGGTAGCAGCTTATTTTTCTTCCT...................................... 29 0 1 1.00 1 0 0 0 1 0 0 0 0

.............................................................................................TGGCTGACACCTCAAAAGC............................................................. 19 0 1 1.00 1 0 0 1 0 0 0 0 0

................................................AAAGTTGCGGCTTTTGAGCATCG...................................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0

.....................................................................................................................................CTTTTATTTTTGGAAGCGCGTGTTC............... 25 0 1 1.00 1 0 0 0 1 0 0 0 0

................................................AAAGTTGCGGCTTTTGAGCA......................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0

.............................................................................................................................................TTTGGAAGCGCGTGTTCGTCGAGT........ 24 0 1 1.00 1 1 0 0 0 0 0 0 0

.........................................GAAGAATAAAGTTGCGGCTTTTGAGCATC....................................................................................................... 29 0 1 1.00 1 0 0 1 0 0 0 0 0

.................TCAGTCCCAAAAACAATAAGCAGAGA.................................................................................................................................. 26 0 1 1.00 1 1 0 0 0 0 0 0 0

.......GCACAGACCATCAGTCCCAA.................................................................................................................................................. 20 0 1 1.00 1 0 0 0 1 0 0 0 0

...................................AGCAGAGAAGAATAAAGTTG...................................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0

.............................................................................................................................................TTTGGAAGCGCGTGTTCGTCGAGTG....... 25 0 1 1.00 1 1 0 0 0 0 0 0 0

..................................................AGTTGCGGCTTTTGAGCATCG...................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0

..............................CAATAAGCAGAGAAGAATAAAGT........................................................................................................................ 23 0 1 1.00 1 0 1 0 0 0 0 0 0

.....................................................................................................ACCTCAAAAGCGGTAGCAGCT................................................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0

....CAAGCACAGACCATCAGTCCCAAA................................................................................................................................................. 24 0 1 1.00 1 1 0 0 0 0 0 0 0

..........................................................................................................................................ATTTTTGGAAGCGCGTGT................. 18 0 1 1.00 1 0 0 0 0 0 1 0 0

..............................................................................................................................................TTGGAAGCGCGTGTTCGT............. 18 0 1 1.00 1 1 0 0 0 0 0 0 0

...................................................................................AAGAAAAACTTGGCTGACACCTCAA................................................................. 25 0 1 1.00 1 1 0 0 0 0 0 0 0

....................................................TTGCGGCTTTTGAGCATC....................................................................................................... 18 0 1 1.00 1 1 0 0 0 0 0 0 0

................................................AAAGTTGCGGCTTTTGAGCATCGCC.................................................................................................... 25 1 1 1.00 1 0 1 0 0 0 0 0 0

..........................................................................................ACTTGGCTGACACCTCAAAAGCGG........................................................... 24 0 1 1.00 1 0 0 0 0 0 0 1 0

.................................................................GCATCGCATCACATAGTCAA........................................................................................ 20 0 1 1.00 1 1 0 0 0 0 0 0 0

.....................................................................................................ACCTCAAAAGCGGTAGCAGCTT.................................................. 22 0 1 1.00 1 0 0 0 0 1 0 0 0

..............................................ATAAAGTTGCGGCTTTTGAGCATC....................................................................................................... 24 0 1 1.00 1 0 0 0 1 0 0 0 0

.................................TAAGCAGAGAAGAATAAAGTTGCGGCT................................................................................................................. 27 0 1 1.00 1 1 0 0 0 0 0 0 0

.................................................................................................................................................GAAGCGCGTGTTCGTCGAGTGCGGGTG. 27 0 1 1.00 1 1 0 0 0 0 0 0 0

................................................................AGCATCGCATCACATAGTC.......................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0

................................ATAAGCAGAGAAGAATAAAGTTGCGGC.................................................................................................................. 27 0 1 1.00 1 1 0 0 0 0 0 0 0

....................................................................................................................GCAGCTTATTTTTCTTCCTTTTAT................................. 24 0 1 1.00 1 0 0 1 0 0 0 0 0

....................................................................TCGCATCACATAGTCAAGAA..................................................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0 0

Anti-sense strand reads

TGCTGTTCGTGTCTGGTAGTCAGGGTTTTTGTTATTCGTCTCTTCTTATTTCAACGCCGAAAACTCGTAGCGTAGTGTATCAGTTCTTTTTGAACCGACTGTGGAGTTTTCGCCATCGTCGAATAAAAAGAAGGAAAATAAAAACCTTCGCGCACAAGCAGCTCACGCCCACT

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

V112

male
body

M062

head

...............................................................................................................................................CCCTTCGCGCACAAGCAGCTC......... 21 1 1 1.00 1 0 1 0

..............GGTAGTCAGGGTTTTTGTT............................................................................................................................................ 19 0 1 1.00 1 1 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 XR_group6:5906873-5907045 - dps_76 ACGACAAG-CACAGACCATCAGTCC---------------------------CAAAAACAAT-------------AAGCAGAGAAG--AATAAAGT-TGCGGCTTTTGAG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CATCGCATCACATA--------GTCAAGAAAAAC----------------TTGGCTGACACCTCAAAAG------------------------------------CGGTAGCAGCTTATTT-TTCTTCCTTTTATTTTTGGAAGCGCGTGTTCGTCGAGTGC---------------------------------------GGG-------------TG---------A
droPer2 scaffold_47:407049-407221 - ACGACAAG-CACAGACCATCAGTCC---------------------------CAAAAACAAT-------------AAGCAGAGAAG--AATAAAGT-TGCGGCTTTTGAG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTTCGCATCACATA--------GTCAAGAAAAAC----------------TTGGCTGACACCTCAAAAG------------------------------------CGGTAGCAGCTTATTT-TTCTTCCTTTTATTTTTGGAAGCGCGTGTTCGTCGAGTGC---------------------------------------GGG-------------TG---------A
droWil2 scf2_1100000004511:8565996-

8566184 -
ACATCGAA-TCCC--CTACCAGTCG------------CC-----CTCCTCATTAAGAACAAG-------------GCGTAGAATAA--CAAAAAGT-TGCGGCACCCGCCAGAGAAGAAGA------AG-----ACG---------------A---GAGGCAA-------------------------------------AACCAAAAGCGAAGAAAAAGTGTGTTTTAGCAGGATCCAACTTGAGTTTTCTAGCTTTTCATTT--------------------------------------------------------------------------------------------------------------------------------------------------------------TGGGG--TAGAGCGCGC-GTGTGT---------------------------------------GTG-------------TG---------A

droVir3 scaffold_13049:22945414-
22945594 +

ACCAATAAATTGAAAGTAG-----------------------------CAGCCGAA------AACTCAAGCCAAGA-------A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAAACAAAGTTGCGGCAACCAACAGCAGACGAAAGTTT--------------------TGCCGCACTCC----GTCGACAAACATCAGGAGAGGT--TACTTTATTTATTCTTGCTTATATTTTTGGAAGCTCGAGTGTGTA-GGTGT---------------------------------------GTGTGCGCGT-TTGAGGA---------A

droMoj3 scaffold_6680:17557168-
17557346 +

GCCGATTAATTGAAAATAG-----------------------------CAACCAAA------AACTCAATTCAAGA-------A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAAACAAAGTTGCGGCAACCAGC---AGACGAAAGCTT--------------------TGCCGCACTCCGTGTACAAAAC---AGCAGGAGAGGG--TACTTTATTTATTCTTGCTTTTATTTTTGGAAGCTCGAGAGTGTA-GGTGT---------------------------------------GTGTGTACGT-TTGAGAT---------A

droGri2 scaffold_15110:18219182-
18219362 +

ATTACCAA-CACCAA---G-----------------------------CAACCAAA------AACACAAG---------------------------------CCCTTCG-------------------------------------------------ACCACAAAA------GA---AAAAAGATCCGAAGG----------------AGAAGAGCG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TACTTTATTTATTCTTGCTTTTATTTTTGGAAGCTCGTC----------GGTAGCAGCAGCAGTGTGTGTGTGTGTTGTAGGTGGTGTGTGTGTGCGCGTTTTGAGGAAGTTGAAGTG

droAna3 scaffold_13337:19468698-
19468820 +

GCAGCAGC-CGCGG-------------------------------------------------ACCGACCACGAGAAGCAGAAAAACTAGAACAGT-TGCGGCACTCGCA-------------------------CC---------------A---CCAGCAACAACA------AC---A---------------ACCGCCGCCAAAAGCAACCCAGGAGT------------------CGCTCG--CTACCCGCTTCGCG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000396360:663103-
663242 +

GCAGCAGC-AGTTAAGCAG-----------------------------CAGCCGCG------GACCGACCACGAGAAGCAGTGAAAATAGAACAGT-TGCGGCACTCGCA-----------------CC-----ACC---------------A---GCAACAACAACA------AC---A---------------ACCGCCGCCAACAGCAACCCAGGAGT------------------CGCTCG--CTACCCGCTTCGCG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droKik1 scf7180000302391:694427-
694570 +

CGAGCGCA-GC-AG----ACACCCCGAAGAACAGCAGGG----------------------------------------AAACGGA--CAATTTGT-TGCGGCACTCGCATCCACACAACA------AC-----ACC---------------A---GCAGCAGCAACA------ACAACA---------------GCC----------------------T------------------T--TTGCTTTTCCCGCTTTTCGTTT--------------------------------------------------------------------------------------------------------------------------------------------------------------TTAA---------CCAACAACTGA---------------------------------------GAG-------------TG---------A

droFic1 scf7180000454113:2518245-
2518370 +

CCCGAAGAA----------------------CAGCAGGGAAAAC---------------------------------------GGA--TATTTAGT-GGCGGCACTCGCAACCACACAACA------CC-----ACC---------------ACCAACAGCAACAACA------TC------------AGCAGCAGCC----------------------T------------------CGCTCG-CTTTCCCGCTTTTCGTTT--------------------------------------------------------------------------------------------------------------------------------------------------------------A-------------------ACTA---------------------------------------AAA-------------TA---------A

droEle1 scf7180000491193:4058037-
4058110 -

ACAGCAAC-AAC--------------------------------------------------------------------------------------------------------------------------------------------A---GCAGCAGCAACA------ACAACA---------------ACC----------------------T------------------CGCTCA-TTTTCCCGCTTTTCGTTT--------------------------------------------------------------------------------------------------------------------------------------------------------------ATTAA--C-AT-----------AA---------------------------------------CAT-------------CC---------A

droRho1 scf7180000773422:143810-
143865 +

ACAACAAC------------------------------------------------------------------------------------------------------------------------------------------------A---GCAGCAGCAACA------ACAACA---------------ACC----------------------T------------------CGCTCA-TTTTCCCGCTTTTCGTTT--------------------------------------------------------------------------------------------------------------------------------------------------------------A------------------------------------------------------------------------------------------

droBia1 scf7180000302428:4369530-
4369638 -

ACAGCAG------------------------------GGCAGAC---------------------------------------GGA--TAACCAGTGTGCGGCACTCGCG-------------------------------------------------ACCACAACA------ACAGCA---------------GCC----------------------T------------------C-CTCGTTTTTCCCGCTTTTCCCCC--------------------------------------------------------------------------------------------------------------------------------------------------------------ATTCAACAC---CCCGTAGCACAC---------------------------------------ACA-------------TA---------A

droTak1 scf7180000415254:487788-
487886 +

AGGGCAGA-CGGA---------------------------------------------------------------------------TAGC----------------CAACCACACA-CACAGCCAACGGCCGACC---------------A---GCAGCAGCAACA------ACAACA---------------GCC----------------------T------------------C----GTTTTTCCCGCTTTTCGTTC--------------------------------------------------------------------------------------------------------------------------------------------------------------AG-------------------CAC---------------------------------------ACA-------------TA---------A

droEug1 scf7180000409466:4208508-
4208635 -

CCGAAAAA-----------------------CAGCAGGGAAGAC---------------------------------------GGA--TAATTAGTGTGCGGCACTCACAACCACACA-CACA----A------ACC---------------T---CCAACAACAACA------TCAACA---------------GCC----------------------T------------------CGCTCGCTTTTCCCGCTTTTCGTTT--------------------------------------------------------------------------------------------------------------------------------------------------------------ATAA--CTCATA----------AT---------------------------------------CAG-------------TT---------A

dm3 chr3L:12118005-12118117 - CCGAATAC-----------------------CAGCCGGGCAGAC-----------------------------------------------------------ACGA-----------ACA------AC-----ACCAGCAGCAGCAGCACCACCA---TCATCAACAGCA---GC---A---------------GC----------------------------------------------AGCATTTCCCGCTTTTCGTTTTCGTCGTCGCCGAAC---------------------------------------------------------------------------------------------------------------------------------------------------------------------AA---------------------------------------CAA-------------AT---------A
droSim2 3l:11816688-11816835 - GCAGCAGC-AGCA--------------------------------------------------------------------------------------------------------------------------CC---------------ACCA---TCACCAACAGCAGCAGCAGC----------------------------------------------------------------AGCATTTCCCGCTTTTCGCTTTCGTCGTCGCCGAACAACAA--------------ATAACAAAACCACGACAAACGAT---------------GGCCGATGCCGCGGAGAGTAAGCCACTGGCC----GCCGAAC------------------------------------------------------------------AG---------------------------------------CAG-------------CA---------G

droSec2 scaffold_0:4302767-4302911
-

GCAGCAGC-AGCA--------------------------------------------------------------------------------------------------------------------------CC---------------ACCA---TCACCAACAGCA---GC---A---------------GC----------------------------------------------AGCATTTCCCGCTTTTCGTTTTCGTCGTCGCCGAACAACAA--------------ATAACAAAACCACGACAAACGAT---------------GGCCGATGCCGCGGAGAGTAAGCCACTGGCC----GCCGAAC------------------------------------------------------------------AG---------------------------------------CAG-------------CA---------G

droYak3 3L:12165950-12166055 - CAGACACG-A------------------------------------------------------------------------------------------------------------ACA------AC-----ACC---------------A---GCAGCAGCACCA------ACAACAACATCATCAGCAGC----------------AGCATCAGGCT------------------CGCTAGCATTTCCCGCTTTTCGTTCTCG---TCGCTGAAT---------------------------------------------------------------------------------------------------------------------------------------------------------------------AA---------------------------------------CAA-------------AT---------C
droEre2 scaffold_4784:12107263-

12107372 -
CGGGCAGA-CACAA--------------------------------------------------------------------------------------------------------ACA------AC-----ACC---------------A---GCACCAGCACCA------ACAACAACATCGTCCGCAGC----------------AGCATCAGGCT------------------CGCTAGCATTTCCCGCTTTTCGTTTTCG---TCGCAGAAC---------------------------------------------------------------------------------------------------------------------------------------------------------------------AA---------------------------------------CAA-------------AT---------A
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AGTATGTCAGCTACACGGCTTATCCGTCAAAGAACAGGCTTATTGAGAAGGTAGGGGACGGTCAGTGAGCGTGATATTTTTTCTTTGTCGGTTTATAAAAGTCCGTCCTCTAAGCAGGTTCAATTGGGACAGTTGAATGTCCTTGGACTGGATATTAACGTGACATA

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

M062

head

GSM444067

head

V112

male
body

..................................................GTAGGGGACGGTCAGTGAGC................................................................................................. 20 0 1 9.00 9 9 0 0 0

..................................................GTAGGGGACGGTCAGTGAGCGTGATA........................................................................................... 26 0 1 2.00 2 2 0 0 0

...............................................................................TTTCTTTGTCGGTTTATAAAAGTCCGTCC........................................................... 29 0 1 1.00 1 0 1 0 0

..................................................GTAGGGGACGGTCAGTGAGCGTGATATT......................................................................................... 28 0 1 1.00 1 1 0 0 0

............................................................................................................................................CCTTGGACTGGATATTAACGTG..... 22 0 1 1.00 1 1 0 0 0

..................................................GTAGGGGACGGTCAGTGAGCG................................................................................................ 21 0 1 1.00 1 1 0 0 0

............................................................GTCAGTGAGCGTGATATTTTTTC.................................................................................... 23 0 1 1.00 1 1 0 0 0

..............................................................................................ATAAAAGTCCGTCCTCTAAGCAGT................................................. 24 1 1 1.00 1 1 0 0 0

..................................................GTAGGGGACGGTCAGTGAGCGTGA............................................................................................. 24 0 1 1.00 1 1 0 0 0

...............................................................................................................................................TGGACTGGATATTAACGTGACA.. 22 0 1 1.00 1 1 0 0 0

................................................................................................AAAAGTCCGTCCTCTAAGCAG.................................................. 21 0 1 1.00 1 0 0 1 0

................................AACAGGCTTATTGAGAAGGTTCA................................................................................................................ 23 3 1 1.00 1 1 0 0 0

Anti-sense strand reads

TCATACAGTCGATGTGCCGAATAGGCAGTTTCTTGTCCGAATAACTCTTCCATCCCCTGCCAGTCACTCGCACTATAAAAAAGAAACAGCCAAATATTTTCAGGCAGGAGATTCGTCCAAGTTAACCCTGTCAACTTACAGGAACCTGACCTATAATTGCACTGTAT

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

#
Mismatch

Hit
Count

Total
Norm Total

GSM444067

head

V112

male
body

SRR902011

testis

M040

female
body

M059

embryo

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 XL_group1a:2333356-2333522

+
dps_2466 AGTATGTCAGCTACACGGCTTATCCGTCAAAGAACAGGCTTATTGAGAAGGTAGGGGAC----------GGTCAG---------------TGAGCGTGATATTTTT-------------------------------------------------------------------------------------------------------------TCTTT-----------------------------GTCG--------------------GTTTATAA----------AA-GTCCG--TCCTCTAAGCAGGTTCAATTGGGACAGTTGAATGTCCTTGGACTGGATATTAACGTGACATA

droPer2 scaffold_28:769717-769883 + AGTATGTCAGCTACACGGCTTATCCGCCAAAGAACAGGCTTATTGAGAAGGTAGGGGAC----------GGTCAG---------------TGAGCGTGATATTTTT-------------------------------------------------------------------------------------------------------------TCTTT-----------------------------GTCG--------------------GTTTATAA----------AA-GTCCG--TCCTCTAAGCAGGTTCAATTGGGACAGTTGAATGTCCTGGGACTGGATATTAACGTGACATA
droWil2 scf2_1100000004590:3661007-

3661177 -
AGTATATTGCATACACAGCATATTTGGGAAATCAGAAAATAATTCAAAATGTATGCAGA----------TATATCTATTATATAAAAAA--------------------------------------------------------------------------------------------AAT-----------------------CCTGTAAA-----CTA-------------------ATTATCTA-----------------------TGCCA------------------TCT--ATCTATTTGCAGCACCAAATTGGCCAATTAAATACATTGGGACTCGATATTAATGTCGCCTA

droVir3 scaffold_12928:3548802-
3548959 -

AGTATGTCAGCTACACGGCGTATCCACAAAAAATAAAGGTGCTTGAAAAGGTAAAAGCA----------AC---------------TGCAATATC----------------------------------------------------------------------------G---GCG---------------------------------------------------------------------------CAAC----------------------AT-ATTGGAATCAA-CAGTA--TCTCATTTACAGACTCAGGCTGGCCAACTAAACGAATTGGGTCTAGACATTGGTGTGACTTT

droMoj3 scaffold_6473:1648367-
1648527 +

AGTATGTTAGCTACACGGCCTATCCATCTAAAATTAAGTTGCTTGAACAGGTAAGACTA----------GC---------------TCGGAACAT----------------------------------ATAGCTCTGTC-------------------------------AAAAATA-TCCAC---------------------------------------------------------------------------------------------------------------AGCATTTGTTCTCAATAGTCACAAGTGGGACAACTCAACGAATTGGGTCTCGACATTGAAGTAGCTTA

droGri2 scaffold_15081:4181004-
4181164 +

AGTATGTTAGCTACACGGCGTATCCTTCCAAACTCAAGGTCATCGAACAGGCAAGAGTA----------AAACTA---------------T-----CGTTATTAGT-------------------------------------------------------------------------------------------------------------C-------------------------------------CACT----------------------ATTAT-TTAAATGA-AAGCA--TCCCAATTACAGACTCAGGTTGGCCAGTTAAATCGATTGGGTCTGGACATCTACGTAGCCTA

droAna3 scaffold_13117:2143697-
2143858 -

AGCACATCAGCTATACTACATTCTCCTCCAGGAAGCGTATAATCGATGAGGTATGTGCA----------TATATT-----------TTATAAATT--------------------------------------------------------------------------------------------------------------------------------------------------------------AAGTTTCAAATAAAAAATTA--CTC------------------CTT--ATCTCCACGTAGAGCCAACCCGGCCAACTGAACGATCTGGGACTCGACATTAGTGTGGCTTA

droBip1 scf7180000394524:9685-9895
+

AGTACATCAGCTATACTTCATTCTCCACCAGAAAGCGAATAATCGAGGAGGTATTTCTATATATATTTTGATAACCTTCC-----------CAGA-------------------------G--------------------------------------------------T---ATA-TACATACTATAGGGTATATAAG------GTT---------------------------------TCCCCGCTAG--------------------TTCCAAGCTAT-TTAAATGATTCTCC--ATTCGTATATAGAGCCAAGCAGGGCAGCTGAACAACCTGGGACTTGACATTAGCGTGGCTTA

droKik1 scf7180000302469:2116824-
2116983 +

AATATTTTGGCTACACGACCTTCCCCTCAAAGAATCGAATTGTGGAGACGGTAAGAGCG----------G-TATA---------------TATACATATTATTTTT-------------------------------------------------------------------------------------------------------------TCCTTGCC--------TT---------ATTTA-------------------------------------------------ATC--TTCCATTTACAGACCCAAGTTGGCCAGCTGAATCAGCTGGGATTGGACATAAATGTGACCTA

droFic1 scf7180000454077:2079068-
2079219 +

AGTATATAGCTTACACGACATCCTCCGCAAGTAACCTAGTTC---TGGGGGTAGGTA----------GCACGAATACCCC-----------TCCC----------------------------------------------------------------------------A---ATA---TTT--------------AAT------A-----------------------------------------C------------------------TCGA------------------TTC--ACCTGCTTGCAGGCGGAAGTGGGTCAGCTGAATGATGTCGAATTGGATACCACAGTCAACTA

droEle1 scf7180000491006:1420075-
1420136 -

T-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCTGTTAACAGACGCAGTTGGGCCAGTTAAATGATATCGGATTGGACATCAAAGTAACGTA

droRho1 scf7180000777873:68055-
68232 -

AATACATTGGCTACACGACGTTCCCCGAGAAGAACCTGATTTTGCAAAAGGTATGACTT----------ACGAAA---------------T-----TGTTATTTCCGAGATCTCGCAGTTGTAAAAGC-------------------------------------------T---T------------------------------------TAT-----ATC--------TG---------TT-------------------------------TCG------------------GTT--TCCCTGCTACAGACGCAATTGGGTCAGCTAAATTCTATCGGACTGGACATCAAAGTAAACTA

droBia1 scf7180000301623:249887-
250049 +

AGTATATTGGCTACACGACATTTCCGGCCAAAAACCGAGTTATCACAATGGTACGCTTG----------TGTAGC-----------TGAAATCCC----------------------------------------------------------GTTCCT------------A---AAG---TTA----------------------------------------------------------------------------------GAATCTAC-TCA------------------TCT--GATCTTCAACAGTCTCAAGTGGGCCAGCTAAATGGAATCGGATTGGACGTTAATGTAACCTA

droTak1 scf7180000414555:47036-
47253 -

AGTACTTAACCTATACAACGCATCCCACACGCAGCAGAGTGGTTAAAAAGGTATGGAAA-CTAAATTATGGAAATATGCC-----------AACT-------------------------ATAAATGAAAAGTATTTATTTCATGGAAAGTCCATTCAAAATTACAATCCTG---ACT---------------------------------------------------------------------------TGAT----------------------AT-TTCGAT-------TTCATTTTGATTCTACAGACGCACTTGGGAGATCTGAATAAACTTGGTTTCGATTTAAGTGTGGACGG

droEug1 scf7180000409064:6847-7032
-

AATATATTGGCTACACGACATTTCCCGAAAAAAATCAAGTTTTAACAATGGTAAGATTT----------TC---------------TATAAT---------------------------------TCTAATAGCTCTGTTTAACAAAAAATTTATAAAGA-----------A---TAA-TTACT--------------ATT------AA----------------------------------------------------------------TATCT------------------TAT--ATGTTTTCATAGACGCAATTGGGTCAACTAAATGATATTGGACTGGACATTGATGTAAAGTA

dm3 chrX:7930786-7930982 - AATATATTGGTTATACCACAAATTTCAATAATATCCAGATTTTCCCAGAGGTGGGTT----------GTGTTAACTTTTT-----------GAGC----------------------------------------------------------------------------A---ATATTATAT-----------------------ATTGTTAT-----ATATTCACGTATTTTGTTTTTTTTTTTTTTTTG--------------------TTCCATA----------------TAC--ATACATGTGTAGACCCAATTGGGACAACTTAACGATATCGGACTTGATACTCCTATCAGTTA
droSim2 x:7503422-7503573 - AATATATTGGTTATACCACAAGTTTCCATAATATCCGGATTGTCTCAGAGGTGGGTT----------GTAGCAACTTTTC-----------GAGC----------------------------------------------------------------------------A---ATA-TATATA------------------------------------------------------------------------------------------TTA------------------TAT--TTTTTTGTGTAGCACCAATTGGGACAACTTAACCATATCGGACTTGATATTCCTATCAGATA

droSec2 scaffold_44:14905-15088 - AATATATTGGTTATACCACAAGTTTCCATAATATCCGGATCGTCTCAGAGGTGGGTT----------GTAGTAACTTTTC-----------GAGC----------------------------------------------------------------------------A---ATA-TATATATTAT---------------ATT--------TTCTCGTA--------TT---------TTTCTTTTTCG--------------------TTCCATG----------------TAC--ATACATGTGTAGATCCAATTGGGACAACTTAACAATATCGGACTTGATATTCCTATCAGATA
droYak3 X:13381600-13381781 + AATATATTGCTTATACGACAATTTTCAAAGAACATCGGATCGTCGCAGAGGTAGGGGTC--------GTAATACCTTTTT-----------GAGC----------------------------------------------------------------------------A---AAA-TATAT--------------AATAATACT--------CTCTTATA--------TT---------TTTCCCAT-----------------------TTCCATG------------------T--ACATGTGTGTAGACCCAATTGGGACAACTTAACGATGTCGGATTAAATATCCAAGTGAACTA
droEre2 scaffold_4690:16839430-

16839602 -
AATATTTGGGTTACACGACATTCCCA---GAAACCCAGATCGTCGGACCGGTGGGTGGA------TTGCAGTAACTTTTC-----------GAGC----------------------------------------------------------------------------A---CAA-TATCT--------------AAT------ATTTCCAT-----ATA--------TT---------CTTCC-AC-----------------------TTCCATG----------------------CACATGTGTAGACCCATTTGGGCCAACTTAACGATATCGGATTAAATATTCTTGTCAAC--
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ID:

dps_3832

Coordinate:

4_group1:1629894-1629996 +

Confidence:

candidate

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

intergenic

Repeatable elements

Name Class Family Strand

Hoana2 DNA hAT-Ac -

mature

1. Unknown_singleton_3187:22999-23020 +
2. dps_3832  4_group1:1629910-1629931 +

star

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CTGCAAAGCTGCCAACTACAGTTACTATCGATAGTGCCATCGATGGTTTGACACCTGTAGTTGGCGATAGTGGCGCCACTTGATAGTATCACCACTAACCATACAGTATATATACAGTATATACTATCAAGTNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

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

#
Mismatch

Hit
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Total
Norm Total

M040

female
body

V112

male
body

GSM343916

embryo

GSM444067

head

M062

head

M059

embryo

SRR902011

testis

..................................................................ATAGTGGCGCCACTTGATAGTA................................................................................................................... 22 0 2 12.00 24 15 4 3 1 1 0 0

..................................................................ATAGTGGCGCCACTTGATAGT.................................................................................................................... 21 0 2 5.50 11 7 3 0 0 1 0 0

...................................................................TAGTGGCGCCACTTGATAGTA................................................................................................................... 21 0 2 2.00 4 4 0 0 0 0 0 0

..................................................................ATAGTGGCGCCACTTGATAG..................................................................................................................... 20 0 2 1.00 2 0 0 0 1 0 1 0

....................................................................AGTGGCGCCACTTGATAGT.................................................................................................................... 19 0 2 0.50 1 1 0 0 0 0 0 0

..................................................................ATAGTGGCGCCACTTGATAGTAA.................................................................................................................. 23 1 2 0.50 1 0 1 0 0 0 0 0

..................................................................ATAGTGGCGCCACTTGATAGTG................................................................................................................... 22 1 2 0.50 1 0 1 0 0 0 0 0

Anti-sense strand reads

GACGTTTCGACGGTTGATGTCAATGATAGCTATCACGGTAGCTACCAAACTGTGGACATCAACCGCTATCACCGCGGTGAACTATCATAGTGGTGATTGGTATGTCATATATATGTCATATATGATAGTTCANNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

GSM343916

embryo

V112

male
body

M059

embryo

GSM444067

head

SRR902012

CNS
imaginal
disc

M062

head

SRR902011

testis

SRR902010

ovaries

.................................................................CTATCACCGCGGTGAACTATC..................................................................................................................... 21 0 2 18.00 36 17 10 3 4 2 0 0 0 0

..................................................................TATCACCGCGGTGAACTATC..................................................................................................................... 20 0 2 8.50 17 15 0 1 1 0 0 0 0 0

................................................................GCTATCACCGCGGTGAACTATC..................................................................................................................... 22 0 2 6.50 13 9 2 0 1 1 0 0 0 0

...................................................................ATCACCGCGGTGAACTATC..................................................................................................................... 19 0 2 1.50 3 1 0 0 0 2 0 0 0 0

......................................................................ACCGCGGTGAACTATCATAGT................................................................................................................ 21 0 2 1.00 2 0 0 1 0 1 0 0 0 0

.......................................................................CCGCGGTGAACTATCATAGT................................................................................................................ 20 0 2 1.00 2 2 0 0 0 0 0 0 0 0

.................................................................CTATCACCGCGGTGAACTAT...................................................................................................................... 20 0 2 1.00 2 1 1 0 0 0 0 0 0 0

....................................................................TCACCGCGGTGAACTATC..................................................................................................................... 18 0 2 1.00 2 2 0 0 0 0 0 0 0 0

........................................................................................AGTGGTGATTGGTATGTCATATA............................................................................................ 23 0 6 0.67 4 0 0 1 0 0 0 0 3 0

.................................................................CTATCACCGCGGTGAACTATCAT................................................................................................................... 23 0 2 0.50 1 0 0 1 0 0 0 0 0 0

..................................................................TATCACCGCGGTGAACTAT...................................................................................................................... 19 0 2 0.50 1 1 0 0 0 0 0 0 0 0

................................................................TCTATCACCGCGGTGAACTATC..................................................................................................................... 22 1 2 0.50 1 0 1 0 0 0 0 0 0 0

...............................................................CGCTATCACCGCGGTGAACTATC..................................................................................................................... 23 0 2 0.50 1 0 0 0 1 0 0 0 0 0

...................................................................ATCACCGCGGTGAACTAT...................................................................................................................... 18 0 2 0.50 1 1 0 0 0 0 0 0 0 0

.................................................................ATATCACCGCGGTGAACTATC..................................................................................................................... 21 1 2 0.50 1 1 0 0 0 0 0 0 0 0

................................................................GCTATCACCGCGGTGAACTA....................................................................................................................... 20 0 2 0.50 1 1 0 0 0 0 0 0 0 0

.......................................................................CCGCGGTGAACTATCATAGTG............................................................................................................... 21 0 2 0.50 1 0 0 1 0 0 0 0 0 0

.ACGTTTCGACGGTTGATGTCAATGATAG.............................................................................................................................................................................. 28 0 2 0.50 1 0 0 0 0 0 1 0 0 0

......................................................................................ATAGTGGTGATTGGTATGTCATATAT........................................................................................... 26 0 3 0.33 1 0 0 1 0 0 0 0 0 0

...............................................................TGCTATCACCGCGGTGAACTATC..................................................................................................................... 23 1 3 0.33 1 1 0 0 0 0 0 0 0 0

.................................................................TTATCACCGCGGTGAACTATC..................................................................................................................... 21 1 3 0.33 1 1 0 0 0 0 0 0 0 0

...............................................................TGCTATCACCGCGGTGAACT........................................................................................................................ 20 1 3 0.33 1 1 0 0 0 0 0 0 0 0

............................................................................................GTGATTGGTATGTCATAT............................................................................................. 18 0 20 0.10 2 2 0 0 0 0 0 0 0 0

.........................................................................................GTGGTGATTGGTATGTCATATA............................................................................................ 22 0 12 0.08 1 1 0 0 0 0 0 0 0 0

..........................................................................................TGGTGATTGGTATGTCATA.............................................................................................. 19 0 20 0.05 1 0 0 0 0 1 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 4_group1:1629844-1630046 + dps_3832 CTGCAAAGCTGCCAA-CTACAGTTACTATCGATAGTGCCATCGATGGTTTGACACCTGTAGTTGGCGATAGTGGCGCCACTTGATAGTATCACCACTAACCATACAGTATATATACAGTATATACTATCAAGTNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
droPer2 scaffold_5:3576316-3576447

-
CTGCAAAGCTGCCAA-CTACAGTTACTATCGATAGTGCCATCGATGGTTTGACACCTGTAGTTGGCGATAGTGGCGCCACTTGATAGTATCACCACTAACCATACAGTATATATACAGTATATACTATCAAGT-----------------------------------------------------------------------

droFic1 scf7180000453815:504647-
504655 -

CTGCGAAGC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000490970:385016-
385024 -

TTGGAAAAC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droRho1 scf7180000779524:275851-
275859 +

ATGGAAAAC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000302422:2904089-
2904097 -

CTGGAAAGC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415858:122780-
122805 -

CTGAGAAGCGTGCAAAGTCTAGTAAC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEug1 scf7180000409463:1995066-
1995079 +

CTGGAAAGCGGCCA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dm3 chr2L:6561665-6561679 + CTGGAAAACGGACAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droSim2 2l:6335170-6335184 + CTGGAAAACGGGCAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droSec2 scaffold_3:2101199-2101213

+
CTGGAAAACGGGCAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droYak3 2L:6354554-6354562 - CTGGAAAAC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droEre2 scaffold_4929:15469604-

15469627 +
CTGGATAACGGACAA-TAACTGGTA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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Legend: mature star mismatch in alignment mismatch in read
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intron [Dpse\GA24472-in]; CDS [Dpse\GA24472-cds]; CDS [Dpse\GA24472-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GATTACACCAGCCCTGAGTAGAAAACTCCCACAAAATGCTGTCGAACAAGGTTAGTGGGCCAGAGTAAACCTTCAAGTCGTATCCGTCTAACGGAGATTTGCCCCACCAACAGAAAATCTTTCGGTTGATCGCCTGCTTTGCCGCTCTCAATATGGTGTGCGC

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

#
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Total
Norm Total

M040

female
body

V112

male
body

GSM343916

embryo

..................................................GTTAGTGGGCCAGAGTAAACCTT.......................................................................................... 23 0 1 6.00 6 1 5 0

............................................................................................GGAGATTTGCCCCACCAACAGT................................................. 22 1 1 2.00 2 2 0 0

....................................................................................CGTCTAACGGAGATTTGCCCCAC........................................................ 23 0 1 1.00 1 1 0 0

...............................................................................................GATTTGCCCCACCAACAG.................................................. 18 0 1 1.00 1 1 0 0

..................................................GTTAGTGGGCCAGAGTAAACCTTCA........................................................................................ 25 0 1 1.00 1 0 1 0

..................................................GTTAGTGGGCCAGAGTAAACCTTT......................................................................................... 24 1 1 1.00 1 1 0 0

..................................................GTTAGTGGGCCAGAGTAAACCTTCAA....................................................................................... 26 0 1 1.00 1 0 1 0

..........................................................................................ACGGAGATTTGCCCCACC....................................................... 18 0 1 1.00 1 1 0 0

Anti-sense strand reads

CTAATGTGGTCGGGACTCATCTTTTGAGGGTGTTTTACGACAGCTTGTTCCAATCACCCGGTCTCATTTGGAAGTTCAGCATAGGCAGATTGCCTCTAAACGGGGTGGTTGTCTTTTAGAAAGCCAACTAGCGGACGAAACGGCGAGAGTTATACCACACGCG

**************************************************(((.(((((.....(((((.((((.((.((....)).))...)))).)))))))))).)))..**************************************************
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 3:3635644-3635806 - dps_998 GATTACACCAGC-CCT-GAGTAG-AAA---ACTCCCACAAAATGCTGTCGAACAAGGTTAGTGGGCCAGA---GTAAAC-CTTCA--AGTC----GTATC---------CGTCT------AACGGAGA---TTT--------GCCCCACCAACAGAAAATCTTTCGGTTGATCGCCTGCTTTGCCGCTCTCAATATGGTGTGCGC
droPer2 scaffold_2:3825912-3826074

-
GATTACACCAGC-CCT-GAGTAG-AAA---ACTCCCACAAAATGCTGTCGAATAAGGTTAGTGGGCCAGA---GTAAAC-CTTCA--AGTC----GTAA---------CCGTCT------AACGGAGA---TTT--------ACCCCACCAATAGCAAATCTTTCGGTTGATCGCCTGCTTTGCCGCTCTCAATATGGTGTGCGC

droWil2 scf2_1100000004513:10875-
11040 -

AGCGATAATAAT-TGT-AATT----AA---AACCACACAAAATGATGAATAATAAGGTGAGTTTGCTTGA---TTAAAG-T--CA--ATGAAATTGAAA-G--------ACTATAATGCAAATG------AA-----T--TATCCAAAAATATAGCAAATATTGAAATTAATGGCCATTGTGTTAACCATTAATCTGGTATTGGC

droVir3 scaffold_12875:14355872-
14356032 -

TTTAACACTTAA-ACA-GATCT---AA---AGCCAAACAAAATGATGTCTTACAAGGTGAGTAAGCCGGC----TAAAT-ATGCA--GC-T----GAATA--------GGCTCT------AATAGATC---TCT-----T--GCTCTATCAATAGCATATTTGGCAACTGGTCGCGTGCCTCGTTACTCTGGAAGTGGCTTGTGC

droMoj3 scaffold_6496:9816595-
9816757 -

GAGCAAT-CAGT-TAA-AAAT----CA---GATCAAACAGAATGCAGTCTACTAAGGTGAGTAAACCGTG----TGAGC-ATACA--GC-TG---AATTG--------AGTTTT------CATAGAAG---TCTC--T--CTCATCATCAAACAGCAAATTTGTCAAATACTCGCCTACCTTGTGGCCCTGCAATTGGTCTGTGC

droGri2 scaffold_15245:14339569-
14339726 -

AAACCCTA---TTGTC-AAATA-AAAAAATACAAAAACACAATGCAGTTAAATAAGGTGGGTAATTAAAT-A-----A------G--AATC----ACGTA--------TACTCT------AATAGCAT---TTT-----A--AATTTGTCTACAGCAAATTTGGCAATTACTTGCGTGTATTTTTGCTTTGAAATTGATTTGCGC

droAna3 scaffold_13266:4968423-
4968573 -

CAAAT---------------------A---ATCCCCACAAAATGCAGTTGAAACCGGTAAGTTATGACTC---TTAATC-A-CAA--AGAT----TTCTA--------AGCTTA------ATCGACTT---AATTCTTTA--ATTTAAAAAATAGTTTACCTTCCAAATTGTTACCTGCTTTGCTGTGATTGGTTTGGCGTTAGC

droBip1 scf7180000395751:778241-
778383 -

AATA--------------------------ATCCCCATAAAATGCAGTTAAAACAGGTAAGCTAATGGCT-G-TTAGTC--ACCG--TTGA--T-TG-CT--------------------AGTTCTAATAT----TTTTA--ATTTAAATAATAGTTTACCCTCCAAATTGTGGCCTTCTTTGCTGTATTTGGCTTGGCATTCGC

droKik1 scf7180000302682:55385-
55545 +

AAAACT---------A-GAGTAA--AA---ATCTGTTTGAAATGCAGTACAGACAAGTAAGTTAATATAT---ATAATT-TTTAA--AAGT----ATTTA--------AGTTTT------AATGGAAT---TTTTTCTTA--ATCGGAAAAATAGCTGATCTTTCAACTGATGGCCTGCTTAGCCACCTTTGAGCTGGTGCTTGG

droFic1 scf7180000453811:101310-
101460 +

ACCATT-------------TA---AAA---AACTAATTAAAATGAAGTACAATAAGGTGAGTACAGCAAGA---TA-CTT--AAGA-AATT----GAATT---------TATTA------AACTGACA--TT-----TTC--ATTTAAAAACTAGATAATCTTCCAACTGATCGCCTGCTTTGCGACTTTTGAGCTGGTGTTTGG

droEle1 scf7180000491232:209313-
209445 +

AAT----------------------------------------GAACTTTCAACAGGTAATTAAAATTAATAA----CTT--GAA--AAGT----GTA--------ATTCATCT------AATAGAAA---TAT-TTATT--TTTTACAAAATAGATCATCTTTCAACTGATCGCCTGCTTGGCGTTTTTTGCGCAAGTATTTGG

droRho1 scf7180000780265:204668-
204822 +

GTTCACA------------TAA---AA---TACCTACCAGAATGAAATATCACCAGGTAATTAAAGAAAAA---TG-TC----AAATCAGT------------TTTGTTGATCT------AAAATAAA---TA-TTTTAA--ATTTGGAAAACAGATCATCTTTCAACTGATCGCCTGCTTTGCGACCTTTGAGCTGGTACTTGG

droBia1 scf7180000302143:1240562-
1240711 +

AATTA-----------------------AATAACCACCAAAATGCATTACAACAAGGTAACTGCAGTAACTGC----TTT--T-C--GGGC------C-----CT---TCCTTC------AATACTAAC-TTTTTTTGGC--ATTCGTAAACTAGATACTCCTACAACTGATTGCCTGTTTTGCTACCCTGGAGCTGGTGATCGG

droTak1 scf7180000415722:46290-
46445 -

AAATATA------------GTA---AA---AACATACCAAAATGCAATACAACAAGGTAAGTGCAGCTAAAAA----CAT--CTA--AGAA------------TTTATTGCTTT------AATAACAA---CTCCTTTGC--ATTTGAAAAATAGATCATCTTTCAACTGATGGCCTGCATTGCGACTCTTGAGCTGGTGCTTAG

droEug1 scf7180000409474:774047-
774202 +

TATAAA---AGC-TCC-GATA----AA---ATACCAACAAAATGCAATACAATAAGGTAAGCTTAGCTAAAAA----CTT--TAA--AGGG------------TTTAATAAGA------TAATA------TTTATAATGA--ATTG---GTATAGAAGATCCTACAACTGGTTGCTTGCTTGCTTTGCTTTACGCTGGTATTCGG

dm3 chr2R:17168977-17169139 - TTATATCAGTACT-TAAAATCT-AAAAAACTTACCATTAAAATGCGTTGCAACAAGGTATGTTCGATTGGCAA----CCT--TTA--AA-----------GTATTTG--------TTGCTAATA------TA-----T--GTATCCATATAATAGATTATTTTCCAACTTATTGCCTGTTTTGTGATCATTGAGCTTGTGCTCGG
droSim2 2r:17723425-17723588 - TCATATCACTACT-TAAAATCT-AATAAACTTACCATCAAAATGCGTTGCAACAAGGTATGTAAAGTTATCAA----CT-TTTTA--AA-----------GTATTTG--------TTTCTAATT------TA-----T--CTATCCATATAATAGATTATCTTCCAATTTATTGCCTGTTTTGCGGTTATTGAGCTCGTGCTCGG

droSec2 scaffold_9:498831-498995 - TCATATCACTACT-TAAAATCT-AATAAACTTACCATCAAAATGCGTTGCAACAAGGTATGTTAAGTTATCAA----CT-TTTTA--AA-----------GTATTTG----TTT---ACTAATT------TA-----T--CTATCCATATAATAGATTATCTTCCAATTTATTGCCTGTTTTGCGGTTATTGAGCTCGTGCTCGGdroYak3 2R:12019246-12019387 + AATTA-----------------------ACTTACCATTAAAATGCACTGCAATAAGGTAAGAACAGTTGAGAC----CAT--TTA--AA-----------GTGCCTA--------TTGCTAATA------TA-----T--CCATCTATACAATAGGTTATCATCCAACTCATTGCCTGTTTTGCGACTCTTGAGCTGGTGCTTGG

droEre2 scaffold_4845:11312989-
11313151 -

GATTTTATATAAC-TTAAAACT-CATAAACGTACCATTAAAATGCGGTGCAACAGGGTACGTACAGTTGATAC----CGT--CTA--AA-----------GTACATA--------TTGCTAATA------TA-----T--CTATCTATACAATAGATTATCTTCCACCTCCTTGCCTGTTTCGCGACTCTTGAGCTCGTGCTCGG
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ACATTGAGGATACTTTATACATGAATGAATATAAAATATCTACATATGTACATATATAATACATAGGTACAAGATCTACTGAGAAACTATTTCTCAATTGTGTGGCTCTTATCTGCGTACTATGTATACACATATGTAAATAAATTTCAACATACATATTTCGTACAAAAATAAGTAAATA

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

V112

male
body

GSM343916

embryo

GSM444067

head

M059

embryo

............................................................................................................TTATCTGCGTACTATGTATACA................................................... 22 0 1 11.00 11 5 2 1 2 1

............................................................................................................TTATCTGCGTACTATGTATACT................................................... 22 1 1 1.00 1 0 0 0 0 1

............................................................................................................TTATCTGCGTACTATGTATA..................................................... 20 0 1 1.00 1 0 1 0 0 0

..........................................................................................................TCTTATCTGCGTACTATGTAT...................................................... 21 0 1 1.00 1 0 0 0 1 0

..................................................CATATATAATACATAGGTACAAGA........................................................................................................... 24 0 1 1.00 1 0 0 1 0 0

Anti-sense strand reads

TGTAACTCCTATGAAATATGTACTTACTTATATTTTATAGATGTATACATGTATATATTATGTATCCATGTTCTAGATGACTCTTTGATAAAGAGTTAACACACCGAGAATAGACGCATGATACATATGTGTATACATTTATTTAAAGTTGTATGTATAAAGCATGTTTTTATTCATTTAT

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

M062

head
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 4_group2:1112869-1113049 + dps_96 ACATTGAGGATACTTTATACATGAATGAATAT-----------------------------------------------------------------------AAAATA-TCTACATAT----GTACATA------------------------------TATAATACATAGG------------------TACAAGATCTACTGAGAAAC-------TAT-TTCTCAATTGTGTGGCT--------------------CTTATCTGCGTAC-TATGTATACACA----TATGTAAATAAATTTCAACAT--------------------------------------------------------------------------------------------------------------------------------------------------ACATAT-T---TCGTACAAAAATAAGTAAATA
droPer2 scaffold_1:1072174-1072354

+
ACATTGAGGATACTTTATACATGAATGAATAT-----------------------------------------------------------------------AAAATA-TCTACATAT----GTACATA------------------------------TATAATACATAGG------------------TACAAGATCTACTGAGAAAC-------TAT-TGCTCAATTGTGTGGTT--------------------CTTATCTGCGTAC-TATGTATACACA----TATGTAAATAAATTTCAACAT--------------------------------------------------------------------------------------------------------------------------------------------------ACATAT-T---TCGTACAAAAATAAGTAAATA

droWil2 scf2_1100000004887:337898-
338063 -

TAAGTGAGAAA---------------------AATG------TACG-------TT----------------------------------------------AAAATATA-TGTACATAT----GTATGTATATGTATATATGTATGTACATACATCCATA--------------------------------------------------------TATTC-TACACAAATTTGATAAA--------------------ATTATTATTATAA-AAAAAATATACA----TATGTAATTATTTAAGTACAT--------------------------------------------------------------------------------------------------------------------------------------------------ACGATA-T---ATGTAC-----AATGTATATA

droVir3 scaffold_10324:95633-95781
+

ATATATACGAA---------------------TATATATATATATA-TATATATATAT-ATATATATATATATATATATATATATATGCA------------------------------------------------------------------------------------------------------------------------------TATATATGA---------------ATATACATACATAC----------------AAACACATACATACA----TATGTACATACATACA----T--------------------------------------------------------------------------------------------------------------------------------------------------ACA-----AACACATACATACATATGTACATA

droMoj3 scaffold_6500:31126453-
31126655 +

ACATTTGTAAG--TTCAAAAATTGGTAAATAC---AAATACATACATTGTATATATAA-ATACA--------------------------------------------------------------------------------------------------T--TGTATGTGTGCAGCAAAGAATGTTTTTATAAAATTCATTCATAAATATTTGTGTGTGTGA---------------GTGTACT------------TCTACAT----ATGTACATAGTTATATATTTATCTAAATACG--------T--------ACAAATT--------------------------------------------------------------------------------------------------------GTATATACAGTGC---------------------------ATTTGAGGATATGTGT-TA

droGri2 scaffold_14624:2197669-
2197853 -

AGATTGATACA---------------------CATACATATGTACA-CACATACATAT-TTACACACATACATATGTACA----------------------------------------------------------------------TACATACATA--------------------------------------------------------TGTACATACATAGAT-TGATACACATACATATGTACACACATACATATTTACATACATACATATGTACA----TGCATACATATGTAC--------------------------------------------------------------------------------------------------------------------------------------------------ATACATACATATGT---ACATACATACATATGTACATA

droAna3 scaffold_12916:14218579-
14218762 +

CCTT---------------------------------------------------------ACCTGTGTATCTGT------------GAAAATGTGTAACTAAGAAATA-CTTATGTACGCATGTAC-------------------------------------------------------------------------------------------------------------------------------------------------------------------AT------------------ATATGCTACATGGTTGCATAAACAATTAATACGGAAATGCGCGAAAAGTCATAAG---------------------------------------------TTTTCATGT---ATTTTCTGTGTATGCATTTCCTTTGGATGTCCATGTA-----AATATATATGTAAAGGTGTCTATT

droBip1 scf7180000396572:2751053-
2751212 -

CCCT---------------------------------------------------------ACCTGTGTATCTGT------------GAAAATGTGTAACTAAGAAATT-CTTATGTACGCAT----GT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATATGCTACATGGTTGCATAAACAATTAATACGGAAATGCGCGAAAACGCATAAG---------------------------------------------TTTTCATGT---ATTTTCTGTGTATGCATTTC-------------------------CCTTGCAAGTCCATGTAAATA

droKik1 scf7180000302252:17040-
17118 +

AGAATATAAT------ATATATAATTAATT--AAATAGAATATATA------------------------------------------------------------ATA-TATATATAT----ATATATA------------------------------T------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATATATATATATATATATACA

droFic1 scf7180000453838:622410-
622608 +

ATATCTTT-----------------------------------------------------ACCTGTGTATCTGT------GTTTCCGAAAATATGTAGCTACGAAATTAT--------TCAT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------AT------------------GTATGTTTTATGATTGCATAAACAATTAGAAACGAAATGTGTATATACGAGTAAGGTTTTGCCGAACTGTCTTTGCAAAAAAAAAGAGAAAAAAAGTGAGTTTTCCTCTTTCATTTTCTGTGTATGCATTTC---------------------------CTCCAGA----------AA

droEle1 scf7180000491186:3483016-
3483253 +

GCGTTTTTGATA--------------------GGCCAATACATACAATTTATATAAAT-TTACCTGTGTATCTGT------ATTTTCGAAAATATGTAGCTATGAAAACAT--------TCAT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------AT------------------GTTAGCTTTATGATTGCATAAACAATTAGATTCGAAATGTGTATATACCCGTAAGGATTACCCGAACTGCCAGTGCAAAAA--------------GTGAGTTTTCTTCTTTCATTTTCTGTGTATGCATTTCCTCT-----------AA-----AAAACTCGCGTAAATAAATGAATC

droRho1 scf7180000777362:14469-
14604 +

GCGTTTTTGAT---------------------GGTCAATACATACAATTTATATCAAT-TTACCTGTGTATCTGT------ATTTTCAAAAATATGTAGCTCTGAAAATAT--------TCAT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------AT------------------GTAAGCTTTATGATTGCATAAACAATTAGAATCGA-----------------------------------------------------------------------------------------------------------------------------------AATGTGTATATA

droTak1 scf7180000415438:599098-
599260 +

ACATAC---------------------------------------AATTTATATATCT-TTACCTGTGTATCTGT------ATCTTCGAAAATATGTAGCTATGAAAATAT--------TCGT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GTATGCTTTATGATTGCATAAACAATTAGAAACGAAATGTGTATATACGCGTAAGGATTTGCCGAACTGTCATTGCAAAAA------------------------------------------------------------------------------------AAAGAAGAAAAAA

dm3 chrUextra:6312744-6312915
+

ATATATACATA---------------------TATACATATATACA-TATATACATAT-TTACATATATACATATATACATATATACATA------------------------------------------------------------------------------------------------------------------------------TATACATAT---------------ATACATATATACATATATACATATGTACATATATACATATATACA----TATGTACATATATGCAGATAT--------------------------------------------------------------------------------------------------------------------------------------------------ACATATGT--TGCATATATACATATATACATA

droSim2 4:32501-32538 + TGAATATGGA------------------------------------------------------------------------------------------------ATA-TCCATATAT----GTATAT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GTGTATACAT-------------------------------------------------

droSec2 scaffold_3:5804550-5804753
+

GCACTTCTGAC---------------------GGTCAATACATACAATTTATACATCTTTCACCTGTGTATCTGTATCTGTATTCTCGAAAATATGTAGCTATGAAA-TAG--------TCAT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------AC------------------GAATGCTTTATGATTGCATAAACAATTAGAGGCGAAATGTGTATGTACGCGTAAGGATTTGCCGAGCAGTCAGTGCAAAAAGAGCAG-------------------------------------------------------------G-----AAAA--CGCG-AAAAAAGTGAGTT

droYak3 2R:792565-792617 - TAT--------------------------------------------------------------------------------------------ATAGATACACAAAAAT--------ACAT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------GT--------------------TTAGT---------------------------------------------------------------TAAAATA------------------------------------------------------------------------------------AAAAAAATAAATAA-AA
droEre2 scaffold_289:74-215 + TTTAGAGAGATA------------------------TATATATATA--------------------------------------------------------------------------------------------------------TATATATATA--------------------------------------------------------TATATATATAT---------ATATATATATATATATATATATATATATATATATATATATATATATATA----TATATATATATATAT--------------------------------------------------------------------------------------------------------------------------------------------------ATATATATATATAT---AAATATAAATATATATAAATA
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CCGAAATGTTTAATCCCCAAAACTCCATCCAACGACGAATCCCTCCCTCCCCCCTCCCCCACCCGGAAAATAATTCAAAATATCCCAGAACAAATGGTGCAACATTCGAGGGATATGTTGAATCATCTTCTGGGGGGCGGCGGGGCGGTGCGGGGGCGAGTATTCGGTTCTTTGCCACCTCGCTGACGCCTGTT

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

#
Mismatch
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Norm Total

M040

female
body

SRR902011

testis

M059

embryo

SRR902012

CNS
imaginal
disc

GSM343916

embryo

V112

male
body

GSM444067

head

................................................................................................................ATATGTTGAATCATCTTCTGG............................................................. 21 0 1 2.00 2 2 0 0 0 0 0 0

................................................................................................................ATATGTTGAATCATCTTCTG.............................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0

...........................................................................................................................................................................TTGCCACCTCGCTGACGCCT... 20 0 1 1.00 1 1 0 0 0 0 0 0

...............................................................................................................GATATGTTGAATCATCTTCTGG............................................................. 22 0 1 1.00 1 1 0 0 0 0 0 0

............................................................................................................AGGGATATGTTGAATCG..................................................................... 17 1 1 1.00 1 0 1 0 0 0 0 0

........................................................................................AACAAATGGTGCAACATTCGAGGGA................................................................................. 25 0 1 1.00 1 0 0 1 0 0 0 0

.................................................................................................................TATGTTGAATCATCTTCTGG............................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0

................................................................................................................ATATGTTGAATCATCTTCTGGG............................................................ 22 0 1 1.00 1 1 0 0 0 0 0 0

.......................................................................................GAACAAATGGTGCAACATTCGAGGG.................................................................................. 25 0 1 1.00 1 1 0 0 0 0 0 0

........................................................................................AACAAATGGTGCAACATTCGAGGGAT................................................................................ 26 0 1 1.00 1 1 0 0 0 0 0 0

...................................................................AAATAATTCAAAATATCCCA........................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0

........................................................................................................................AATCATCTTCTGGGGGGC........................................................ 18 0 1 1.00 1 1 0 0 0 0 0 0

...................................................................................................................TGTTGAATCATCTTCTGGGGGG......................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0

...................................................................................................CAACATTCGAGGGATATGTTG.......................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0

.........................................................................................................................ATCATCTTCTGGGGGGCGGC..................................................... 20 0 1 1.00 1 0 0 0 1 0 0 0

Anti-sense strand reads

GGCTTTACAAATTAGGGGTTTTGAGGTAGGTTGCTGCTTAGGGAGGGAGGGGGGAGGGGGTGGGCCTTTTATTAAGTTTTATAGGGTCTTGTTTACCACGTTGTAAGCTCCCTATACAACTTAGTAGAAGACCCCCCGCCGCCCCGCCACGCCCCCGCTCATAAGCCAAGAAACGGTGGAGCGACTGCGGACAA

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

GSM343916

embryo

V112

male
body

..................................................................................................CGTTGTAAGCTCCCTATACAA........................................................................... 21 0 1 1.00 1 1 0 0

........................................GGGAGGGAGGGGGGAGGG........................................................................................................................................ 18 0 4 0.25 1 1 0 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 XR_group6:11946251-

11946444 -
dps_3712 CCGAAA-----------------------TGTTTAATCCCCAAAACTCCATCCAACGACGAATCCCTCCCTC--CCCCCTC---------CCCCACCCGGAAAATAATTCAAAATATCC-------------------CAGAACAAATGGTGCAACATTCGAGGGATATGTTGAATCATCTTCTGGG-------GGGCGGCGGGG----CGGTG-C--GGGGGCGAG----------------------TATTCGGTTCTTTGCCACCTCGCTGACGCCTGTT

droPer2 scaffold_20:1867898-
1868089 -

CCGAAA-----------------------TGTTTAATCCCCAAAACACCATCCAACGACGAATCCCTCCCCCCCCCCCCTC---------CCCCACCCGGAAAATAATTCAAAATATCC-------------------CAGAACAAATGGTGCAACATTCGAGGGATATGTTGAATCATCTTCTGGG-------GGG----------GGCGGGG-CGGGGGGGCGAG----------------------TATTCGGTTCTTTGCCACCTCGCTGACGCCTGTT

droWil2 scf2_1100000004921:750944-
751040 +

GGGCAT--------------TTTG------------------------------------------------------------------------------------------------------TTGCGTGTTCTATGCGACTGACGAGGCGG--TACGC----GG---GGTTGCATCCTTGTCGCA------------------TG--GTG----------------------TCTGTTGAC-------------------CCTTTCTCTTTCTCGCCTG

droVir3 scaffold_13047:13022396-
13022518 +

GAAAAC-----------------------AACGCAA---------------------------------------------------------------------------A--TATCC-----------CAAAACCGAGCAACTGGTCAAGCAA--CTTCT----GG---TGTTGGATCCTCTGCG---------------GCGATGGCGGCGAC-------------GGCGGCTCCTTCCAACGTTGTCTTCGGCT--TTG----------CCTTTGCCTT

droMoj3 scaffold_6473:15774689-
15774800 -

AA-------------------------------------------------------------------------------------------------------------------------------------------AACAAATGGTGTGA--C--CA----TT---TGGGTGGGAAATGGCGACTGGGCGTGCAGTGGGGC---CGGCG-G--AGGAACGCGCAAGCCGATTGTTAAAATGAC---------------GCACTTTAATGGTTCTTCTT

droGri2 scaffold_15203:6327093-
6327153 +

TGCG-G--------------CTT--------------------------------------------------------------------------------------------------------TCGAGGGA-------------------------------TGAGCAGAAGCGTGACTGAGGGG------------------GT--AGC--------------------------------------------------CAAGTGGTAGGGGGGCG--

droBip1 scf7180000394714:115026-
115057 -

TTGGAT--------------TTT---------TCGCCT---------------------------------------------CTTT-ATCCT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTGCCACC

droKik1 scf7180000302441:1760603-
1760739 +

CTAAAA-----------------------TACCCAATACC------------------------------------------ATCCCAAATCCCCGCC--AGAGTAACTCAA--TATCCTCTCCCTCTGGGGAGACAAAACAACAAATGGTGCAA--TTCGA----TA---TGAGTTATTTCTGGGGAG------------------TGTGTTG--------------------------------------------------CGAGTCGCTGGCTTCAGTT

droFic1 scf7180000454113:23767-
23894 +

CTCCAA-----------------------CATCCAATTCC------------------------------------------ATCCC-AATCCCAGCC--AGCGTAACTCAA--TATCCT------CTCGGGAGACAAAACAACAAATGGTGCAA--TTCGA----TA---TGAGTTATTTCTGGGGAG------------------TG--TTG--------------------------------------------------CGAGTCGCTGGCTGCCGTT

droEle1 scf7180000491249:3447741-
3447878 +

CCGCAG--------------CCCTCAA-AATACCATCACA------------------------------------------ATCCC-AATCCCAGCC--AGCGTAACTCAA--TATCGTC----TCTCGGGAGACAAAACAACAAATGGTGCAA--TTCGA----TA---TGAGTTATTTCTGGGGAG------------------TG--TTG--------------------------------------------------CGAGTCGCTGGCAGCCGTT

droRho1 scf7180000768616:35510-
35652 -

CTCCAA-----------------------CACCCAATCCCCAA--CCCAATCC-----------------------C----AATCCC-AATCCTGGCC--AGCGTAACTCAA--TATCCTC----TCTCGGGAGACAAAACAACAAATGGTGCAA--TTCGA----TA---TGAGTTATTTCTGGGGAG------------------TG--TTG--------------------------------------------------CGAGTCGCTGGCTGCCGTT

droBia1 scf7180000302421:2198169-
2198199 -

GAATCC-----------------------CATCCCC-----------------------------------------------CCCC-CCCCCCCACC--AGAA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415229:26082-
26243 +

CCGCAG--------------CCCTCCG---------------AAAAACGAAACAACAACTTCACCCTGGGAT--CCC----AATCCC-AATCCCAGCC--AGCGTAACTCAA--TATCCTC----CCTAGGGAGACAAAACAACAAATGGTGCAA--TTCGA----TA---TGAGTTATTTCTGGGGAG------------------TGTGCTG--------------------------------------------------CGAGTCGCTGGCTGCCGCT

droEug1 scf7180000407756:374444-
374581 -

CCGCAG--------------CCCTCCA-ACACCCAATGCC------------------------------------------ATCCC-AATCCCAGCC--AGCGTAACTCAA--TATCCT------CTAGGGAGACAAAACAACAAATGGTGCAA--TTCGA----TA---TGAGTTATTTCTGGGGAG------------------TGTGTTG--------------------------------------------------CGAGTCGCTGGCTGCCGTT

dm3 chrX:17955564-17955659 - CAGAAGAGTGTTCTAAGTTGCCG-----TTAACCCACCCC------------------------------------------CTCCC-CCTCCCCCTC--CACCCACCACAC--CACTCA------TTTTAAATGTGCAAAAAATAATGTTGCA---------------------------------------------------------------------------------------------------------------------------------
droSim2 3l:1948779-1948913 - CA---G--------------CCCTCCA-AGCCCCAATGCC------------------------------------------ATCCC-CATCCCAGGC--AGCGTAACTCAA--TATCCT------CTCGGGAGACAAAACAACAAATGGTGCAA--TTCGA----TA---TGAGTTATTCCTGGGGAG------------------TGTGTTG--------------------------------------------------CGAGTCGCTGGCTGCCGTT
droSec2 scaffold_2:2064292-2064426

-
CA---A--------------CCCTCCA-AGCCCCAGTGCC------------------------------------------ATCCC-CATCCCAGGC--AGCGTAACTCAA--TATCCT------CTCGGGAGACAAAACAACAAATGGTGCAA--TTCGA----TA---TGAGTTATTCCTGGGGAG------------------TGTGTTG--------------------------------------------------CGAGTCGCTGGCTGCCGTT

droYak3 3L:1996442-1996577 - CA---A--------------CCCTCCAAACACCCAATGGC------------------------------------------ATCTC-CATCCCAGCC--AGTGTAACTCAA--TATCCT------CTCGGGAGACAAAACAACAAATGGTGCAA--TTCGA----TA---TGAGTTATTTCTGGGGAG------------------TGTGTTG--------------------------------------------------CGAGTCGCTGGCTGCCGTT
droEre2 scaffold_4784:2036454-

2036592 -
CCACAA--------------CCCTCCAAACGCCCAATGCC------------------------------------------ATCTC-CATCCCAGCC--AGCGTAACTCAA--TATCCT------CTCGGGAGACAAAACAACAAATGGTGCAA--TTCGA----TA---TGAGTTATTCCTGGGGAG------------------TGTGTTG--------------------------------------------------CGAGTCGCTGGCTGCCGTT

Generated: 09/08/2015 at 08:17 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
0
1
0
0
0
1
0
0
0
0
0
1
0
0
1

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


ID:

dps_1105

Coordinate:

3:8642440-8642498 -

Confidence:

candidate

Class:

Mirtron

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dpse\GA22143-in]; CDS [Dpse\GA22143-cds]; CDS [Dpse\GA22143-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CAAACCAATTGCCCAAAATACGGGGGGAGCCAAACCTGCAAAAGTTTCAAGTAATCATGAAATACTCCAGCTTTCATTCGAGACTAACGAGTACTTCATGAATTTGCAGGGCTCCGACATGTACAAAGAGATAAGGGCTTTGAGTGGTTTCGCCAGCAA

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

GSM343916

embryo

M059

embryo

M062

head

..................................................GTAATCATGAAATACTCCAGCTTTC.................................................................................... 25 0 1 2.00 2 2 0 0 0

..................................................GTAATCATGAAATACTCCAGCTTT..................................................................................... 24 0 1 2.00 2 2 0 0 0

...................................................TAATCATGAAATACTCCAGCTT...................................................................................... 22 0 1 1.00 1 1 0 0 0

.................................................................................GACTAACGAGTACTTCATGAATTTG..................................................... 25 0 1 1.00 1 1 0 0 0

................................................................................................................................AGATAAGGGCTTTGAGTG............. 18 0 1 1.00 1 1 0 0 0

......AATTGCCCAAAATACGGGGGGAGCC................................................................................................................................ 25 0 1 1.00 1 1 0 0 0

..................................................GTAATCATGAAATACTCCAGCTT...................................................................................... 23 0 1 1.00 1 1 0 0 0

.................................................................TCCAGCTTTCATTCGAGACTAACGA..................................................................... 25 0 1 1.00 1 0 1 0 0

................................................................CTCCAGCTTTCATTCGAGACT.......................................................................... 21 0 1 1.00 1 1 0 0 0

..................................................................................ACTAACGAGTACTTCATGAATTTGCA................................................... 26 0 1 1.00 1 0 1 0 0

.................................................................................GACTAACGAGTACTTCATGAATTTGCA................................................... 27 0 1 1.00 1 0 0 1 0

...........................AGCCAAACCTGCAAAAGTTTCAAG............................................................................................................ 24 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

GTTTGGTTAACGGGTTTTATGCCCCCCTCGGTTTGGACGTTTTCAAAGTTCATTAGTACTTTATGAGGTCGAAAGTAAGCTCTGATTGCTCATGAAGTACTTAAACGTCCCGAGGCTGTACATGTTTCTCTATTCCCGAAACTCACCAAAGCGGTCGTT

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

#
Mismatch

Hit
Count

Total
Norm Total

GSM343916

embryo

M040

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 3:8642390-8642548 - dps_1105 CAAACCAATTGCCCAAAATACGGGGGGAGCCAAACCTGCAAAAGTTTCAAGTAATCATGAAATACTCCAGCT--------TTCATT---------------CGAGACTAACGA----GTAC------------------TTCA---------------TGAAT-TTGCAGGGCTCCGACATGTACAAAGAGATAAGGGCTTTGAGTGGTT--TCGCCAGCAA----
droPer2 scaffold_4:2526825-2526983 - dpe_2486 CAAACCAATTGCCCAAAATACGGGGGGAGCCAAACCTGCAAAAGTTTCAAGTAATCATGAAATACTCCAGCT--------TTCATT---------------CGAGACTAACGA----GTAC------------------TTCA---------------TGAAT-TTGCAGGGCTCCGACATGTACAAAGAGATAAGGGCTTTGAGTGGTT--TCGCCAGCAA----
droWil2 scf2_1100000004513:3399988-

3400168 -
CAAATAATCTGCCAGTCATAAGAAAGAAACCTAACTTGGAGAAATTTCAGGTAATTATGAAATACAATACACATTAACCCACCAA--------------------------ATGTGTTTAATCTAATGCAAGAGATAACAT---------------TGCAATTTTCTTAGGGCTCAGACATGTTCAAAGAGATAAGAGCTTTGAGTGGATCATCGTCATCAG----

droVir3 scaffold_12823:2274668-
2274825 -

CGAACAATCTGCCCGTT---TGTGAAAAGCCAAATGTAGATAAATTTCGAGTGAGCATGATATTCAAAATAT-----------ATT---------------CGTTTGCACC-GATGACTAA------------------TACA-------------TGGCCCA-TTGCAGACCACAGACATGTACAAAGAGGTAAGAGCACGCAGCAGCC--TGGCCAGCAA----

droMoj3 scaffold_6496:1629722-
1629879 -

CAAATAATCTGCCAGTT---TGTGAAAAGCCAAACGTAGATAAATTTAAAGTGAGCATGAAATTGATAATAG--T-----TTC-TT--------------TGTTTACCCACAA----TC--------------------------AAT------TGCAAATCG-TTACAGTACACAGAGATGTACAACGAGGTAAAAGCTCGTTGCAGCA--TGACCGCCAA----

droGri2 scaffold_15245:15801041-
15801202 +

CAAGCAGTCTCCCAGTT---TGTGAAAAACCAAATGTAGACCAATTTCAAGTAAGCCCGAAACTAACAAAGC--CC------CATT---------------TGATTACAGT-G----ATGA------------------TTCA--GCC------AAAACAAAT-TTTCAGACCACAGATATGTACAAAGAAGTTCAAGCGCGCAGCAGTC--TGCTCAGCAA----

droAna3 scaffold_13266:4095861-
4096027 -

CAAATGACCTGCCCGTGATTAGAAACAAACCCAATCTGGAGAAATTTCAGGTAATAATGAAATACCCCACCC--CCACCG-ACCATAGAAAGTAATGCGG------------A----GTA--------------------T-------------CGTTAATTT-TCACAGAACACGGACATATATAAAGAGATAAGGGCCTCCAGTGGCC--TTGTAAGCAC----

droBip1 scf7180000396427:2540760-
2540930 -

CAAACGACCTGCCAGTCATTAGAAACAAGCCCAATCTGGAGAAATTTCAGGTAATTATGAAATACCCCGCCC--CCAGCGACCAAA-GAAAGTAACGCGG------------A----GTG---------------------------T------CTTTTCATT-TCGCAGAACACTGACATATATAAAGAGATAAGGGCCTCTAGTGGCC--TTGTAAGCACAAAT

droKik1 scf7180000302471:978930-
979095 +

CCAACGAAATGCCCATAATACGGAGTAAGCCAGATTTGGAGAAATTTCAGGTATTGATGAAATACCCCGCCT--CT-GCGACCGAAGGCAAGCAACTTTG-----------------GTAA------------------T--------------CG-TTTCGA-TTGCAGGCCACCGATATATACAAGGAGATAAGGGCCTCCAGCGGCC--TGGGGAGCCA----

droFic1 scf7180000454039:1812692-
1812852 +

CCCATGAGCTGCCAGTAATTCGCTCGAAGCCCGATCTGGCGAAATTTCAGGTAATCATGAAATACTAATCAT-GAAAGATAACGAT----------------------AGTAA----GTAA------------------AT-------------AAATCCATC-TCTTAGGGCACTGATATGTACAAGGAGATACAGGCGTCTAGCGGAG--TCGTCAGCAA----

droEle1 scf7180000491201:775950-
776116 +

A------GCTGCCAGTAATAAGAAGCAAGCCAGATTTGGTAAAATTTCAGGTAATCATGAAATAACCTGCCC--CCAGATAACGAT----------------------AGCAA----GCTA------------------CAACTG-CTGTTGTTTATTTGCTTATTACAGAACACCGACATGTACAAGGAGATTAGGGCATCCAGTGGAC--TGGTTAGCAA----

droRho1 scf7180000780104:120099-
120255 +

CG------CTGCCAGTAATAAGAAGCAAACCAGACCTGGTCAAATTTCAGGTAATCATGAAATATCTTGGCC--CCAGATAACGAT----------------------AGAGA----GTTA------------------CTGCTG-CTG-----AGGTATTCG-TTCCAGAGCACCGACATGTACAAAGAGATCAGAGCTTCCAGTGGGC--TGGT----AA----

droBia1 scf7180000302292:1066895-
1067061 -

ACAACGACCTGCCAGTAATTAGAAGCAAGCCCGATCTTGTCAAATTTCAGGTAATCATGAAATACCCCATCC--CCCGATAAGGGC----------------------AGAAA----GTGA------------------TTCGTGACC------TCATTGACC-TTCCAGAACACTGATATGTACAAGGAGATCAAGGCCTCGAGTGGCC--TGGTAAGCAA----

droTak1 scf7180000415401:138550-
138720 +

ATAACGACCTGCCAGTTATTAGAAGCAAGCCCGATCTTGTAAAATTTCAGGTAATCACGAAATAGCCTGTCC-ACTAGATAAGAAA----------------------AGGCA----GTGA------------------TTTGTGACT-TTG--CGCTTGACT-TTCCAGAACACTGATATGTACAAGGAGATCAGGGCCTCGAGTGGCC--TGGTGAGCAA----

droEug1 scf7180000409474:1454647-
1454812 -

ATAACGACATGCCAGTAATAAGAAGCAAACCAGATCTTGTTAAATTTCAGGTAATCATGAAATACACTGCCT--TCAGATAACCAT----------------------ACTTA----GCAC------------------TCGATGGCT------TGGTTAACC-TTCTAGAACACCGATATGTACAAGGAGATCAGAGCTTCCAGTGGAA--TGGTTAGCA-----

dm3 chr2R:16506344-16506510 + GCAGCGAGATGCCAGTTATACGAGGCAAGCCCGATCTAGTTAAATTTCAGGTAATGACGAAATACCCCGTCC--CCAGATAACAAT----------------------TAATA----GTAA------------------TTTATTGCC------CACGCAATC-TTCCAGAAAACTGATATGTACAAGGAGATCCAGGCGTCGAGTGGAT--TAGTGAGCAA----
droSim2 2r:17075894-17076060 + ACAACGACATGCCAGTTATAAGAGGAAAGCCCGATCTAGTTAAATTTCAGGTAATGACGAAATACCCCGTCC--CCAGATAACAAT----------------------TAAAG----GTAA------------------TTCGTTGCC------CACGCAATC-TTCCAGAAAACTGATATGTACAAGGAGATCCGGGCGTCGTGTGGAT--TAGTGAGCAA----
droSec2 scaffold_1:14060361-14060527

+
ACAACGACATGCCAGTTATAAGAGGAAAGCCCGATCTAGTTAAATTTCAGGTAATGACGAAATACCCCGTCC--CCAGATAACAAT----------------------TAAAG----GTAA------------------TTTGTTGCC------CACGCAATC-TTCCAGAAAACTGATATGTACAAGGAGATCCGGGCGTCGAGTGGAT--TAGTGAGCAA----

droYak3 2R:12690102-12690270 - GCAACGACATGCCAGTAATAAGAAGCAAGCCCGATCTAGTAAAATTTCAGGTAATCATGAAATACCCCCATCCCCCAGATAACATT----------------------TGAAA----GCTA------------------TTTATGGTC------CACGCAACT-TTCCAGAAAACTGATATGTACAAGGAGATCCGGGCATCAAGTGGAT--TAGTGAGCAA----
droEre2 scaffold_4845:10652743-

10652911 +
GCAACGACATGCCAGTAATAAGAAGCAAGCCCGATATAGTTAAATTTCAGGTAACCATGAAATACCCCAGACAGCCAGATAACAAT----------------------TGAAA----GTAA------------------TTGGTGGCT------CACGCAACT-TTCCAGAAAACTGATATGTACAAGGAGATCCGGGCATCGAGTGGTT--TAGTGAGCAA----
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dpse\GA11765-in]; CDS [Dpse\GA11765-cds]; CDS [Dpse\GA11765-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CAAGGCCCATGTCAATTCAGTATTCTTCAAACAGCTGCGAAAGCTGCTCCGTAAGTGACTCAAATGATGCCCATGACGGCCATGACCCTGGCGTGCATGCTAATGCTCTGCATCTTTGTCATTTTCCAGCCATACTCATTCCTGGATTCTGGAGCGTGGAGACGGGACTGCTGTTCCTG

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

M059

embryo

SRR902011

testis

SRR902012

CNS
imaginal
disc

GSM444067

head

..........................................................................................................TCTGCATCTTTGTCATTTTCCA................................................... 22 0 1 6.00 6 5 1 0 0 0

..........................................................................................................TCTGCATCTTTGTCATTTTC..................................................... 20 0 1 2.00 2 2 0 0 0 0

.............................................................................................................................................CTGGATTCTGGAGCGTGGAGACGGGAC........... 27 0 1 2.00 2 0 0 2 0 0

............................................................................................................................................CCTGGATTCTGGAGCGTGGAGACGGGA............ 27 0 1 1.00 1 0 0 0 1 0

........................................................................................................................................CATTCCTGGATTCTGGAGCGTGGA................... 24 0 1 1.00 1 0 1 0 0 0

............................................................................................................................................CCTGGATTCTGGAGCGTGGAGACGG.............. 25 0 1 1.00 1 0 0 0 1 0

.....................................................................................................................................................TGGAGCGTGGAGACGGGA............ 18 0 1 1.00 1 1 0 0 0 0

..........................................................................................................TCTGCATCTTTGTCATTTTCCAG.................................................. 23 0 1 1.00 1 1 0 0 0 0

..............................................................................................................................................TGGATTCTGGAGCGTGGAGACGG.............. 23 0 1 1.00 1 0 0 1 0 0

..........................................................................................................TCTGCATCTTTGTCATTTTCC.................................................... 21 0 1 1.00 1 1 0 0 0 0

.........................................................................................................................................ATTCCTGGATTCTGGAGCGTGGAGACGG.............. 28 0 1 1.00 1 0 0 0 1 0

Anti-sense strand reads

GTTCCGGGTACAGTTAAGTCATAAGAAGTTTGTCGACGCTTTCGACGAGGCATTCACTGAGTTTACTACGGGTACTGCCGGTACTGGGACCGCACGTACGATTACGAGACGTAGAAACAGTAAAAGGTCGGTATGAGTAAGGACCTAAGACCTCGCACCTCTGCCCTGACGACAAGGAC

**************************************************..(((((((......(((((.((((...((((......))))...))))..........)))))...))))))).....**************************************************
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SRR902012

CNS
imaginal
disc

..CCCGGGTACAGTTAAGTCATAAG.......................................................................................................................................................... 23 1 1 1.00 1 1 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 XL_group1e:7529509-7529687

-
dps_2737 CAAGGCCCATGTCAATTCAGTATTCTTCAAACAGCTGCGAAAGCTGCTCCGTAAGTGACT--C-AAA--------TG-AT--------------G------------CCCATGAC---------------------------GGCCATGACCCTGG----------------------------CGTGCATGC-------------------TAATGCTCTGC---------------------ATCTTTGT---CATTTTCCAGCCATACTCATTCCTGGATTCTGGAGCGTGGAGACGGGACTGCTGTTCCTG

droPer2 scaffold_13:1018701-
1018879 +

CAAGGCCCATGTCAATTCAGTATTCTTCAAACAGCTGCGAAAGCTGCTCCGTAAGTGACT--C-AAA--------TG-AT--------------G------------CCCATGAC---------------------------GGCCATGACCCTCG----------------------------CGTGCATGC-------------------TAATGCTCTGC---------------------ATCTTTG---TTATTTTCCAGCCATACTCATTCCTGGATTCTGGAGCGTGGAGACGGGACTACTGTTCCTG

droWil2 scf2_1100000004962:119667-
119831 +

TAAAGCGCATGTCAATGCAGTATTCTTTAAACAATTGCGAAAATTATTACGTAAGTGTTT--T-AAA--------AC-AT-----------------------------T----TATTTGGTTTT----------------------TGG------------------AATTCT-----------------------TCAC--AAATCCT---------------------------------------TCTT-GAACATTCCAGCAATACTTATACCTGGATTTTGGAGCGTTGAAACGGGTCTGCTATTCTTG

droVir3 scaffold_12932:502732-
502925 -

CAAGGCGCACGTGAATTCAGTATTCTTTAAACAGCTGCGACAGCTGCTGCGTAAGTTAGC--CCA-------------AT--------------A------------CACATATA---------------------------GAGTAT---------------------------------------------AGATTCGTCTGCT------TAATGCACATATATATAAATATATATTCATATATAT-TCGT-TATGCCAACAGCCATACTTATACCCAGATTCTGGTGCATCGAGACGGGCCTCCTGCTGCTG

droMoj3 scaffold_6473:1038672-
1038840 +

CAAGGCACATGTGAATTCAGTATTCTTCAAACAGCTGAGACAGCTGCTGCGTAAGTAAT-----AGA--------TA-GT--------------G------------GCGATAAA---------------------------GAGCTTGA---------------------------------------------AATTGC-----------TAATGATCATA---------------------TTCT-TATA-CTTATCTTTAGCCATACTCATACCCAGATTCTGGAGCATTGAGACGGGTCTGTTGCTGTTG

droGri2 scaffold_14853:251416-
251584 -

CAAGGCTCACGTGAATGCAATATTCTTCAAACAGCTGCGACAGCTGCTGCGTGAGTATTC--A-AGT--------TG-ATATATATGGGGATAT--------------------------G---------------------------------------------------------------TGAGCATA-----TTAAATATATCTA---------------------------------------ATCT-TTTTGTGACAGCTATACTCATACCTAGATTCTGGTGCATTGAAACGGGTCTGCTGATGGTA

droAna3 scaffold_13417:2187804-
2187980 -

CAAGGCCCATGTGAACTCAGTATTCTTCAAACAGCTTCGTCAGCTGCTCCGTAAGTTCT-----GGA--------TTTCC--------------G------------GGAATCCC---------------------------GGGAACGGCTCTTC--------CGCA-------------ATG----TCTA----CTCACTT---ATTT---------------------------------------GTTC-CTTGGTTGCAGCCATTCTCATTCCGGGCTTCTGGAGCGTAGAGACCGGCCTGCTGTTCCTG

droBip1 scf7180000395334:3911-4091
+

CAAGGCCCATGTGAACTCAGTATTCTTCAAACAGCTCCGTCAGCTGCTCCGTAAGTGGATC---TGT--------TT-CT--------------C------------CCCTTCTT---------------------------GACTT-CTTCCTGGGAACTTGGTGCA-------------ATGTTTGCTTGT-------------------TT-----------------------------------ACTC-TCTGGTTGCAGCCATACTCATCCCGGGTTTCTGGAGCATAGAGACGGGCCTGCTGCTCCTG

droKik1 scf7180000302696:505127-
505288 +

CAAGGCCCATGTCAATTCAGTATTCTTCAAACAGCTCCGTCAGCTGCTCCGTAAGTAAATTT--CCAGCTCTCATCT-AG----------------------------------TAGCAATTTCT------------------AGCT----------------------------------------------CGGGTCACC----AC------------------------------------------------CTATTTCAGCCATTCTTATACCTGGTTTTTGGAGCGTGGAGACGGGACTGCTGTTCCTG

droFic1 scf7180000454073:1934324-
1934500 +

GAAGGCCCAGGTCAATTCAGTATTCTTTAAACAGCTTCGCCAGCTTCTCCGTAAGTAAATCCCTAAGA-------TG-AC------------CCACCGGAATTGGTTTCCCAGAG---------------------------TGC----------------------------------------------------TAAGATGGAATTT---------------------------------------ACTCCTTGATATGTAGCTATTCTCATCCCGGGCTTCTGGAGCATTGAGACGGGTCTGCTGTTCCTG

droEle1 scf7180000491023:691465-
691640 +

AAAGGCCCATGTCAACTCAGTATTCTTCAAACAGCTGCGCCAGCTTCTCCGTGAGTAGATCCT-CGT--------CC-AGT-----------TG--------------TC----CAGCGATTCGC--------------------------------------------------------------------CGGAGGGTTCACAATCT---------CCTT---------------------TCGT-TTCA-CTTCACAATAGCCATCCTCATCCCGGGCTTCTGGAGTATTGAGACGGGCCTGCTGTTCCTG

droRho1 scf7180000779944:26189-
26368 +

CAAGGCCCATGTAAACTCAGTATTCTTTAAACAGCTGCGCCAGCTTCTCCGTAAGTAAATC---AGG---------G-AT------------ACGCCGGCGTCG----AT----CAGCGGTACGC--------------------------------------------------------------------CGGAGCGCTCAAAACCT---------CCTC---------------------TT---CTTT-TTTCCTTATAGCCATTCTTATCCCCGGCTTCTGGAGTATTGAGACTGGCCTGCTGTTCCTG

droBia1 scf7180000302041:438278-
438436 -

GAAGGCGCACGTGAACTCAGTATTCTTTAAACAGTTGCGAAAGCTGCTCCGTAAGTAGTT--T-CGA--------TC-AT--------------G-------------------GG---------CCCT-----------TT------------------------------CCTTATAAA---------------C------TGATCTC---------------------------------------GTGA-CCTCCCCATAGCCATCCTCATTCCGGGCTTTTGGAGCGTTGAGACTGGCCTGCTCTTCCTG

droTak1 scf7180000414393:145378-
145546 +

CAAGGCCCATGTGAACTCAGTATTTTTCAAGCAGCTGCGCCAGCTTCTGCGTGAGTTAATCT--AGA--------TC----------------C--------------CT----AA---------TCCTCAATATCCATATC------------------------------CCTTATAAA---------------C--------CCCCC---------------------------------------ATTT-TCTCCCCTCAGCCATCCTCATCCCGGGCTTCTGGAGCATCGAGACTGGCCTGCTCTTCCTG

droEug1 scf7180000409230:692229-
692388 -

AAAGGCACACGTCAATTCAGTATTCTTTAAACAGCTTCGCCAGCTTCTCCGTAAGTCCA-----AAA--------TT-AT--------------C------------CTTATCAT---------------------------TA-------------------------------------GAG----AATA----ATCACTA---ACAA---------------------------------------TCTC-GTATCTTATAGCCATTCTCATTCCTGGTTTCTGGAGTGTTGAGACTGGCCTGCTCTTCTTG

dm3 chrX:19650526-19650694 + AAAGGCGCACGTTAACTCAGTATTCTTCAAACAGCTCCGCCAGCTACTCCGTAAGTAGATCCTCAT---------AG-AG----------ATCC--------------TT----TAGCAGTCTCT--------------------------------------------------------------------CGGATCACGTGCAACCT---------------------------------------TCCC-TTCCCTTGCAGCCATCCTCATTCCCGGCTTCTGGAGCGTGGAGACCGGACTGCTCTTCCTG
droSim2 x:18539691-18539855 + AAAGGCGCACGTTAACTCAGTATTCTTCAAACAGCTCCGCCAGCTACTCCGTAAGTGGAC--TCATA---------G-AT------------CC--------------CT----TAGCAGTCCCT--------------------------------------------------------------------CGGATCACCTGCAACCT---------------------------------------TCCC-TTCCCTTGCAGCCATCCTCATTCCCGGCTTTTGGAGCGTGGAGACCGGCCTGCTCTTCCTG
droSec2 scaffold_8:1925354-1925518

+
AAAGGCGCACGTTAACTCAGTATTCTTCAAACAGCTCCGCCAGCTACTCCGTAAGTAGAC--TCATA---------G-AT------------CC--------------TT----TAGCAGTCCCT--------------------------------------------------------------------CGGATCACCTGCAACCT---------------------------------------TCCC-TTCCCTTGCAGCCATCCTCATTCCCGGCTTTTGGAGCGTGGAGACCGGCCTGCTCTTCCTG

droYak3 X:11698575-11698732 - AAAGGCGCACGTTAACTCAGTATTCTTCAAACAGCTCCGCCAGTTGCTCCGTAAGTAGAACG--A-T--------TG-AT-----------------------------------------------------------------------------------------------------------------TGAATGATCAGCAGTCCCTT-----TATGT--------------------------ACCT-ATCCATTGCAGCCATCCTCATTCCCGGCTTCTGGAGCATTGAGACTGGCCTGCTCTTCCTG
droEre2 scaffold_4690:9872298-

9872467 +
AAAGGCGCACGTTAACTCAGTATTCTTCAAACAGCTCCGCCAGCTACTCCGTAAGTGGAT--TCA-T--------TG-AT------------A--------------CCC----CAGCAGCTCCT--------------------------------------------------------------------CGGCTCGCCTGCAATCT--------TCTGT--------------------------GCCT-TTCCCTTGCAGCCATCCTCATTCCCGGCTTCTGGAGCGTTGAGACTGGCCTGCTCTTCCTG
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CAAAAGCGAACCGATACGGAATCTGGAAATAGTCCGGACCATGCAATACGGTGAGTAGAGCCCATTAAGTTGATGGAAAACACAACTTAACTCTAGGTTCTTCCACAGATCAACCCAAGGATGGCAGCTACGACGATGGCAAATTAATCATTGTGACA
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M059

embryo

M040

female
body

M062

head

GSM444067

head

GSM343916

embryo

........................................................................................AACTCTAGGTTCTTCCACAGT................................................. 21 1 1 13.00 13 4 3 0 4 2

....................................................................................ACTTAACTCTAGGTTCTTCCACAGT................................................. 25 1 1 4.00 4 3 0 1 0 0

.......................................................................................TAACTCTAGGTTCTTCCACA................................................... 20 0 1 2.00 2 0 2 0 0 0

....................................................................................ACTTAACTCTAGGTTCTTCCAC.................................................... 22 0 1 2.00 2 0 2 0 0 0

..................................................GTGAGTAGAGCCCATTAAGTTGATGGA................................................................................. 27 0 1 1.00 1 0 0 0 0 1

.......................................................................................TAACTCTAGGTTCTTCCACAGC................................................. 22 1 1 1.00 1 0 0 1 0 0

..................................................GTGAGTAGAGCCCATTAAGTTG...................................................................................... 22 0 1 1.00 1 0 0 0 1 0

....................................................................................ACTTAACTCTAGGTTCTTCCACATT................................................. 25 2 1 1.00 1 1 0 0 0 0

........................................................................................AACTCTAGGTTCTTCCACAGA................................................. 21 0 1 1.00 1 1 0 0 0 0

.......................................................................................TAACTCTAGGTTCTTCCACAGT................................................. 22 1 1 1.00 1 1 0 0 0 0

....................................................................................ACTTAACTCTAGGTTCTTCCA..................................................... 21 0 1 1.00 1 0 1 0 0 0

........................................................................................AACTCTAGGTTCTTCCACAGC................................................. 21 1 1 1.00 1 1 0 0 0 0

....................................................................................ACTTAACTCTAGGTTCTTCCACA................................................... 23 0 1 1.00 1 0 0 1 0 0

....................................................................................ACTTAACTCTAGGTTCTTC....................................................... 19 0 1 1.00 1 0 1 0 0 0

...................................................................................................................CAAGGATGGCAGCTACCG......................... 18 2 8 0.25 2 0 2 0 0 0

Anti-sense strand reads

GTTTTCGCTTGGCTATGCCTTAGACCTTTATCAGGCCTGGTACGTTATGCCACTCATCTCGGGTAATTCAACTACCTTTTGTGTTGAATTGAGATCCAAGAAGGTGTCTAGTTGGGTTCCTACCGTCGATGCTGCTACCGTTTAATTAGTAACACTGT
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 4_group5:1003475-1003632 - dps_1723 CAAAAGCGAACCGATACGGAATCTGGAAATAGTCCGGACCATGCAATACGGTGAGTAGAGCCCATT-----AAGTTGATGGAA-----AAC--AC----------------------------------A-----A---------CTTAACTCTAGG----------------------------------------------------------------------------------------------TTCTTCCACAGATCAACCCAAGGATGGCAGCTACGACGATGGCAAATTAATCATTGTGACA
droPer2 scaffold_5:5408890-5409047

-
CAAAAGCGAACCGATACGGAATCTGGAAATAGTCCGGACCATGCAATACGGTAAGTAGAGCCCATT-----GAGTTGATGGAC-----AAC--AC----------------------------------A-----A---------CTTAACTCTAGG----------------------------------------------------------------------------------------------TTCTTCCACAGATCAACCCAAGGATGGCAGCTACGACGATGGCAAATTAATCATTGTGACA

droWil2 scf2_1100000004884:1093124-
1093284 +

CAAGAGTGAACCCATCCGCAATCTGGAAATAGTTCGTACCATGCAGTATGGTAAGTCAAT-------------------------------AAAG--AATCCATAT--ATATATG------------------T-G---------AGTATTGTATAT-------------------------------------------------------------------------TGAAATCG---------------TTTTCGCAGATCAACCCAAAGATGGTAGCTATGATGATGGTAAATTAATCATTGTGACA

droVir3 scaffold_12963:5674688-
5674885 -

dvi_10596 CAAAAGTGAGCCCATACGCAATTTGGAAATTGTGCGAACCATGCAATACGGTAAGTGGAACTGTAGA-CCC--------------------A-----------------------------------------------------------------TTGAATCAGACTCAATTAAAAG-GAAACGTGTAACGAGCTTTCATTGTAA--------------------------AA-CGAATTCCCCAATCCTTGATACGCAGATCAACCGAAAGATGGCAGCTACGACGATGGCAAATTAATCATTGTCACG

droMoj3 scaffold_6500:24797732-
24797923 -

CAAGAGTGAGCCCATACGCAATTTGGAAATTGTGCGCACTATGCAATACGGTGAGTGGAACGGGGC----A--------------------GCAG---ACCC-------------A-----------------------------------------TCCAATAAGAGTCAATTAAAAATGGAATGTGTAACGAGCTCTCATTGTA------------------------TCAAA----------T-----ACGATTCGCAGATCAACCGAAAGATGGCAGCTACGACGATGGCAAATTAATCATTGTCACG

droGri2 scaffold_15252:7777068-
7777285 +

CAAAAGTGAACCGATTCGCAATTTGGAAATTGTGCGAACGATGCAATACGGTAAGTGCAGCCAGGTG--CT--------------------GCAA---T----------------G-----------------------------------------TTGAATGGGACTCAATTAAAAA-GAAATGTGTAACGAGCAGATATTGTAAATTGTATATATTTATATATATGT------GTGTGTGTGT-----GTAATTCGCAGATCAACCGAAAGATGGCAGCTACGACGATGGCAAATTAATCATTGTCACG

droAna3 scaffold_12916:10302953-
10303116 +

CAAGAGCGAGCCAATTCGCAACCTGGAAATAGTTAGAACCATGCAGTACGGTGAGTATACTCTGCTA-TAC--------------------ACTG---AATTATAT--ATATATG------------------G-A---------AATAACCTGTAT----------------------------------------------------------------------------------------------TGATTTCGCAGATCAACCCAAAGATGGCAGCTATGATGATGGCAAATTAATCATTGTGACT

droBip1 scf7180000396769:1170441-
1170602 +

CAAAAGCGAGCCCATTCGCAACCTGGAAATAGTCCGAACCATGCAGTACGGTGAGTATACACAGGA--------------------------AAA--TATGCATGTACAAGGATG------------------C-A---------AATAACCTGTAT----------------------------------------------------------------------------------------------TGATTTCGCAGATCAACCCAAAGATGGCAGCTATGATGATGGCAAATTAATCATTGTGACT

droKik1 scf7180000302412:803457-
803632 +

CAAGAGCGAACCCATTCGTAACCTGGAGATCGTTAGGACCATGCAGTACGGTGAGTGAAGTTAATT-----AA------------------------------TAT--AT-----ATCCAATGGTACACAATAT-AAGTGCGGTACTCAATTCTCAT----------------------------------------------------------------------------------------T-----AAAATTCGCAGATCAACCGAAAGATGGCAGCTACGATGATGGCAAATTAATCATTGTGACG

droFic1 scf7180000454117:325062-
325222 +

CAAGAGTGAACCCATTCGCAATCTTGAGATTGTTAGAACCATGCAGTACGGTAAGTGTAGTTTTTA--------------------------AAG---TATTTTATAAGCCAATG------------------C-A---------ATTAACCCTTGT----------------------------------------------------------------------------------------------TTGATCCGCAGATCAACCCAAAGATGGCAGCTATGACGATGGCAAATTAATCATTGTGACA

droEle1 scf7180000491186:1482302-
1482467 +

CAAGAGTGAACCCATTCGCAATCTGGAGATAGTGAGAACCATGCAATACGGTGAGAGAAACTTTAG--------------------------CACGGATATCACATAAACGATGG------------------C-A--T--T---TTTAACACTGCC----------------------------------------------------------------------------------------------GTAATTCGCAGATCAACCAAAAGATGGCAGCTACGACGATGGCAAATTAATCATTGTGACG

droRho1 scf7180000779312:198214-
198376 -

CAAGAGTGAACCCATTCGCAATCTGGAAATAGTTCGAACTATGCACTATGGTGAGTGAAACTTTTA--------------------------CAA-AACTTCATATAAACGAATG------------------C-A---------CTTAAGCCTTGT----------------------------------------------------------------------------------------------TCGATCCGCAGATCAACCAAAAGATGGCAGCTACGACGATGGCAAATTAATCATTGTGACG

droBia1 scf7180000301518:1130260-
1130423 -

CAGAAGTGAGCCCATTCGTAATCTGGAGATAGTTAGAACCATGCAATACGGTGAGTTGGGCGGCGAG-GCA--------------------ACAA---TGTTATGTGAGCGATTG------------------C-A---------TTTTACC--TAT----------------------------------------------------------------------------------------------TTGATCCGCAGATCAACCCAAAGATGGCAGCTATGACGATGGAAAATTAATCATTGTGACG

droTak1 scf7180000410803:26754-
26912 +

CAAGAGTGAACCCATTCGCAATCTGGAGATAGTGAGAACCATGCAATACGGTGAGTTTGGTTTTTGA--------------AA-----AAC-AAA---TAATATG--------TG------------------C-C---------TTTAACCCTCCT----------------------------------------------------------------------------------------------TTGATCAGCAGATCAACCCAAAGATGGCAGCTACGACGATGGCAAATTAATCATTGTGACG

droEug1 scf7180000409554:857147-
857302 -

CAAGAGCGAACCCATACGCAATCTGGAGATAGTTAGAACCATGCAATATGGTATGTATTTA------------GTATTAGTACTTAATAAC----------------------TT------------------A-A---------CTTAAACCATGT----------------------------------------------------------------------------------------------TTGATCCGCAGATCAACCCAAAGATGGCAGCTATGACGATGGCAAATTAATCATTGTGACG

dm3 chr2L:8660525-8660697 + CAAGAGTGAACCCATACGCAATCTGGAGATAGTCAGAACCATGCAGTACGGTAAGTAGAGTTTCTGG-CCA--------------------AAAG---GACTATGTGAGCAAGTG--------GTG-------G-A---------ATCA------------------------------------------------------------------------------------AA-CGATTTTTCTGAT-----CCCCGCAGATCAACCCAAAGATGGCAGCTACGACGATGGTAAATTAATCATTGTGACG
droSim2 2l:8373678-8373846 + CAAGAGTGAACCCATTCGCAATCTGGAGATAGTCAGAACCATGCAGTACGGTAAGTTGAGTTTTTGG-CCA--------------------AAAG---CACTATGTGAGCAAGTG------------------A-A----------TCA------------------------------------------------------------------------------------AA-CGCTTTTTCTGAT-----CCCCGCAGATCAACCCAAAGATGGCAGCTACGACGATGGCAAATTAATCATTGTGACG
droSec2 scaffold_3:4139995-4140165

+
CAAGAGTGAACCCATTCGCAATCTGGAGATAGTCAGAACCATGCAGTACGGTAAGCAGAGTTTTTGGGCCA--------------------AAAG---GACTATGTGAGCAAGTG------------------G-A---------TTCA------------------------------------------------------------------------------------AA-CGCTTTTTCTGAT-----CCCCGCAGATCAACCCAAAGATGGCAGCTACGACGATGGCAAATTAATCATTGTGACG

droYak3 2L:11304365-11304536 + CAAGAGTGAGCCCATTCGCAATCTGGAGATAGTCAGAACCATGCAGTACGGTGAGTAGTGCTTTTTGTCAA--------------------AAAG---AACTTTGTTAGCAAGTG------------------GCA---------TTAA------------------------------------------------------------------------------------AA-CCTTTTTTTT-----CCGATCCGCAGATCAACCCAAAGATGGCAGCTACGACGATGGCAAATTAATCATTGTGACG
droEre2 scaffold_4929:9252155-

9252316 +
CAAGAGTGAGCCCATTCGCAATCTGGAGATAGTCAGAACCATGCAGTACGGTGAGTAGTGCTCTTGG-CCA--------------------AAAC---GAATATG----------------------------C-A------GACATCAACCCT--------------------------------------------------------------------------------------TTTTTT-----GCGATCCGCAGATCAACCCAAAGATGGCAGCTACGACGATGGCAAATTAATCATTGTGACG
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ID:

dps_1425

Coordinate:

4_group1:4851238-4851299 +

Confidence:

candidate

Class:

Mirtron

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dpse\GA16597-in]; CDS [Dpse\GA16597-cds]; CDS [Dpse\GA16597-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TATCTGCAGGAGCGATTTGCTATGCTTTTGGAGAGGGAGACTATCGTCACGTAAGAAAGTGGTTGCTCTAAGAAAATGTACTAGAATTTAGGGCATCTTCCATTCCTTACAGAACTAAGCTGGTAAATATAATCATATCGCATTTATCCACATCAACGGACA

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

M059

embryo

M062

head

V112

male
body

GSM343916

embryo

GSM444067

head

.......................................................................................TTAGGGCATCTTCCATTCCTTACAG.................................................. 25 0 1 2.00 2 1 0 0 0 1 0

.......................................................................................TTAGGGCATCTTCCATTCCTT...................................................... 21 0 1 2.00 2 0 0 0 1 0 1

..................................................GTAAGAAAGTGGTTGCTCTA............................................................................................ 20 0 1 2.00 2 2 0 0 0 0 0

........................................................................................TAGGGCATCTTCCATTCCTTACA................................................... 23 0 1 2.00 2 0 2 0 0 0 0

.....................................................................................................ATTCCTTACAGAACTAAGCTG........................................ 21 0 1 1.00 1 1 0 0 0 0 0

........................................................................................TAGGGCATCTTCCATTCCTTACAG.................................................. 24 0 1 1.00 1 0 0 1 0 0 0

..................................................GTAAGAAAGTGGTTGCTCT............................................................................................. 19 0 1 1.00 1 1 0 0 0 0 0

.......................................................................................TTAGGGCATCTTCCATTCCTTAC.................................................... 23 0 1 1.00 1 0 1 0 0 0 0

Anti-sense strand reads

ATAGACGTCCTCGCTAAACGATACGAAAACCTCTCCCTCTGATAGCAGTGCATTCTTTCACCAACGAGATTCTTTTACATGATCTTAAATCCCGTAGAAGGTAAGGAATGTCTTGATTCGACCATTTATATTAGTATAGCGTAAATAGGTGTAGTTGCCTGT

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

#
Mismatch

Hit
Count

Total
Norm Total

No data available in table
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 4_group1:4851188-4851349 + dps_1425 TATCTGCAGGAGCGATTTGCTATGCTTTTGGAGAGGGAGACTATCGTCACGTAAGAAAGT--GGTTGCTCTAAGAAA-ATGTACTAGAATTTAGGGC-----------------------A--TC--TT--CCA-T-TCC--TTACAGAACTAAGCTGGTAAATATAATCATATCGCATTTATCCACATCAACGGACA
droPer2 scaffold_5:365746-365907 - TATCTGCAGGAGCGATTTGCTATGCTTTTGGAGAGGGAGACTATCGTCACGTAAGAAAGT--GGCTGCTCTAAGAAA-ATGTACTAGAATTTAAGGC-----------------------A--TC--TT--CCA-T-TCC--TTACAGAACTAAGCTGGTAAATATAATCATATCGCATTTATCCACATCAACGGACA
droWil2 scf2_1100000004521:4472393-

4472552 +
TATCTTCAAGAACGTTTTGCCATGCTACTGGATAAAGAACCAATAGTCACGTAAGCTCAC-----TTGTAGG---CA-TTTT------------------------AACTGAATTCCATTTTAGATTCCA-ATT-T-AAT--TTACAGACCCAAACTGATTGATGTAATCATCTCTCATTTATCCACTTCAACGGCAA

droVir3 scaffold_12963:19703766-
19703926 -

TATTTGCAGCAAAGGCTCACCCTTTTGCTGCAGAACGAGAATGTTGTGACGTGAGTAGCTCCAACTTGAATG---AAACATA-AATAAAATCCACTC-----------------------A--TG--CC--ACT-T-TGT--TTACAGTCCCAGGCTAGTGAATACCATAATATCGCACTTGAACACACCAATGGCAA

droMoj3 scaffold_6500:23499167-
23499325 +

TATTTACAGCTGAGATTCAATTTGTTGCTGCAGAATGAGAATCTGGTTACGTGAGTAGCA--TCAA--TTTA---AA-TATA-AATAAACCCTATCT-----------------------A--TATTCTA-TTT-A-TTT--TTATAGACCAACATTGGTAAATACAATTATCTCACACTTGAATACGCCCATGGCAA

droGri2 scaffold_15252:11169008-
11169165 -

TATTTGCAGCAAAGACTGAGCCTGCTGCTGCAGACCGAGAATTTAGTAAAGTGAGTTTTT--TTTTTG-------CA-ATTC-AATAA------------------AA-ACAACTTAAATT--T----TATCTA-T-TTT--TCCTAGTTCACGTCTGGTGAATACGATAATATCGCATTTGTGCACACCGATGGCAA

droAna3 scaffold_12916:4466234-
4466391 +

TATCTACAGGAAAGATTTTCCATCCTCATGGAAAGCGAGTCCATAGTTACGTAAGTTTAC--GAAATCTATA---AC-CTTA-------------------------AAGCACTCT-TATT--T----CAAGTA-T-TTTCCTTGTAGGCCCAAACTCGTCAATGTTATAATCTCACATTTGTCCACATCCATGGCTA

droBip1 scf7180000396737:318841-
318997 -

TATCTGCAAGAACGATTTTCTATTCTAATGGAAAATGAATCCATAGTTACGTAAGATTAA--GAACTCTATC---CC-ATTA------------------------AATATAT-----ATT--TTTTAA--ATT-A-TTTCCTTGTAGGCCACAACTTGTGAATGTTATAATCTCACATTTGTCCACATCCATGGCTA

droKik1 scf7180000302643:268258-
268432 -

TACCTGCAGGAAAGATTCGCCATTCTGCTGGAGAGGGAGACCTTTGTCACGTAAGCATTG--CACTTGTTAA---A--GAG-------AGTTAAGGTGTCTTTTTTTTGAGATTTTG-ACT--TCTAAT--TCC-A-ATT--TCTCAGACCCAAGCTGGTGAACATTGTTATCTCGCATCTGTCCACTTCCATGGCCA

droFic1 scf7180000453842:700985-
701144 -

TATTTGCAAGAAAGATTTGCGGTGCTACTGGAACGAGAATCTATTGTAACGTAGGTAAAA--ATGAACTTTT---AA-ATTT------------------------AACAGATATTAATAC--TTTATT--AAT-C-TTT--TTACAGGCCCAAACTCGTGAATGTTATAATCTCACATTTATCCACATCTATGGCCA

droEle1 scf7180000491338:394205-
394355 +

TATTTGCAAGAAAGATTTTCCGTACTATTGGAAGGGGAAACTATTGTGACGTATGTGGCA--CATTTG-------CA-TTTT------------------------AGCAGATTTTAAAAT--ACTTC---------AGT--TTTTAGACCCACACTGGTGAACACCATAATTTCGCATTTATCCACCTCGATGGCCA

droRho1 scf7180000780102:23129-23289
+

TATCTGCAAGAAAGATTCGCAATCCTATTGGAAAGGGAAACCATTGTAACGTAGGTTGCA--GATTTCTTTA---AA-ATTT------------------------AACAGAAATTAATAG--TCCCTT--ATT-TTGTA--TTTTAGACCCAGGCTGGTGAACGTTATAATATCGCATTTATCCACATCCATGGCCA

droBia1 scf7180000302422:6879459-
6879620 +

TATCTTCAGGAAAGATTCGCTGTTTTACTGGAACGGGAGTCCATTGTAACGTAGGTTATA--GTTTTATTCA---CA-ATTT------------------------AATAATATTTAAACC--TAGCCT--AACAATGCA--TTTTAGACCCCGGCTGGTGAACATTATAATATCGCATTTATCCACATCCATGGCCA

droTak1 scf7180000415708:206495-
206656 +

TATCTTCAAGAGCGATTTGCTGTGTTGCTGGAAAGGGAACCAGTCGTTACGTAGGTTATA--GTTTTCCTTA---CAATTAA------------------------AACATACTTTAATCT--AGTCTA--ATT-TTTTA--TGTTAGTCCCAGGCTGGTGAACATCATAATATCGCATTTATCCACTTCCATGGCCA

droEug1 scf7180000409767:85548-85708
+

TATCTGCAGGAAAGATTCGCTGTGCTACTAGAAAAAGAATCCATCGTAACGTAGGTTTCC--ACTTCTCTTG---TC-ACCT-T----------------------AAGAGATTATAAAAT--TCTTAA--ATA-T-TAT--TTTTAGACCCAGACTGATAAACACTATAATATCGCATTTATCCACATCCATGGCTA

dm3 chr2L:5533693-5533852 + TATCTTCAAGAGAGATTCGCTGTTTTACTGGAACGGGAAACCATAGTAACGTAGGTTATA--TCATTGCTAA---GA-ATCT------------------------CAAGGATTATAAGAG--TCTCCT--TTG-A-TGT--TTGCAGACCCAGACTGGTGAATGTGATTATCTCCCACCTATCCACGTCCATGGCTA
droSim2 2l:5338805-5338963 + TATCTTCAAGAGAGATTCGCTGTTTTACTGGAACGGGAGTCCATAGTAACGTAGGTTATA--GCATTGCTAG---G--ATCT------------------------CAAGGATTATAAGCA--TACCCT--ATC-A-TTT--TTGCAGACCCAGACTGGTAAACGTGATTATCTCCCACTTATCCACGTCCATGGCCA

droSec2 scaffold_5:3612174-3612332 + TATCTTCAAGAGAGATTTGCTGTTTTACTGGAACGGGAATCCATAGTAACGTAGGTTATA--GCATTGCTA----GG-ATCT------------------------GAAGGATTATAAGCA--TCCCCT--AAC-A-TTT--TTGCAGACCCAGACTGGTAAACGTGATTATCTCCCACTTATCCACGTCCATGGCCAdroYak3 2L:13661040-13661192 - TATCTCCAGGAGAGGTTCGCTGTCCTACTGGAAAGGGAATCCATAGTGACGTAAGTTAAC--CA-------A---GA-ATCT------------------------CAAGGATTATAAGAG--TCTCCT--TAT-A-CAT--TTGCAGACCCAGGCTAGTAAACGTAATAATCTCCCACTTATCCACGTCCATGGCCA
droEre2 scaffold_4929:5619966-

5620125 +
TATCTTCAAGAGAGGTTCGCTGTTTTACTGGAGCGGGAATCCATAGTAACGTAAGTTATG--CCACTGCTAC---GT-ATCT------------------------AAAAGATTATAAAAG--CTTCCT--TAT-A-CAT--TTGCAGACCCAGGCTAGTAAACGTAATAATCTCGCACTTATCTACGTCCATGGCCA
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ID:
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dpse\GA20257-in]; CDS [Dpse\GA20257-cds]; CDS [Dpse\GA20257-cds]; utr3 [utr3_minus_8032]; utr3 [utr3_minus_8031]; utr5 [utr5_minus_9370]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TTCTCTATTCGGGTCTGCGACGCTGTGATCTTAATGGACGGCTGCTTGAGGTAGGTACTAGATGGGGGTCCCCATGGATTCGTATTGATCTTTGGTATACCTCCTCTACCCTAAAGGTGACGCTGTGGGACTATGTGCGCTATGGGGCCAACGATTTCATCGGCGA

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

#
Mismatch

Hit
Count

Total
Norm Total

M062

head

M040

female
body

GSM444067

head

M059

embryo

SRR902012

CNS
imaginal
disc

M022

male
body

V112

male
body

.........................................................................................CTTTGGTATACCTCCTCTACCCT...................................................... 23 0 1 2.00 2 1 0 0 1 0 0 0

...............TGCGACGCTGTGATCTTAATGGACGGC............................................................................................................................ 27 0 1 2.00 2 0 0 0 0 2 0 0

........................................................................................TCTTTGGTATACCTCCTCTACCCT...................................................... 24 0 1 1.00 1 0 0 0 1 0 0 0

..................................................GTAGGTACTAGATGGGGGTCC............................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0

...................................................................................ATTGATCTTTGGTATACCTCCTCT........................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0

..................................................GTAGGTACTAGATGGGGGTCCCC............................................................................................. 23 0 1 1.00 1 0 1 0 0 0 0 0

..................................................................................TATTGATCTTTGGTATACCTCCTCTACC........................................................ 28 0 1 1.00 1 1 0 0 0 0 0 0

..................................................GTAGGTACTAGATGGGGGT................................................................................................. 19 0 1 1.00 1 1 0 0 0 0 0 0

...................................................................................ATTGATCTTTGGTATACCTCCTCTA.......................................................... 25 0 1 1.00 1 1 0 0 0 0 0 0

..................................................GTAGGTACTAGATGGGGTC................................................................................................. 19 2 2 0.50 1 0 1 0 0 0 0 0

Anti-sense strand reads

AAGAGATAAGCCCAGACGCTGCGACACTAGAATTACCTGCCGACGAACTCCATCCATGATCTACCCCCAGGGGTACCTAAGCATAACTAGAAACCATATGGAGGAGATGGGATTTCCACTGCGACACCCTGATACACGCGATACCCCGGTTGCTAAAGTAGCCGCT

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 2:28715173-28715338 - dps_856 TTCTCTATTCGGGTCTGCGACGCTGTGATCTTAATGGACGGCTGCTTGAGGTAGGTACT--AG------ATGGGG--------------------------GTCCCCATGGATTC-------G----------------------------------TATTGATCTTTGGTA---TACC--TCCTCT--------------ACCCTAAAGGTGACGCTGTGGGACTATGTGCGCTATGGGGCCAACGATTTCATCGGCGA
droPer2 scaffold_6:4047186-4047351

-
dpe_2489 TTCTCTATTCGGGTCTGCGACGCTGTGATCTTAATGGACGGCTGCTTGAGGTAGGTACT--AG------ATGGGG--------------------------GTCCCCATGGATTC-------G----------------------------------TATTGATCTTTGGTA---TACC--TCCTCT--------------ACCCTAAAGGTGACGCTGTGGGACTATGTGCGCTATGGGGCCAACGATTTCATCGGCGA

droWil2 scf2_1100000004902:4958392-
4958551 +

TTGTGTATTCGGGGCTGCGACGCTGTGATCTCAATGGTCGTCTGCTAGAGGTAGTCCTG------------------------------CAAAACACTCTTGTC--TCTATTTATCTCTACA--------------------------------------------------TGT---GTTC-------CGA--------CTCTCATTAGGTCACTCTGTGGGACTATGTGCGGTATGGAGCCAACGATTTCCTTGGCGA

droVir3 scaffold_13047:6995746-
6995825 +

TTCTATACTCGGGTCTGCGACGTTGCGATCTTAATGGTCGACTGCTCGAGGTACGTCGGCC--------------------------------------------TCGGAGACTT-------T----------------------------------TATTG-----------------------------------------------------------------------------------------------ATC

droMoj3 scaffold_6540:2882016-
2882083 +

TACTTTGT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAATCCATAGGTCACGCTGTGGGATTATGTGCGCTATGGGGCCAACGACTTTATTGGCGA

droGri2 scaffold_14830:2870480-
2870531 +

----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGGTCACGCTGTGGGACTATGTCCGCTATGGCGCCAACGATTTCACCGGCGA

droAna3 scaffold_13340:11996458-
11996616 +

TCATTTACTCGGGGCTGAGACGGTGCGACCTCAATGGCCGGCTGCTGGAGGTGATTTCTGA-----T-------------GTCAAATA----AAAATTTT------------------TAGA------------------------TC-------------------------GG---C--TAACCAACTGG-------CCTTTCCACAGGTGACGCTGTGGGATTATGTTCGCTACGGGGCAAATGACTTCATCGGCGA

droBip1 scf7180000396691:884694-
884852 +

TCATCTACTCGGGCCTGAGACGCTGCGACCTCAACGGCCGGCTACTGGAGGTAGTTTGTA-------------------------------AAATCTTCTT--------------------------------GAAAAGCTTCCGATCGGATAACTAAACTG---------------------AC-----------------CTTTCCAGGTGACGCTGTGGGATTATGTTCGATACGGGGCAAACGACTTCATCGGCGA

droKik1 scf7180000302809:586254-
586419 +

TTCTCTACTCCGGTCTGAGGCGCTGTGATCTCAATGGTCGTCTGCTCGAGGTGAGGCGTT-AT------TACCGCAACCA---------------CTCGC------------------CATCAGATCAATCTA--------GTA-------------------------A-----TC----------------ACAACCACATTTTTCAGGTAACGCTGTGGGATTATGTGCGCTATGGGGCCAACGACTTCATCGGCGA

droFic1 scf7180000453800:197185-
197351 -

TTGTTTACTCAGGTCTGAGACGCTGTGATCTCAATGGCCGATTGCTGGAGGTGAGTTCTCT--CAATAAA-------TAA---------------------ATTCAAATGAATTC-------A-ATCAATTTA--------ATA-------------------------ACA---TATT--TTAACC-----------------ACCCAGGTGACGCTGTGGGATTATGTGCGGTACGGGGCCAACGACTTCATCGGCGA

droEle1 scf7180000491008:2552501-
2552670 +

TTGTCTACTCGGGTCTGAGACGCTGCGACCTCAATGGCCGACTGCTCGAGGTGAGTTTTTT--GGCTTA-------AGC------ACATCGGA--CTTA--GCACACCGATCAAT---------------TAA--------TGA-------------------------ATATGT---T--TCACCT------------------ACCAGGTAACGCTTTGGGATTATGTGCGGTATGGGGCCAACGACTTCATCGGCGA

droRho1 scf7180000777406:3803-3956
-

TTGTTTACTCGGGTCTGAGACGCTGCGACCTCAATGGCCGACTGCTCGAGGTGAGTTTTGG--CCAT------------------------------------------GTAC------ATGTGGTCATC--------ACATTA-------------------------ATATGT---T--TCACC------------------TGCCAGGTGACGCTGTGGGACTATGTGCGGTATGGGGCCAACGACTTTATCGGCGA

droBia1 scf7180000302113:3690220-
3690378 +

TTGTCTACTCCGGTCTGAGACGCTGTGACCTCAATGGCCGCCTGCTCGAGGTGGGTTATTC--CCATTAA-------TAC---------------CTGTC------------------TA--------C----GAAATGCATTC-------------------------ATTTGG---T--TAAT-----------------CTCCAAAGGTGACGCTGTGGGACTATGTGCGGTATGGGGCGAACGACTTCATCGGCGA

droTak1 scf7180000415417:666167-
666324 -

TTGTCTACTCGGGTCTGAGACGCTGTGACCTCAATGGCCGCCTGCTCGAGGTGAGTAGTCG--CCATTA--------------------------------GTACGCAAATAAAT-------C--------CA--------CTA------------------ATTTTATACA---AAT------------------------CTCCAAAGGTGACGCTGTGGGACTATGTGCGGTACGGGGCCAACGACTTTATCGGCGA

droEug1 scf7180000409246:62340-
62502 -

TTGTCTACTCGGGTCTGAGACGCTGTGACCTTAATGGCCGACTGCTCGAGGTGAGTTCACT--CCATTAA-------AAA---------------AAGTC------------------CATCTGACCATA--------GCATTA-------------------------ATA---AAAC--TTAT-----------------CCATAAAGGTAACGCTGTGGGACTATGTGCGCTATGGTGCCAACGACTTCATCGGCGA

dm3 chr3R:13716268-13716432 - TTGTCTACTCGGGTCTGAGGCGCTGCGATCTCAACGGCCGACTGCTCGAGGTGAGTTGTCC--CC--------------------ACATTAGAGCACCTC------------------TATA--------------------------------------------------TGC---T--TAATCCACCGAGATGATTCCATTCGAAAGGTGACGCTGTGGGACTATGTGCGGTACGGGGCCAACGACTTCATCGGCGA
droSim2 3r:7551026-7551189 + TTGTCTACTCGGGTCTGAGACGCTGCGACCTCAACGGCCGACTGCTCGAGGTGAGTTGTCC--C---------------------ACATTAGAGCACCTC------------------TATA--------------------------------------------------TGC---T--TAATCCACCGAGATGATTCCATTCGAAAGGTGACGCTGTGGGACTATGTGCGGTACGGGGCCAACGACTTTATCGGCGA
droYak3 v2_chr3R_random_203:1002-

1058 -
CT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAAGGATAACGCTGTGGGACTATGTGCGGTATGGCGCCAACGACTTCATCGGCGA

droEre2 scaffold_4770:7908850-
7909019 +

TTGTCTACTCGGGTCTGCGGCGCTGCGACCTCAACGGCCGACTGCTCGAGGTGAGTGTC----CCAC-------------GTCCCACATCGGAGCACTCC------------------TATA--------------------------------------------------TGG---T--TAATCCACCGAAATGAATCCGCCCGATAGGTAACGCTGTGGGACTATGTGCGGTACGGGGCCAACGACTTCATCGGCGA
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:13716268-13716432
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:7551026-7551189
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TAATTCATTTTGAAGTGGGAATAAAAGAAAAGCAAACACCGCACTGTCAGTTGAAAGTGTTTGCGCAATTCTAAAGCATAAACATATTTATCTTTAGTCTTTAGAATTGCGCAAACACTTTCAATCTATTTGGATTCCAGGAGAATCTTGGGCTTGACATTTCAAAATGCCTC

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

GSM444067

head

M022

male
body

...............................................................................................AGTCTTTAGAATTGCGCAAACA........................................................ 22 0 1 2.00 2 2 0 0

................................................................................................GTCTTTAGAATTGCGCAAACAC....................................................... 22 0 1 1.00 1 1 0 0

...........................................................TTTGCGCAATTCTAAAGCAT.............................................................................................. 20 0 1 1.00 1 1 0 0

...............................................................................................AGTCTTTAGAATTGCGCAAAC......................................................... 21 0 1 1.00 1 1 0 0

.............................................................................................TTAGTCTTTAGAATTGCGCA............................................................ 20 0 1 1.00 1 1 0 0

....................................................................................................TTAGAATTGCGCAAACACTT..................................................... 20 0 2 0.50 1 0 1 0

..................................................TTGAAAGTGTTTGCGCAATTC...................................................................................................... 21 0 2 0.50 1 1 0 0

Anti-sense strand reads

ATTAAGTAAAACTTCACCCTTATTTTCTTTTCGTTTGTGGCGTGACAGTCAACTTTCACAAACGCGTTAAGATTTCGTATTTGTATAAATAGAAATCAGAAATCTTAACGCGTTTGTGAAAGTTAGATAAACCTAAGGTCCTCTTAGAACCCGAACTGTAAAGTTTTACGGAG

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

GSM444067

head

V112

male
body

.......................................................................................................CTTAACGCGTTTGTGAAAGTT................................................. 21 0 2 0.50 1 1 0 0

......................................................TTCACAAACGCGTTAAGATT................................................................................................... 20 0 2 0.50 1 0 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 XR_group6:95167-95339 - dps_3611 TAATTCATTTTG-AAGTGGG---------------------AATAAAAGAAAAGCAAACACCGC---ACTGTCA---GTTGA---AAGTGTTTGCGCA-ATTCTAAAGCATAAACATA--TTTA--------------TCTTTAGTCTTTAGAATTGCG--CAAACACTTTC---------------------------------AATCTATTTGGATTCCA-GGAGAATCTTGG----------GCTTGACATTTCAAAATGCCTC-
droPer2 scaffold_12:771663-771835

-
TAATTCATTTTG-AAGTGGG---------------------AATAAAAGAAAAGCAAACGCCGC---ACTGTCA---GTTGA---AAGTGTTTGCGCA-ATTCTAAAGCATAAACATA--TTTA--------------TCTTTAGTCTTTAGAATTGCG--CAAACACTTTC---------------------------------AATCTATTTGGATTCCT-GGAGAATCTTGGGCTTGACATTTAAAAATACCTC-----------

droVir3 scaffold_13049:22356252-
22356391 -

TCATTCACCTTTTGTGTTCATAAAATACGAGTAGAACGTTAAATAAAAGCCATGTAAAATCAGC---AGCGTCGTGTGTTC-CGAAAATGTTTGCTCA-AGTCGAAAGGAAAGAGATA--AATATTTCAAAACTG--------------AATATTTAAG--CA---------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6540:19196384-
19196393 +

TAATTAATTT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droKik1 scf7180000302686:1069487-
1069569 -

TCATTCACCTTT-GAGTTGA---------------------AATAAAAGCCGGGTAAATAACGCAGAAGCGTCA---GTTAGCGATGATGTTTGCCCAAAGTCTAAAG----------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000454065:1622372-
1622449 -

TCATTCACCTTT-GGGTTCG---------------------GGTAAAATCCAAGTAAATAACGC---AGCGTCA---GTTGA--AAAATGTTTGCTCAAAGTCTAAAG----------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491000:1112871-
1113095 +

TCATTCACCTTT-GAAACAG---------------------GTTAATGTCCAAGGAGATAAAGC---AGCATCA---GTTGG---AAGTGTTTGCCCAAAGTCTAAAGGAAAT-GATA--TATACATCGCGAGCA---AATTGAACGCGTGGCTATATT--AAAAAACTCCACAACTAACACTGGAGGTAAACAAATTTGAGGCA---GTGTGTGGCTTTTAAAAAGAATCTCGG-CAAAGCATAAATAAACATTTTATGGAGATCCG

droRho1 scf7180000779347:39882-
39958 -

TCATTCACCTTT-GAGTTAA---------------------GGCAAAATCCAAGTAAATAACTC---AGCATCA---GTTGG---AAATGTTGGCTCAAAGTCTAAAG----------------------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000302334:693997-
694073 -

TCATTCACCTTT-GAGTTAA---------------------GGTAAAATCCGAGTAAATAACGC---AGCGTCA---GTTCG---AAATGTTTGCTCAAAGTCTAAAG----------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415268:93449-
93530 +

TCATTCACCTTT-GAGTTAA---------------------GGTAAAATCCAAGTAAATAACGC---AGCGTCA---GTTCA---AAATGTTTGCTCAAAGTCTAAAGGAAAA-----------------------------------------------------------------------------------------------------------------------------------------------------------

droEug1 scf7180000408844:422472-
422688 +

TCATTCACCTTT-GCGTTGA---------------------GCTGAGATCCGAGTAAACAAGGC---AGCGTCA---GTTGG---AAATGTTTGCCCAAAGTCTAAAGGAAAA-GATA--AATACTTAGCGGGTTGGCGGTTTAACTCAGGGCCTTATACGAGAAAGCTGATCAGCTGACACGTGGGGCAAACAATTCGGAGGCAACACTGTATGGCTCTTAATAAGAATCTTGA-TAAAACATAAATAAAC----------------

dm3 chr3L:15687575-15687800 + TCATTCACCTTT-GAGTTAG---------------------GGCAATATATAAGCAAATAACGC---AGCTTCA---GTTGG---AAATGTTTGCTCAAAGTCTAAAAGAAAA-AAAATAAACAAATCGCGGTTG---AATTTAACGCATGGCATTATA--AAAAAGCTCCACAGCTGACACGGGTGGTAAACAAATTGGTGGCA---CTGTATGGGTCTTAATAAGAATCTCGG-CAAAGCATAAATAAACATTTCATGGAGATCT-
droSim2 3l:15318299-15318522 + TCTTTCACCTTT-GAGTTAG---------------------GGCAATATCCAAGCAAACAACGC---AGCTTCA---GTTGG---AAATGTTTGCTCAAAGTCTAAAAGAAAA-GATA--AACAAATCGCGGTTG---AATTTAACGCATGGCATTATA--AAAAAGCTCCACAGCTGACACGGGTGATAAACAAATTGGAGGCA---CTGTATGGCTCTTAATAAGAATCTCGG-CAAAGCATAAATAAACATTTCATGGAGATCT-
droSec2 scaffold_0:7798994-7799079

+
TCATTCACCTTT-GAGTTAG---------------------TGCAATATCCAAGCAAACAACCC---AGCTTCA---GTTGG---AAATGTTTGCTCAAAGTCAAAAAGAAAA-GATA------------------------------------------------------------------------------------------------------------------------------------------------------

droYak3 v2_chr3L_random_094:73825-
73900 +

TCATTCACCTTT-AAGTTGG---------------------GGTAATATCAAAGCAAATGGCGC---AGCTTCA---GTTCA---AAATGTTTGCCCAAAGTCTAAA-----------------------------------------------------------------------------------------------------------------------------------------------------------------

droEre2 scaffold_4784:17944769-
17944833 +

T------------GAGTTGG---------------------GTTAATATGCAAGCAAATAAGGC---AGCTTCA---GTTCA---AAATGTTTGCCCAAAGTCTAAA-----------------------------------------------------------------------------------------------------------------------------------------------------------------
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Legend: mature star mismatch in alignment mismatch in read
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intron [Dpse\GA20985-in]; CDS [Dpse\GA20985-cds]; CDS [Dpse\GA20985-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GTGCCAGGTGTGACGCCACCCTCGCCCTTTTCGCCCCGTTCGAAACAGCGGTAAGTGGGAAGACACGACCTTTTGAGGGGTATTAACATTGAAAATTCGTGTCTTTATACTGCAGGTTCCGTCAGCAGAAGAGTGCGTCGCTTCACTTGGGCTATCTGTGCGCTC

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

SRR902011

testis

SRR902012

CNS
imaginal
disc

GSM343916

embryo

GSM444067

head

M062

head

.............................................................................................AATTCGTGTCTTTATACTGCAG.................................................. 22 0 1 3.00 3 0 2 0 0 1 0

............................................................................................AAATTCGTGTCTTTATACTGCAG.................................................. 23 0 1 2.00 2 0 0 2 0 0 0

..............................................................................................ATTCGTGTCTTTATACTGCAG.................................................. 21 0 1 2.00 2 2 0 0 0 0 0

..................................................................................................................................GAGTGCGTCGCTTCACTTGGGCT............ 23 0 1 1.00 1 0 0 0 1 0 0

............................................................................................AAATTCGTGTCTTTATACTGC.................................................... 21 0 1 1.00 1 0 0 0 0 1 0

.....................................................................................................................................TGCGTCGCTTCACTTGGG.............. 18 0 1 1.00 1 1 0 0 0 0 0

..............................................................................................ATTCGTGTCTTTATACTGCAGT................................................. 22 1 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

CACGGTCCACACTGCGGTGGGAGCGGGAAAAGCGGGGCAAGCTTTGTCGCCATTCACCCTTCTGTGCTGGAAAACTCCCCATAATTGTAACTTTTAAGCACAGAAATATGACGTCCAAGGCAGTCGTCTTCTCACGCAGCGAAGTGAACCCGATAGACACGCGAG

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body

V112

male
body

..........................................................CTTCTGTGCTGGAAAACTCCC...................................................................................... 21 0 1 1.00 1 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 3:6571461-6571625 - dps_1056 GTGCCAGGTGTGACGCCACCCTCGCCCTTTTCGCCCCGTTCGAAACAGCGGTAAGTG------GGA---------AGACACGACCTTTTGAGGGGTAT---TAACATTGAAAATTC----GTGT-C-TTTATACTGCAGGTTCCG-TC--AGCAGAAGAGTGCGTCGCTTCACTTGGGCTATCTGTGCGCTC
droPer2 scaffold_2:6792316-6792480 - GTGCCAGGTGTGACGCCACCCTCGCCCTTTTCGCCCCGTTCGAAACAGCGGTAAGTG------GG---------GAGACACGACCTTTTGAGGGGTAT---TAACATTGAAAATTC----GTGT-C-TTTATATTGCAGTTTCCG-TC--AGCAGAAGAGTGCGTCGCTTCACTTGGGCTATCTGTGCGCTC
droWil2 scf2_1100000004513:5763932-

5764089 -
GAGCCGGGCATTAGTCCGCCATCGCCCTTCTCCAAGCAAACAAGGTAA------GTAGAGGC-TTA--------AAGAACTAATTTTATGTTACTCATCAT------T-------T----TC-T-CTTGACATTTGCAGATCTCAACGGCAAAAAAAGGGCATTTCACTGCACTTAAATTACTTGGGTGCCT

droVir3 scaffold_12875:8582749-
8582904 -

GTGCCAGGCGTTGTTCCACCAGCGCCCTTTTCGCCTCGCTCTAAGCAGCGGTAAGTT------AAT--------A-AATAT-ACTTAGCACTTTGGTTTGCTTTTAAT------------GA-G-CTTTGCCTTTGCAGATCTCG-TC--TAAGGAGCT---CAGCTGTGCAGCTGAACTATTTGTGCGCGC

droMoj3 scaffold_6496:18624360-
18624520 +

GCGCCAGGCGTTTCGCCACGAACACCATTCTCACCGCCGGCCAAGCAACGGTAAGTT------CAA--------ATG-----CCGCAATAAAGTAAAT---CAATATTTTCTT-TGCTACAA-G-CGCTTCCATTGCAGCTCTCG-CC--AAAACAAAT---CCTCAATGCAGCTGAACTATTTCTGTGCTC

droGri2 scaffold_15245:1991981-
1992149 -

GTTCCCGGAGTTGATCCTCCAGCACCATTCTCGCCACGTTCCAAGCAGCGGTAAGTTTTGC--CTTAAGCCTTAAAAGATTAACTTATTTATTTTGCTAATT--TATTAT-----------C-G-TTTTTCTTTAGCAGCTATCG-TC--AGAAGAGCTCAGCTT---TGCAGCTAAACTATTTAATTGCGT

droAna3 scaffold_13266:2702231-
2702391 -

GTTCCGGGAGTGAATCCACCTTCGCCCTTCACTCCACGCTCCAAGAAGCGGTGAGAC------AAT--------ATTAAATTATTTCCGA-GTGGCAT---CAATATTAA---TAT----ACTT-C-T-TTGATTGCAGGCACCA-GG--ATGAGAAGAACTCTTCACTGCACTTGAGCTATTTGTGTGCCC

droBip1 scf7180000396427:1194437-
1194597 -

GTGCCCGGAGTGAATCCACCGTCGCCCTTCACTCCTCGCTCCAAGAAGCGGTGAGTC------AGC--------GGTATATTATCTCCAA-GAGGCAT---CAGCATTAA---TAT----ACTT-C-T-TTGCTTGCAGACACCA-CG--ATGAGAAGAACTCTTCACTGCACTTGAGCTACTTGTGTGCGC

droKik1 scf7180000302682:1147938-
1148106 -

GTGCCCGGCGTGAATCCGCCCTCGCCCTTTTCGCCACGTTCCAAGAAGCGGTGAGGACCGACCCCA-------AAGACACTGACCTTATGGCATTCGTTATTAACTA-------TT----TT-G-CTTTCAATTTGCAGTTTCCG-TG--ATGAGAAGTCAGCCTCGCTGCACTTGGGCTACTTGTGCGCCC

droFic1 scf7180000453809:314040-
314202 +

GTGCCCGGCGTCAATCCGCCCTCGCCCTTCTCGCCGCGTTCCAAGAAGCGGTAAGCT------CTA--------GACAACTGACCTTTCATTGTGCCCTATTAACATTGA---T-------TTT-C-TTTAATATGTAGTTTCCG-CG--AGGAGAAGGCTGCCTCGCTGCATTTGGGCTACTTGTGTGCCC

droEle1 scf7180000491214:3446546-
3446708 +

GTGCCCGGCGTCAATCCGCCCTCGCCCTTCTCGCCGCGTTCCAAGAAGCGGTAAGCT------CCC--------GGGGTCTGACCTTTTATTATTTAATACTCATATTGT-----C----TT-T-T-CTCAATTTGCAGTTTCCG-TG--AGGAGAAGACCGCCTCGCTGCACTTGGGCTATTTGTGTGCCC

droRho1 scf7180000779932:351721-
351883 +

GTGCCCGGCGTAAATCCGCCCTCGCCCTTCACGCCGCGTTCCAAGAAGCGGTAAGCT------CCA--------GAGGAATGGCCTTTCATTAGTTATTATTCATATTAT-----C----TT-T-T-CTCAATTTGCAGTTTCCG-CG--AGGAGAAGACCGCCTCGCTGCACTTGGGATATTTGTGTGCTC

droBia1 scf7180000302292:729235-
729400 +

GTGCCCGGCGTAAACCCGCCCGCGCCCTTCACGCCGCGTTCCAAGAGGCGGTAAGCT------CTC--------GAGGAATTACCTTTCATTGGCCATCACCCACATTGT---TTT----TC-CGT-TTCAATTTGCAGTTTCCG-CG--AGGAGAAGACCGCCTCGCTGCACTTGGGCTACTTGTGCGCCC

droTak1 scf7180000415820:330499-
330657 +

GTGCCCGGCGTAAATCCGCCCTCGCCCTTCTCGCCGCGTTCCAAGAAGCGGTAAGCT------CTC--------GAGGAATTACCTTCCATATTCCACCACTCATACT-------------A-TAT-T-TCAATTGCAGTTTCCG-CG--ATGAGAAGACCGCCTCGCTGCACTTGGGCTACTTGTGCGCCC

droEug1 scf7180000409462:550094-
550256 -

GTGCCGGGCGTAAATCCACCCTCGCCCTTCTCGCCGCGTTCCAAGAAACGGTAAGCT------CTT--------CAAGAATGACCTTTTATTGTTCATTGTGTATATTGT-----T----TT-T-C-CTCAATTTGCAGTTTCCG-CG--ATGAGAAGACAGCCTCGCTACACTTGGGCTACTTTTGTGCTC

dm3 chr2R:7923166-7923330 + GTGCCCGGCGTAAATCCCCCCTCGCCCTTTACGCCGCGTTCCAAGAAACGGTAAGCT------CTG--------GGGAAATCACCTTTAATTATTCATTAT-AACATGGA---GTC----TT-TAC-TTCAATTTGCAGTTTCCG-CG--AGGAGAAGACTGCCTCGATGCACTTGGGCTACTTGTGCGCCC
droSim2 2r:8626763-8626927 + GTGCCTGGCGTAAATCCGCCCTCGCCCTTTACGCCGCGTTCCAAGAAACGGTAAGCT------CTG--------GGGGAATCACCTTCAATTATTCATTAT-AACGTGGA---GTC----TT-TAC-TTCAATTTGCAGTTTCCG-CG--AGGAGAAGACTGCCTCGATGCACTTGGGCTACTTGTGCGCCC

droSec2 scaffold_1:5473112-5473275 + GTGCCCGGCGTAAATCCGCCCTCGCCCTTTACGCCGCGCTCCAAGAAACGGTAAGCT------CTG--------GGGGAATCACCTTCAATTATTCATTAT-AACGTGGA---GTC----TT-TAC-T-TCAATTGCAGTTTTCG-CG--AGGAAAAGACTGCCTCGATGCACTTGGGCTACTTGTGCGCCCdroYak3 2R:9029644-9029805 - GTGCCCGGCGTCAACCCGCCCTCGCCCTTTACACCGCGTTCCAAGAAACGGTAAGCT------CTG--------GGGGAATCACCTTTAATTATCCATTATTAACATGGA---TT----------CTTCAATTTTGCAGTTTCCG-CG--AGGAGAAGACCGCCTCGCTGCACTTGGGCTACTTGTGCGCCC

droEre2 scaffold_4845:17872909-
17873074 -

GTGCCCGGAGTATATCCGCCCTCGCCCTTTACGCCGCGTTCAAAGAAACGGTAAGCT------TTA--------TGGAAATCCCCTTTAAGTTGTCATTATTAACATGAA---GTC----TT-TAT-TTCAATTTGCAGATTCCG-CG--ATGAGAAGACCGCCTCGTTGCACTTGGGCTACTTATGCGCTG
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Legend: mature star mismatch in alignment mismatch in read
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Flybase annnotation

intron [Dpse\GA22026-in]; CDS [Dpse\GA22026-cds]; CDS [Dpse\GA22026-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GCTGCATGGCAACAGCAACGAGGAGCGTCCCGGCACCATCATCCACAAGGGTGAGTAAACGTTAACCTCATTTGGATCCTTATTTACTAACTGTTTACTTTGTAGGTCATGAATTTGTGCACATCACCTACCACATGCCCACAGCGTGCGAGGTG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR902010

ovaries

M040

female
body

M062

head

M059

embryo

SRR902012

CNS
imaginal
disc

................................................................................TATTTACTAACTGTTTACTTTGTAG.................................................. 25 0 1 4.00 4 4 0 0 0 0

.................................................................................ATTTACTAACTGTTTACTTTGTAG.................................................. 24 0 1 2.00 2 0 1 0 0 1

..........................................................................................................................ATCACCTACCACATGCCCACAGC.......... 23 0 1 1.00 1 0 1 0 0 0

..........................................................................................................................ATCACCTACCACATGCCCAC............. 20 0 1 1.00 1 0 0 0 1 0

................................................................................TATTTACTAACTGTTTACTTTGTAGA................................................. 26 1 1 1.00 1 0 0 1 0 0

..................................................................................TTTACTAACTGTTTACTTTGTAGAA................................................ 25 2 1 1.00 1 0 0 1 0 0

Anti-sense strand reads

CGACGTACCGTTGTCGTTGCTCCTCGCAGGGCCGTGGTAGTAGGTGTTCCCACTCATTTGCAATTGGAGTAAACCTAGGAATAAATGATTGACAAATGAAACATCCAGTACTTAAACACGTGTAGTGGATGGTGTACGGGTGTCGCACGCTCCAC

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

#
Mismatch

Hit
Count

Total
Norm Total

M040

female
body
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 XL_group1a:5743491-5743645 + dps_2525 GCTGCATGGCAACAGCAACGAGGAGCGTCCCGGCACCATCATCCACAAGGGTGAGTAAACGT---TAACC---------TCATTT-------------------------------------------GGA------T--C--------CT----TATTTACTA----ACT---GTTTACTTTGTAGGTCATGAATTTGTGCACATCACCTACCACATGCCCACAGCGTGCGAGGTG--------
droPer2 scaffold_63:200772-200926 - GCTGCATGGCAACAGCAACGAGGAGCGTCCCGGCACCATCATCCACAAGGGTGAGTAAACGT---TAACC---------ATATTT-------------------------------------------GGA------T--C--------CT----TATTTACTT----ACT---GTTTACTTTGTAGGTCATGAATTTGTGCACATCACCTACCACATGCCCACAGCGTGCGAGGTG--------
droWil2 scf2_1100000004909:6491685-

6491852 +
TCTGCATGGCAGCAACAATGAGGAGCGTCCCGGCACTATTATACACAAGGGTAAGTAGAAAAC-TG----AAA--GCTAAAAA--C-----AG---------------GA----C-----ACCAA-------------ATGCAATGATATC----TATCT--ATT---TCATAT---------TTAGGTCATGAATTTGTTCATATTACCTATCACATGCCCACAGCTTGTGAGGTG--------

droVir3 scaffold_13042:482294-482420
-

GCTGCATGCC---AGCAATGAGGAGCGACCCGGCACCATTTTGCACAAGGGTAAGCCTTAA-------CT---------GTAA-----------------------------------------------------------------------------------------AG---------ATCGGTAA-CAGTTCCTTAACGCAATTTACAGACTGAGGACTGATTGAGAATTGTTACACAT

droMoj3 scaffold_6308:666028-666123
+

TCTGCATGCCAGCAGCAATGAGGAGCGGCCAGGCACCATTTTGCATAAGGGTAACTTAA---------------------------------------------------------------------------------------------------------------------------------TTGTGAATTATTAAGCATTAGTTATTTGATGT------------GGGTC--------

droGri2 scaffold_15203:5810630-
5810693 -

CTG-----------------------------------------------------------------------------------------------------------------------------------------------------------------T---CTCTGT---------CTAGGTCATGAGTTTGTGCACATTACGTACCATACGCCAACGTTCTGTGATTTA--------

droAna3 scaffold_13117:1730935-
1731090 -

GCTGCACGGCAACAGTAATGAAGAACGCCCCGGCACCATAGTCCACAAGGGTAAGTGGCGG--------------------GC--A-----GTATCCCCAAGGCG----------------CCTA-------------ATG--------CT----CATCTACTT----GCGCTT---------CCAGGTCACGAGTTCGTCCATATCACCTACCACATGCCCACGGCCTGCGAGGTG--------

droBip1 scf7180000396425:386304-
386463 +

GCTGCACGGCAACAGTAATGAAGAGCGCCCCGGCACCATAGTCCACAAGGGTGAGTAGGAGG-------------------A---CAGGGTGTATCCCCAGGGTGTC-AA----T-------------------------G--------CT----CATCCGCTC----CCTTTT---------CCAGGTCACGAGTTCGTCCACATCACCTACCACATGCCCACGGCCTGCGAGGTG--------

droKik1 scf7180000302724:248838-
249000 +

CCTCCATGGCAATAGCAATGAGGAGCGCCCCGGCACCATTGTCCACAAGGGTGAGTGTGC-----------------------------------CACCAAAGAGTCTCTTAAAGAGAAAGTTTA-------------ATGAT--A-AAA----------GCTT----CTTCTC---------GCAGGTCACGAGTTCGTCCACATTACGTACCACATGCCCACGGCCTGTGAGGTG--------

droFic1 scf7180000454045:1320357-
1320528 -

GCTGCACGGCAACAGCAACGAGGAGCGCCCGGGCACCATTGTCCACAAGGGTAAGTCTACATACTA----TCC-----T-GGC--A-----CT---------------CT----C-----ATTTCTTTTGAACCTATT--G------AACCCATTTA---T-ATT---CTTTGC---------ACAGGTCACGAGTTCGTCCACATCACCTACCACATGCCCACGGCCTGCGAGGTG--------

droEle1 scf7180000490214:214323-
214496 -

GCTGCACGGCAACAGCAACGAGGAGCGCCCGGGCACCATTGTCCACAAAGGTAAAGCATTCC----ACCC---------ACA---------T---------AGAGCTT------TGTTTG-TGTTTTTCTAT--------TTGCCTTGACC----CA---T-CTCCTTTTTTGC---------ACAGGTCACGAGTTCGTCCACATCACCTACCACATGCCCACGGCCTGCGAGGTG--------

droRho1 scf7180000779841:604287-
604453 +

GCTGCACGGAAGTAGCAATGAGGAACGCCCGGGCACCATTGTCCACAAAGGTGAGGAGGCTG------------------AAC--A-----TT---------------GA----GGCTGA-TGGCATTGGAC--------CCGACTTAACT----TA---T-CTCTCCCGCCCA---------ACAGGTCACGAGTTCGTCCACATCACCTACCACATGCCCACGGCCTGTGAGGTG--------

droBia1 scf7180000302421:1753790-
1753952 +

GCTGCACGGCAATAGCAACGAGGAGCGCCCGGGCACAATTGTGCACAAAGGTGAGCCCTT---CTT----TCA----AGAAGC--A-----AT---------------GT----C-----TGCTG-------------ATGTGACCAATCT----CA---TCTCC---TTTTGC---------ACAGGTCACGAGTTCGTCCACATAACCTACCACATGCCCACGGCCTGCGAGGTG--------

droTak1 scf7180000415351:296704-
296865 -

TCTGCATGGGAATAGCAATGAGGAGCGCCCGGGCACTATTGTCCACAAAGGTGAGTTGGCTAG-------------T----T---GAGTTAGTAACTTGAGGGAATC-AT------------------------------------TAATT----TTTC-T-TTA---CCAAAA---------ACAGGTCACGAGTTCGTCCACATAACCTACCACATGCCCACAGCCTGCGAGGTG--------

droEug1 scf7180000409110:32820-32985
+

GCTGCACGGAAACAGCAACGAGGAGCGCCCAGGCACCATAGTCCACAAAGGTAACAACTAAG----------CTAGC----T---------GA---------------CTTAAAGTGTAA--------TGACTTTAAT--GAC--T-AATT----TA---T-TTC---ATTTAA---------ATAGGTCATGAGTTTGTCCACATTACCTACCACATGCCTACGGCCTGCGAGGTG--------

dm3 chrX:16520950-16521117 - GCTGCACGGTAATTGCAACGAGGAGCGCCCGGGCACCATTGTCCACAAAGGTAAGCTAACACACA---CCTCC----GGGGAA--A-----AT---------------GA----C-----ACTTA-------------ATGAGACAACACC----CTTT-T-TTG---TTTTGG---------ATAGGTCACGAGTTCGTTCACATTACCTACCACATGCCCACGGCTTGCGAGGTG--------
droSim2 x:15621409-15621573 - GCTGCACGGTAATAGCAACGAGGAGCGCCCGGGCACCATTGTCCACAAAGGTAAGCTGACACACTT----TCC-----GAGAC--A-----TT---------------GA----C-----ACTTA-------------ATGACACAAAACC----CA---TTTTG---TTTTGG---------CTAGGTCACGAGTTCGTTCACATCACCTACCACATGCCCACGGCTTGCGAGGTG--------
droSec2 scaffold_17:343782-343946 - GCTGCACGGTAATAGCAACGAGGAGCGCCCGGGCACCATTGTCCACAAAGGTAAGCTGACACACTT----TCC-----GGGAC--A-----TT---------------GA----C-----ACTTA-------------ATGACTCAAAACG----CA---TTTTG---TTTTGG---------CTAGGTCACGAGTTCGTTCACATCACCTACCACATGCCCACGGCTTGCGAGGTG--------
droYak3 X:10626935-10627099 - GCTGCACGGTAATAGCAACGAGGAGCGCCCGGGCACCATTGTCCACAAAGGTAAGCTGACACG-TT----TAC-----GGTAC--A-----AT---------------GA----CGC---GCTTC-------------ATGTGACTAAACT----TA---T-TTG---ATTTGG---------ATAGGTCACGAGTTCGTTCACATCACCTACCACATGCCCACGGCCTGCGAGGTG--------
droEre2 scaffold_4690:6879291-

6879463 -
GCTGCACGGTAATAGCAACGAGGAGCGCCCGGGCACCATTGTCCACAAAGGTAAGCTGAAACGT-T----TTC-----GGGAC--A-----AT---------------GA----C-----ACTTCATTGGACACAAT---AACACTAAACC----CA---T-TTC---ATCTGG---------ATAGGTCACGAGTTCGTCCACATCACCTACCACATGCCCACGGCCTGTGAGGTG--------
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TATCTGCATGTGTCACCGTATCTGTATCTGTATCCTGTATCTCCGTGCTTCGTTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCTTATTAAACTGACAAAGCTTTGCCGTGCTTGAGGTAGCCCTAATTGATTCCACAAACGACATCACCTGAAGAGGATGAGTGACACACA

***********************************.........(((..((((((..((((((((...((((.((((.((((((((.........)).)))))))))).))))...))))))))....))).)))...)))***********************************
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head

.............................................................TCGAAATTGGTTAAGCGTTTGC............................................................................................. 22 1 1 2.00 2 1 0 1

.............................................................TCGAAATTGGTTAAGCGTTTGTT............................................................................................ 23 0 1 2.00 2 2 0 0

.............................................................TCGAAATTGGTTAAGCGTTTG.............................................................................................. 21 0 1 1.00 1 0 1 0

Anti-sense strand reads

ATAGACGTACACAGTGGCATAGACATAGACATAGGACATAGAGGCACGAAGCAATTTATGAAGCTTTAACCAATTCGCAAACAACACGAATAATTTGACTGTTTCGAAACGGCACGAACTCCATCGGGATTAACTAAGGTGTTTGCTGTAGTGGACTTCTCCTACTCACTGTGTGT

***********************************.........(((..((((((..((((((((...((((.((((.((((((((.........)).)))))))))).))))...))))))))....))).)))...)))***********************************
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dp5 2:21156552-21156727 - dps_3835 TATCTGCATGTGTCACCGTATCTGTAT-C--TGTAT-------CCTGT----AT-CTCCGTGCTTCG-TTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCT---TATTA-AACTGACAAAGCTTTGCCGTGCTTGAGGTAGCC-CTAATTGATTCCACAAACGACA-----TCACCTGAAGAGGATGAGTGACAC-ACA
droPer2 scaffold_3:3931049-3931224 - dpe_2496 TATCTGCATGTGTCACCGTATCTGTAT-C--TGTAT-------CCTGT----AT-CTCCGTGCTTCG-TTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCT---TATTA-AACTGACAAAGCTTTGCCGTGCTTGAGGTAGCC-CTAATTGATTCCACAAACGACA-----TCACCTGAAGAGGATGAGTGACAC-ACA
droWil2 scf2_1100000004943:14640097-

14640210 +
TGTTTGTGTGTGTG-------------------------------TGT--GT-------GG-----ACTTAAATACTTCGAAATTGATTAAGCGTTTGTTGTGTTCCATTTCA-ATTTGACTATGCTTAACTATGCTTGAGGTAGCCTCTAATTGCTTCC-------------------------------------------

droVir3 scaffold_12855:6808860-
6808977 -

dvi_24643 TGTGTGTGTG--------------------------------------------------TGCCTTTTCTAAATACCTTGAAATTGGTTAAGCGTTTGTTGTGCT---TATCA-AATTGACGACGCTTAACTGTGCTTCAGGTAGCC--TAATTGCTTCAACAAGCCACC--------------------------CAC---C

droMoj3 scaffold_6540:25792866-
25793033 +

dmo_3123 TGTCTACGTGTATGTGAGTGTGTGTGT-G--TGTT----------TGT--GT-------GTACCGTTGCTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCT---TATCAAAATTGACAACGCTTAACTGTGCTTGAGGTAGCC--TAATTGTTTCAACAAGCTTCC-----CGCCGAGTTGTGCATGTGCGACAT---G

droGri2 scaffold_14906:2963119-
2963230 -

dgr_468 CG------------------------------------------------------------------CTAAATACTTCTGAATTGGTTAAGCGTTTGTTGTGCT---TATCA-AATTGACAACGCTTAACTATGCTTGAGGTAGCC--TAATTGTTTCAACAAGCTTCC------CGCCGGGCTGTGGT-------------

droAna3 scaffold_13340:3669057-
3669165 -

TATCCGTGTGTTTGTG---------------TGTGT-------GATGA-----------G-AGTCTGCCTAAATACTTCGAAATTGGCTAAGCGTTTGTTGTGAT---TACCA-AATTGACAATGCTAAGCTGTGCTTGAGGTAGCC--------------------------------------------------------

droBip1 scf7180000396712:683548-
683670 +

CATCCGTGTGTCTGTG---------------T------------GTGT-----------GAGC-CTGCCTAAATACTTCGAAATTGGCTAAGCGTTTGTTGTGAT---TATCG-AATTGACAATGCTAAGCTGTGCTTGAGGTAGCC--AAGATGAATCTACACG--AAC---------------------------------

droFic1 scf7180000454055:1329863-
1330018 -

TGTCGGCATGTGTGCGTGTGCGTGTAT-G--TGTG------------T----GT-GCCTGTGCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCCGTGCTTGAGGTAGCC--AAATTGATTCTACGAGCAAA--GGGGTG------------------ACAA-CGA

droEle1 scf7180000491280:3121559-
3121704 -

TGTGTGTGTGTGTG----TGTGTGTAT-C--TGTGT-------GCA-TGTGTGT-GTGTGTGCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGTC---CATCA-AATTGACATCGCTTAGCTGTGCTTGAGGTAGCC--AAATTGATTCTACATGCAA-----------------------------------

droRho1 scf7180000779501:512632-
512756 +

TGTGTAT---------------------C--TGTG--------CCTGG-----------GTGCTTTGCCTAAATACTTCGAAATTGGCTAAGCGTTTGTTGTGTC---CATCA-AATTGACAATGCTTAGCTGTGCTTGAGGTAGCC--AAATTGTTTCTACATTCAAAGGGG------------------------------

droBia1 scf7180000302136:2259473-
2259620 -

TATGCGTGTGTA---------------TC--TGTGTCCTACGTCCTGT--GTGTACTTTGTACTTTGCCTAAATACTTCGAAATTAACCAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCTTTGCTTGAGGTAGCC--AAATCGTTTCCACATGCGAAGAGG------------------------------

droTak1 scf7180000415257:293341-
293492 -

TGTATGCGTGTGTA-------------TCTCTGTGT-------CCTGT--GA-------GTACTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCTTTGCTTGAGGTAGCC--AAATTGTTTCAACATTCGAAGAGG---------------ATGTGCTGCAT-TTA

droEug1 scf7180000409798:1138189-
1138317 +

TATCTGTGTA-----------------GC--TGTGTCCTGTGTCCTGT-----------GTACTTTGCCTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAATTGTTTCATCATC--------------------------------------

dm3 chr3R:21413231-21413368 - dme_166 TATCTG---------------------------TGTCCTGTGCCCTGT-----------GTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---CATTA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCTACATGCGAAAAGGGTTC------------------TCAA---A
droSim2 3r:20925626-20925763 - dsi_32434 TATCTG---------------------------TGTCCTGTGCCCTGT-----------GTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---CTTTA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCTACATGCGAAAAGGGTTC------------------TCAA---A
droSec2 scaffold_13:201173-201313 - dse_150 TATCTG---------------------------TGTCCTGTGCCCTGT-----------GTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---CATTA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCTACATGCGAAAAGGGTTC------------------GCAAATCA
droYak3 3R:25065959-25066110 + dya_69 TATGCGTGTGTA---------------TC--TGTGTCCTGTGCCCTGT-----------GTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---AATTC-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCAACATGCGAAAAGGGTTCATCTGG-----------------CCA

droEre2 scaffold_4820:6629171-6629314
+

der_1511 TGTGTGCGTGTGTA-------------TC--TGTGTCCTGTGCCCTGT-----------GTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGCTTGTCGTGCA---CATTA-AATTGACAACGCTTAGCTGTGCCTGAGGTAGCC--AAACTGTTTCAACATGCGAAAAGGGTT---------------------------
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	candidate
	Testes-restricted
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


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


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


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


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


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


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


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


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


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


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


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


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


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


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


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


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


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


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


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



