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Show Alternate Folds
Flybase annnotation
rRNA [Dere\5.8STRNA:GG25461-RA]
No Repeatable elements found
mature star
1. scaffold 667:593-614 + 1. der 1518 scaffold 944:934-955 +
2. der 1518 scaffold 944:901-922 +|| 2. scaffold 946:831-852 +
3. scaffold 946:798-819 + 3. scaffold 948:789-810 +
4. scaffold 948:756-777 + 4. scaffold 994:326-347 +
5. scaffold 994:293-314 + 5. scaffold 1034:464-485 +
6. scaffold 1034:431-452 + 6. scaffold 1146:573-594 +
7. scaffold 1146:540-561+ 7. scaffold 1148:526-547 +
8. scaffold 1148:493-514 + 8. scaffold 1155:2905-2926 +
9. scaffold 1150:759-780 + 9. scaffold 1677:858-879 +
10. scaffold 1155:22872-2893 + 10. scaffold 2144:86-107 +
11. scaffold 2018:332-353 + 11. scaffold 2999:3724-3745 +
12. scaffold 2144:53-74 + 12. scaffold 3844:931-952 +
13. scaffold 3065:2516-2537 + 13. scaffold 4091:44-65 +
14. scaffold 3613:357-378 + 14. scaffold 4652:322-343 +
15. scaffold 3844:898-919 + 15. scaffold 4752:34037-34058 +
16. scaffold 4652:289-310 + 16. der 16 scaffold 4758:38426-38447 +
17. scaffold 4682:143-164 + 17. scaffold 4835:650-671 +
18. scaffold 4752:34004-34025 + 18. scaffold 4858:122389-122410 +
19. scaffold 4835:617-638 + 19. scaffold 4858:137924-137945 +
20. scaffold 4858:122356-122377 + 20. scaffold 4925:1093-1114 +
21. scaffold 1677:825-846 + 21. scaffold 3613:390-411 +
22. scaffold 2999:3691-3712 +
23. scaffold 4858:137891-137912 +
24. scaffold 711:1032-1053 -
25. scaffold 941:415-436 -
26. scaffold 942:225-246 -
27. scaffold 945:523-544 -
28. scaffold 947:465-486 -
29. scaffold 1124:444-465 -
30. scaffold 1133:410-431 -
31. scaffold 1139:1091-1112 -
32. scaffold 1145:638-659 -
33. scaffold 1147:325-346 -
34. scaffold 1149:432-453 -
35. scaffold 1168:600-621 -
36. scaffold 1226:370-391 -
37. scaffold 3385:447-468 -
38. scaffold 3863:264-285 -
39. scaffold 4298:791-812 -
40. scaffold 4723:10553-10574 -
41. scaffold 4752:30876-30897 -
42. scaffold 4769:54639-54660 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads
MO055
GSM1528801 v107 Vv108 M057 V040 V060
ATATGATACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTATATAAAAATGAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG female
Read # Hit |Total body follicle |male head embryo embryo head
******************************************************(( ............... (((((((((((((. (((((((( ...... )))))))) . .)))))) .))))))) .............. ))************************************************************ Size Mismatch Count Norm Total cells body
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCT .. vt v v v v v .. 26 0 20 1006.9020138 0 8288 0 5661 4196 1634 359
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v v 27 0 20 692.45 13849 9073 0 0 1289 3167 215 105
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCG. v v v v v v v v v e 23 0 20 354.60 7092 O 2928 2846 1136 25 157 0
..................................................................... AT T GA A GG A AT TG AT AT AT G . vt i v e e e e e e e e e e e e e e e e e et e e o e e o e e e o e e o e e o e e o e et e e o e e o ae o as o ae e oe e eeeeeeeaeeaeeaeeenseeneeeeeneeeneeeeeennenneens 22 0 20 330.95 6619 992 0 0 4618 248 761 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGC . . v v vt v v v v v a 25 0 20 270.40 5408 928 2103 1948 0 292 101 36
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGG . v v v v v v v v v e .. 24 0 20 258.90 5178 464 4152 0 485 31 0 46
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTC . v v v vt e v v e e e e e 22 0 20 215.50 4310 1142 665 1753 642 O 108 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCA. .t v vt v vt v et e e e e 19 0 20 201.10 4022 807 1009 1646 460 O 37 63
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTC. ... 22 0 20 160.95 3219 2858 0 128 206 O 11 16
................................................................................................................................................................. AACTCTAAGCGGTGGATCACT . v v v v v v v vt e v e w21 0 20 155.15 3103 941 0 1535 520 70 37 0
..................................................................... N N O N AN I N N N 2 0 20 139.40 2788 O 0 2409 0 0 245 134
................................................................................................................................................................. AACTCTAAGCGGTGGATCAC. ¢ v v v v vt v vt e e 20 0 20 130.55 2611 1065 392 735 337 32 8 42
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCT . v v v v v v v v v 27 0 20 129.95 2599 1098 501 0 458 409 116 17
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCA. ... ...... 28 0 20 129.50 2590 1637 0 880 44 0 15 14
................................................................................................................................................................. AACTCTAAGCGGTGGATC . v v v v vt vt vt v v e v e 18 0 20 98.05 1961 1250 0 537 0 98 0 76
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATG. .. ..... 30 0 20 90.80 1816 O 1816 0 0 0 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCG. .. 23 0 20 81.85 1637 1492 62 80 0 3 0 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTC.... 20 0 20 67.25 1345 1274 0 14 38 19 0
....................................................................... Tl G AR GG A A T T GA T A T AT Gl C A . & i i i e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e et e et et e et e e eeeeeeeeeeaeeannaanaenas 22 0 20 62.85 1257 235 0 876 O 102 44
..................................................................... AT T GA A GG A AT TG A T AT AT Gl C s i v i it i e e e e e e e et e e e e e e e e e et e et e e et e et e e et e et et e e e e et et et et e e et eeeeaeeeeeeeeeeeeeeeeeeaeeaneaneaas 23 0 20 58.60 1172 390 486 O 253 0 43
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTC. ... 23 0 20 57.30 1146 1011 74 37 11 7 6
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 55.35 1107 178 914 0 15 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCG. .. 22 0 20 54.75 1095 934 0 104 22 0 32 3
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGAT. 25 0 20 54.40 1088 977 0 25 67 7 8 4
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGG. .. .... 31 0 20 54.15 1083 0 1083 0 0 0 0 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTC.... 19 0 20 53.05 1061 907 0 89 0 40 25 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTCG. .. 21 0 20 45.35 907 755 0 105 21 4 20 2
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 42.95 859 0 851 7 0 1 0 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTCGAT. 23 0 20 41.90 838 563 0 131 O 11 133 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGG....... 19 0 20 41.45 829 800 20 0 0 0 7 2
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCAT . .. ... ... 25 0 20 36.65 733 21 701 8 3 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGTC. ... 27 0 20 30.25 605 375 189 21 18 0 0 2
....................................................................... T T G A A GG A AT T GA T AT AT Gl C s i vt e e e et e e et e e e et et et e e e e oo ae oo aeoe o s oe o et oo s osasaseessesesesesseseseseseeasaessesenesensesesesenasesasas 21 0 20 30.15 603 184 0 385 0 0 0 34
................................................................................................................................................................ AAACTCTAAGCGGTGGAT . v v v v e v e et vt vt e e 18 0 20 29.75 595 167 341 0 74 5 0 8
.................................................................... T A T T G A A G G A A T T G A T A T AT Gt v v v e e e e e e e et et et et e e o e oo oo oo oe o e o et et et et oo s aeneaeeeeeeseeeeeesesoesesaeeeasesesenseeeeeesesosesnseeaneneness 22 0 20 29.70 594 46 0 210 331 7 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGATG 26 0 20 28.40 568 538 16 0 12 0 2 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 27.10 542 362 124 26 0 0 30 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCT .. ... ... .... 24 0 20 26.25 525 169 229 77 13 0 36 1
................................................................................................................................................................ AAACTCTAAGCGGTGGATC .. v v v vt vt v e vt e e e e 19 0 20 26.15 523 0 350 111 41 11 0 10
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTC. ... 26 0 20 25.60 512 512 0 0 0 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGG....... 18 0 20 24.35 487 440 0 2 43 0 0 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGT..... 23 0 20 24.00 480 424 0 52 0 0 1 3
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGAT. 24 0 20 23.40 468 0 149 93 0 24 200 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGG....... 21 0 20 22.15 443 443 0 0 0 0 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTCG. .. 27 0 20 21.00 420 249 111 53 7 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGC. .. vt v v v. .. 26 0 20 18.25 365 97 165 0 66 30 5 2
................................................................................................................................................................................ ATCACTCGGCTCATGGGT..... 18 0 20 17.75 355 337 0 14 0 0 4 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v ... 28 0 20 17.00 340 0 0 308 17 0 11 4
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGAT. 22 0 20 16.90 338 316 0 15 0 7 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGG...... 19 0 20 16.70 334 304 0 6 21 2 1 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGA.. 23 0 20 16.65 333 307 0 19 5 2 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCT .. .o v v v v oo .. 28 0 20 15.10 302 163 58 0 4 77 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGG. .. ... 24 0 20 15.10 302 129 173 0 0 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCAT. ... ..... 29 0 20 14.45 289 289 0 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCG. v v v vt vt v v e 24 0 20 14.35 287 0 0 185 89 4 6 3
..................................................................... B N U N N AL 0 20 14.25 285 117 0 88 71 5 4 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 14.20 284 0 284 0 0 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGATG 25 0 20 13.70 274 265 0 0 0 2 7 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCT . . v v v v v v e .. 25 0 20 12.95 259 0 0 214 28 0 15 2
....................................................................... Tl GARAGGA A T T GA T A T AT G C t o i i i it e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e et et et e teeeeeeeeeeeeeaaeaeeaneannaenaaaas 20 0 20 12.90 258 0 0 0 235 13 0 10
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTC. v vt v v v v v .. 23 0 20 12.60 252 0 248 0 2 0 2 0
............................................................................................................................................................................... GATCACTCGGCTCATGGG...... 18 0 20 12.55 251 248 0 2 0 0 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTC. ... 25 0 20 12.35 247 245 0 0 0 1 1 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTC . v v v v e v et e e e e 23 0 20 11.20 224 0 124 63 0 26 11 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCG. .. 24 0 20 11.05 221 0 27 136 48 0 7 3
................................................................................................................................................................. AACTCTAAGCGGTGGATCACI................. 21 1 20 10.85 217 96 0 119 O 2 0 0
.................................................................................................................................................................................. CACTCGGCTCATGGGTCGAT. 20 0 20 10.60 212 163 12 13 3 13 7 1
................................................................................................................................................................. AACTCTAAGCGGTGG. ¢ v vt vt e v vt v et ee e 15 0 20 10.55 211 0 211 0 0 0 0 0
...................................................................... AT T GA A GG A A T T GA T AT AT G C s v v v e e e e e e e e e o e e o e e e e e e e et e et e e ot et e e e o e e o e e o a e oo et ae o ae o ae s oe e oeeeeeeneeneeeneeneeneeeeeeeeeneeneenneaneanas 21 0 20 10.45 209 85 0 68 0 0 56 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGG. . ..... 24 0 20 9.95 199 199 0 0 0 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGA. .t v v ittt it i ve e eeee.. 16 0 20 9.80 196 0 196 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTCA. . ... ... .. 29 0 20 9.50 190 28 159 0 0 3 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGAT .+ ¢ v v e et e e i e i e 22 0 20 8.85 177 48 52 72 0 0 5 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCGATG 27 0 20 8.45 169 135 23 7 0 0 3 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGGTC. . 28 0 20 8.45 169 0 148 0 0 19 2 0
...................................................................... AT T GA A G G A A T T GA T AT AT Gl C s v v v e e e e e e e et et et e et et et e st e o e oo oo o e oe oe o et et et a o s asaeseeeeeeseneeeeseseseeesaeaeesesesenseeesesesasnsases 22 0 20 8.00 160 48 0 0 66 40 0 6
......................................................................................................................................................................... GCGGTGGATCACTCGGCTC. . v v v v v v oo 19 0 20 8.00 160 131 0 10 3 15 0 1
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCI.......... 28 1 20 8.00 160 95 17 48 0 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGG. ... ... 25 0 20 7.85 157 132 25 0 0 0 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTC. . 24 0 20 7.85 157 0 93 0 18 33 11 2
................................................................................................................................................................................. TCACTCGGCTCATGGGTCG. 19 0 20 7.80 156 117 0 13 5 1 20 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCA. . o vt it e i e e e 20 0 20 7.65 153 74 0 58 20 1 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTC. . 21 0 20 7.45 149 0 0 0 64 28 47 10
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCT .. v vt v v v v .. 22 0 20 7.45 149 89 0 59 0 0 0 1
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCT . . v v v v v v v v o 23 0 20 7.30 146 55 44 41 5 0 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGG. . .. ... 22 0 20 7.15 143 90 50 0 2 1 0 0
...................................................................... AT T G A A GG A A T T GA T AT AT Gt v v e e e e e e e et e o e o e o e o e a o s o s aeoeaeaeneeeeeeeseseseseseseensaseeeeessesesesesesesasasasesesesssseseneseneeasas 20 0 20 7.05 141 63 0 43 35 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTC . v v v v vt v v e e e 21 0 20 6.95 139 93 6 31 0 9 0 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGA 21 0 20 6.75 135 109 0 0 12 0 10 4
...................................................................................................................................................................... TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 6.75 135 14 121 0 0 0 0 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATG. . ...... 19 0 20 6.70 134 94 10 23 6 1 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATG........ 18 0 20 6.45 129 101 7 0 18 0 3 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTC. ... v v oo 25 0 20 6.25 125 101 0 15 3 0 4 2
........................................................................ TG ARG G A A T T G A T A T AT Gl C A s & i i i et et e e e et et et e e e et e o e aeoa oot o et et oo s oo aeaeeeeseneeeesesesesesaseeaseseseseesesesesasesasaenneneness 21 0 20 6.15 123 43 0 74 0 0 0 6
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATG. . v v v .. 23 0 20 6.15 123 99 24 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACT . v v v v vt e et e v e e 22 0 20 6.10 122 84 0 0 24 12 2 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACT s v v v et et e e e e 25 0 20 6.05 121 13 103 0 3 2 0 0
.................................................................... T AT T GAAGGA A T T G A T AT AT GC s v it e e e e e e e et et et et e e o e oo o e oo o e o e o et et et et et o e o e oo oo oo oeoe oo te et aeasaseenseeeeensenseeeneeeesesasaensaneeess 23 0 20 5.90 118 43 0 0 0 19 51 5
....................................................................... B O U N At N N N N ° 0 20 5.85 117 0 0 64 52 1 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCATG. .. ..... 26 0 20 5.85 117 42 65 8 0 0 2 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGC. v v v v v v e 24 0 20 5.80 116 71 19 18 5 0 3 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCT ... v v v v e .. 19 0 20 5.80 116 104 0 0 4 8 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATC . v v v v v et et et eneeaas 23 0 20 5.75 115 23 65 16 6 5 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTCAT. .. ...... 30 0 20 5.75 115 0 115 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACT . v v v v v v v v e eee.. 20 0 20 5.75 115 89 0 0 20 5 1 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGAT . v v vt i it e e i ee e e 19 0 20 5.50 110 59 42 0 0 3 6 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGA 24 0 20 5.40 108 0 93 0 0 0 13 2
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGGG. .. ... 32 0 20 5.40 108 0 108 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGA 27 0 20 5.35 107 62 41 4 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCG . v v v v v v vt e e e en. 22 0 20 5.35 107 42 0 55 8 0 2 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCATGGGTC. . 31 0 20 5.30 106 0 106 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGG. ¢ v v v v v v v v e 23 0 20 5.30 106 39 55 11 1 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCAT. ..o v v ... 28 0 20 5.20 104 42 52 g 0 3 0 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCGGCT. . v v v v v v v v v . 29 0 20 5.15 103 39 36 0 0 28 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTC . v v v v v vt v e e ee.. 18 0 20 4.95 99 19 67 1 0 12 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGG. v v v vt e v e ve... 20 0 20 4.95 99 15 56 16 3 4 5 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCI............27 1 20 4.80 96 0 0 0 0 96 0 0
................................................................................................................................................................... CTCTAAGCGGTGGAT . v v et et e et e e e e eeee. 15 0 20 4.75 95 0 95 0 0 0 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCGATG 28 0 20 4.65 93 88 0 0 0 5 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTC . v v v vt vt v e eeee.. 20 0 20 4.65 93 30 8 19 0 21 14 1
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGGGT.. ... 33 0 20 4.55 91 0 91 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCG 26 0 20 4.55 91 81 3 7 0 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGTCG 28 0 20 4.50 90 81 0 6 0 3 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCGG. v v v v v v v e v e 29 0 20 4.50 90 1 85 4 0 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGC. . v v v v v e 21 0 20 4.45 89 25 34 0 0 20 9 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCT. . v v v v v e .. 20 0 20 4.30 86 86 0 0 0 0 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATC. ¢ v vt vt e v v e e e 20 0 20 4.25 85 0 65 10 10 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCAC . v v v e v v e e v e v e 21 0 20 4.20 84 59 2 0 19 3 1 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCAC .. v v v v v v vt v e e e e e 19 0 20 4.20 84 67 0 14 0 1 1 1
................................................................................................................................................................... CTCTAAGCGGTGGATCACT . v v v v v vt v v v e e e e 19 0 20 4.10 82 43 0 24 0 3 9 3
...................................................................................................................................................................... TAAGCGGTGGATCACTCGGCTCATGG. .. .... 26 0 20 4.10 82 50 27 1 4 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCATGGGTCG 31 0 20 4.00 80 0 80 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCAT......... 20 0 20 4.00 80 0 78 0 2 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCG. ¢ v vt v v v v v e 19 0 20 4.00 80 15 0 46 19 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTC. v v v v v v e 21 0 20 4.00 80 56 1 4 1 18 0 0
..................................................................... AT TG A A GG A A T TG A T AT AT Gl C A L i i i it e e e e e et et et et e e o e oo o e o e o e o e o e o et et et oo s oo oo aeeeeeeseeeeeeseseeeseseeaseeeeeseseeensesenesenasesases 24 0 20 4.00 80 0 3 36 35 2 4 0
...................................................................................................... B N L R 0 2 0 20 3.95 79 68 0 0 8 3 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCATG. . v ... .. 28 0 20 3.95 79 0 78 0 0 1 0 0
...................................................................................................... B N O 0 2 0 20 3.95 79 67 1 0 0 10 1 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCG. ¢ v vt e vt eeee... 26 0 20 3.90 78 8 40 22 8 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTC. . ... ...... 18 0 20 3.85 77 0 77 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGG. v v v v v e v v v v 25 0 20 3.85 77 0 0 57 20 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCAI. coocooooo |29 1 20 3.80 76 0 76 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGG. . .... 23 0 20 3.80 76 0 76 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGAT. 28 0 20 3.80 76 34 40 2 0 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCG . v v v v v v v e e e 27 0 20 3.75 75 5 42 21 7 0 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTCGA.. 28 0 20 3.70 74 70 0 3 0 1 0 0
..................................................................... AT TG A A GG A A T T G A T A T A s & i o e e e e e e e e e e e e e e e e o e o e oo oo oo ae oo oo s osesosesaseeaeaeeeeeseeesesesosesaeoeaseeeeeeeeeeseseseseeaseenseseaeaeasslO 0 20 3.65 73 0 0 47 24 0 1 1
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGT..... 21 0 20 3.60 72 0 0 0 65 0 0 7
........................................................................................................................................................................... GGTGGATCACTCGGCTCAT......... 19 0 20 3.50 70 52 0 0 0 4 14 0
........................................................................................................................................................................... GGTGGATCACTCGGCT . ... ..o v.... 16 0 20 3.50 70 0 70 0 0 0 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v v v 29 0 20 3.45 69 19 0 0 0 49 0 1
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCAT......... 21 0 20 3.45 69 64 0 4 0 1 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTC . v v v i v v v eaes 271 0 20 3.40 68 10 53 0 0 5 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCATGG. ...... 30 0 20 3.35 67 0 67 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCATGGG. .. ... 31 0 20 3.25 65 0 65 0 0 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGC. v v v v v v e ... 18 0 20 3.25 65 45 14 0 0 6 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGC . v v v v v v v v v e w27 0 20 3.20 64 19 14 27 0 4 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGG . ¢ v v v v e v v e ewe. 22 0 20 3.20 64 0 58 0 3 0 3 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCGAT. 26 0 20 3.15 63 0 0 42 0 10 11 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGC . v v v v e v v e e e e 22 0 20 3.05 61 0 35 14 8 4 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGT..... 20 0 20 3.00 60 0 0 0 49 3 3 5
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTC. . v v v o.. 26 0 20 3.00 60 0 57 0 0 0 3 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCAT ... ... ... 22 0 20 2.90 58 55 0 3 0 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCGG . v v v v v v e e... 28 0 20 2.90 58 6 45 6 1 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGGT. . ... 27 0 20 2.90 58 58 0 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATG. . ... ... 21 0 20 2.85 57 477 8 0 0 0 2 0
.................................................................................................................................................................................... CTCGGCTCATGGGTCGATG 19 0 20 2.85 57 56 0 0 1 0 0 0
..................................................................... TATTGAAGGAATTGATATATGCI...........................................................................................................23 1 20 2.85 57 20 0 0 23 2 11 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGC . v v v v v v v v v v 19 0 20 2.80 56 23 0 17 1 8 7 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCG. .. 20 0 20 2.75 55 0 0 37 14 2 0 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCG. .. 25 0 20 2.75 55 53 0 2 0 0 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCA. ... ... ... 26 0 20 2.70 54 44 0 10 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGG. ¢ v vt v vt v vt vviee e e 20 0 20 2.65 53 20 0 0 26 0 3 4
............................................................................................................................................................. ATAAAACTCTAAGCGGTGG. o v v v vt v vt e et ee e ee e 19 0 20 2.65 53 9 12 11 20 0 1 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACT .« v v v v vt v v v e v e 26 0 20 2.60 52 29 0 15 7 1 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGG . v v e v v v e v e... 26 0 20 2.60 52 0 36 8 7 1 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGAT .+ vt it et e et et e e e 21 0 20 2.50 50 28 15 0 3 1 3 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTC. . v v v v v v ... 24 0 20 2.50 50 0 34 0 1 10 5 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGG. v . v ... 23 0 20 2.50 50 0 47 1 0 2 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCA. ... ...... 18 0 20 2.50 50 29 0 0 13 0 7 1
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGATG 23 0 20 2.40 48 0 44 4 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCG. v v v e vt eeeen... 20 0 20 2.40 48 4 16 25 3 0 0 0
................................................................... T T AT TG A A GG A A T TG A T A T AT G C s v v v v e v e e e e e e e et e o e oo ae e e eesoeesosesaseeaeaeeeeeeeeeseeesesesasoeeneaeeeeeeeeeeeseeenoenasoeeneosoneeeeneeeeeans 24 0 20 2.40 48 9 0 15 24 0 0 0
........................ F N O 10 N €N @ 2N L 1O 7N C 1 e 0 20 2.40 48 0 0 2 15 31 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCA. .t vt i v vt ee e ee e 15 0 20 2.35 47 0 47 0 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGG. v v v v v e v e v 21 0 20 2.35 47 0 43 4 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCA. . ... ..... 25 0 20 2.35 47 14 33 0 0 0 0 0
.................................................................... T A T T G AR G G A A T T G A T A T AT s o i v e e e e e e e e e e et et o e e s o e oo oo oo aeaeeeeesesesesesaseeasaeeeeseeeeseeeseseseseeasaeeseseesesesesesesasaensaeeeess 21 0 20 2.30 46 22 0 21 0 2 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCT . .. v v v v v v o 17 0 20 2.30 46 0 46 0 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCGGC. . v v v v v v v o .. 30 0 20 2.30 46 0 46 0 0 0 0 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGAT . . v v v v vt v v i v e e e 20 0 20 2.25 45 23 0 15 0 2 4 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGG...... 26 0 20 2.25 45 0 45 0 0 0 0 0
.................................................................... T AT T GA A GG A A T T G A T A T AT Gl C 4 v v e e e e e e e e e et et et et et o e oo oo oo oo oo oa o e e s esesesesasesasaeaseseesssesesesesoesesesasnsesesssenseseseseseeess 24 0 20 2.25 45 14 0 7 4 17 3 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCG. . v v vt v v v v v .. 28 0 20 2.20 44 5 0 32 7 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCA . . vt it vt et e eeeees. 23 0 20 2.20 44 9 25 10 0 0 0 0
..................................................................... AT TG A A GG A A T T GA T AT AT Gl C A G . & v e vt et et et et e et et et e o e o e o et et et et o s as oo aeaeeeeseneeeesesesosesaeseeseseseneesesesesasasasasaneneneneessl2b 0 20 2.15 43 38 0 5 0 0 0 0
.................................................................... B R N T N L 2 0} 0 20 2.15 43 15 0 0 25 0 3 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCGGC. v v v v v v v e v 28 0 20 2.15 43 27 0 13 1 1 0 1
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTC. v v v v v v v e 20 0 20 2.10 42 0 35 5 0 0 2 0
.................................................................................................................................................................................. CACTCGGCTCATGGGTCGA.. 19 0 20 2.05 41 0 0 21 18 2 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCAC. ¢ v v v v vt vt v e e e e 25 0 20 2.00 40 16 14 0 9 0 1 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCAT ... ...... 26 0 20 2.00 40 0 40 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCA . & v v vt et e e e 18 0 20 2.00 40 0 3 12 23 1 0 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCA. . . ..o o ... 22 0 20 1.90 38 32 0 6 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCA. v v vt ittt et ee e 24 0 20 1.90 38 14 0 24 0 0 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCATGGG...... 30 0 20 1.90 38 0 38 0 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCA. ¢ v vt it e it ee e 16 0 20 1.85 37 0 37 0 0 0 0 0
.................................................................. AT T T AT TG A A GG A A T T GA T AT AT G C e v v v e e e e e et e o et e o e o e e e e s o s o s oeosaeneaeeeeeeeeeeeseseseeeeasaeasaseseseeseseseseseenseensasessssesaseneeasas 2D 0 20 1.85 37 5 0 7 19 3 3 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACT . . v v v v e v v v v e ... 18 0 20 1.85 37 4 33 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGATG 29 0 20 1.85 37 1 36 0 0 0 0 0
................................................................................................................................................................................. TCACTCGGCTCATGGGTCGA. . 20 0 20 1.80 36 23 0 4 7 2 0 0
..................................................................... TATTGAAGGAATTGATATATGCCI..........................................................................................................24 1 20 1.80 36 0 0 31 0 0 4 1
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCA. . v v v v v v 277 0 20 1.80 36 0 0 36 0 0 0 0
..................................................................... TATTGAAGGAATTGATATATGI............................................................................................................22 1 20 1.75 35 7 0 5 21 0 0 2
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGT..... 22 0 20 1.75 35 0 0 34 0 0 0 1
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACT . v v v v v e v e v e e e 24 0 20 1.75 35 15 10 5 5 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTC . v v v v e v v v e ew.n. 19 0 20 1.75 35 8 12 0 5 6 4 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCGGC . v v v v v v v e e 29 0 20 1.75 35 4 25 5 0 1 0 0
Anti-sense strand reads
GSM1528801
TATACTATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTGTTTTAACTGTAATATATTTTTACTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC
Read # Hit Total follicle
de ok e ok ok e ok ek ok e sk ok e sk ok ok sk ke ok ek ok sk ke ok sk ok ke sk ke ok ek ke sk ke sk ek ko (L L L L L COCCCCCCCECCC. CeeeeCCe ... NI INII)) I ) e ) ) kkdkkdkokdkkdkkdkkhkokhkkkdkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkk***x 5jze Mismatch Count Norm Total cells
................................................................................................................................................................................... TGAGCCGAGTACCCAGCT.. 18 0 20 0.05 1 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroEre2|scaffold 944:832-1030 +|lder 1518/ATATGATA-CATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATAC-ATTIATTGAAGGAATTGATATATGCCAGTAAAATGCECTATIF T TAATTTCT T TCARTAAAAACAAAATTGACATT-——AT—————————~— ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGATCACTCGGCT CAT GGG T C G AT G = == — = = — = = = — = = = — = = o - |

ldrovak3|v2_chrun 252:158-356 - |

scaffold 3158:1078-1276

droSec2|scaffold 2429:1737-1935
[arosim2]node 61490:1-129 + st 506 | ettt T T T 2.G G TATAAAAATAR- ATTTATTGAAGCAATTGATATATGCCAGTAAAATGCICTATT I T AST IECHTTCARTAAAAACAAATTGACATT -~ ~AT-———————=~- D e T O e e — — —— — ——— — — — —— — — —— — — — |
dm3 chrUextra:3125439- =
3125637 -
droEugl|sc£f7180000405611:4339-
4389 -
droBialllsc£7180000299694:345-
544 +
droTakl|sc£7180000413686:825-
1038 -
droRholl[sc£7180000764814:196-
395 +
droFicl|[sc£7180000448638:2209-
2408 -
droAna3

droBip1|scf7180000392609:4221-
dp5 Sikfown_group 34:5278- |dps 4  |ATATGETAREATAREGHT TATATIAAACTAAGACATTTCGCARNCATTRTTTTAGGRATAAAARTAINNA T TTATTGAAGGAATTGATATATGCCAGTAAAAT GGEGTATT I TAATTTCTITCAATAAAEACANARYTGACAINRENAT -~ ———————— R aga A AN AT TRTA AR CTC T AAGCGGTGGAT CACT CGGC T CA T GGG T C G T G = = = = = = = = = = = = = =
5480 +
droPer2|scaffold 433:2465-2663
droWil2|scf2 1100000001109:349-
548 -

ldrovir3|scaffold 1702:709-907 |
ldroMoj3|lscaffold 4750:788-986 |
ldroGriz|scaffold 661:773-972 - |
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Show Alternate Folds
Flybase annnotation
rRNA [Dere\5.8STRNA:GG25461-RA]
No Repeatable elements found
mature star
1. scaffold 667:593-614 + 1. der 1518 scaffold 944:934-955 +
2. der 1518 scaffold 944:901-922 +|| 2. scaffold 946:831-852 +
3. scaffold 946:798-819 + 3. scaffold 948:789-810 +
4. scaffold 948:756-777 + 4. scaffold 994:326-347 +
5. scaffold 994:293-314 + 5. scaffold 1034:464-485 +
6. scaffold 1034:431-452 + 6. scaffold 1146:573-594 +
7. scaffold 1146:540-561+ 7. scaffold 1148:526-547 +
8. scaffold 1148:493-514 + 8. scaffold 1155:2905-2926 +
9. scaffold 1150:759-780 + 9. scaffold 1677:858-879 +
10. scaffold 1155:22872-2893 + 10. scaffold 2144:86-107 +
11. scaffold 2018:332-353 + 11. scaffold 2999:3724-3745 +
12. scaffold 2144:53-74 + 12. scaffold 3844:931-952 +
13. scaffold 3065:2516-2537 + 13. scaffold 4091:44-65 +
14. scaffold 3613:357-378 + 14. scaffold 4652:322-343 +
15. scaffold 3844:898-919 + 15. scaffold 4752:34037-34058 +
16. scaffold 4652:289-310 + 16. der 16 scaffold 4758:38426-38447 +
17. scaffold 4682:143-164 + 17. scaffold 4835:650-671 +
18. scaffold 4752:34004-34025 + 18. scaffold 4858:122389-122410 +
19. scaffold 4835:617-638 + 19. scaffold 4858:137924-137945 +
20. scaffold 4858:122356-122377 + 20. scaffold 4925:1093-1114 +
21. scaffold 1677:825-846 + 21. scaffold 3613:390-411 +
22. scaffold 2999:3691-3712 +
23. scaffold 4858:137891-137912 +
24. scaffold 711:1032-1053 -
25. scaffold 941:415-436 -
26. scaffold 942:225-246 -
27. scaffold 945:523-544 -
28. scaffold 947:465-486 -
29. scaffold 1124:444-465 -
30. scaffold 1133:410-431 -
31. scaffold 1139:1091-1112 -
32. scaffold 1145:638-659 -
33. scaffold 1147:325-346 -
34. scaffold 1149:432-453 -
35. scaffold 1168:600-621 -
36. scaffold 1226:370-391 -
37. scaffold 3385:447-468 -
38. scaffold 3863:264-285 -
39. scaffold 4298:791-812 -
40. scaffold 4723:10553-10574 -
41. scaffold 4752:30876-30897 -
42. scaffold 4769:54639-54660 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads
MO055
GSM1528801 v107 Vv108 M057 V040 V060
ATATGATACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTATATAAAAATGAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG female
Read # Hit |Total body follicle |male head embryo embryo head
******************************************************(( ............... (((((((((((((. (((((((( ...... )))))))) . .)))))) .))))))) .............. ))************************************************************ Size Mismatch Count Norm Total cells body
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCT .. vt v v v v v .. 26 0 20 1006.9020138 0 8288 0 5661 4196 1634 359
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v v 27 0 20 692.45 13849 9073 0 0 1289 3167 215 105
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCG. v v v v v v v v v e 23 0 20 354.60 7092 O 2928 2846 1136 25 157 0
..................................................................... AT T GA A GG A AT TG AT AT AT G . vt i v e e e e e e e e e e e e e e e e e et e e o e e o e e e o e e o e e o e e o e et e e o e e o ae o as o ae e oe e eeeeeeeaeeaeeaeeenseeneeeeeneeeneeeeeennenneens 22 0 20 330.95 6619 992 0 0 4618 248 761 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGC . . v v vt v v v v v a 25 0 20 270.40 5408 928 2103 1948 0 292 101 36
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGG . v v v v v v v v v e .. 24 0 20 258.90 5178 464 4152 0 485 31 0 46
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTC . v v v vt e v v e e e e e 22 0 20 215.50 4310 1142 665 1753 642 O 108 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCA. .t v vt v vt v et e e e e 19 0 20 201.10 4022 807 1009 1646 460 O 37 63
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTC. ... 22 0 20 160.95 3219 2858 0 128 206 O 11 16
................................................................................................................................................................. AACTCTAAGCGGTGGATCACT . v v v v v v v vt e v e w21 0 20 155.15 3103 941 0 1535 520 70 37 0
..................................................................... N N O N AN I N N N 2 0 20 139.40 2788 O 0 2409 0 0 245 134
................................................................................................................................................................. AACTCTAAGCGGTGGATCAC. ¢ v v v v vt v vt e e 20 0 20 130.55 2611 1065 392 735 337 32 8 42
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCT . v v v v v v v v v 27 0 20 129.95 2599 1098 501 0 458 409 116 17
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCA. ... ...... 28 0 20 129.50 2590 1637 0 880 44 0 15 14
................................................................................................................................................................. AACTCTAAGCGGTGGATC . v v v v vt vt vt v v e v e 18 0 20 98.05 1961 1250 0 537 0 98 0 76
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATG. .. ..... 30 0 20 90.80 1816 O 1816 0 0 0 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCG. .. 23 0 20 81.85 1637 1492 62 80 0 3 0 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTC.... 20 0 20 67.25 1345 1274 0 14 38 19 0
....................................................................... Tl G AR GG A A T T GA T A T AT Gl C A . & i i i e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e et e et et e et e e eeeeeeeeeeaeeannaanaenas 22 0 20 62.85 1257 235 0 876 O 102 44
..................................................................... AT T GA A GG A AT TG A T AT AT Gl C s i v i it i e e e e e e e et e e e e e e e e e et e et e e et e et e e et e et et e e e e et et et et e e et eeeeaeeeeeeeeeeeeeeeeeeaeeaneaneaas 23 0 20 58.60 1172 390 486 O 253 0 43
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTC. ... 23 0 20 57.30 1146 1011 74 37 11 7 6
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 55.35 1107 178 914 0 15 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCG. .. 22 0 20 54.75 1095 934 0 104 22 0 32 3
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGAT. 25 0 20 54.40 1088 977 0 25 67 7 8 4
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGG. .. .... 31 0 20 54.15 1083 0 1083 0 0 0 0 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTC.... 19 0 20 53.05 1061 907 0 89 0 40 25 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTCG. .. 21 0 20 45.35 907 755 0 105 21 4 20 2
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 42.95 859 0 851 7 0 1 0 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTCGAT. 23 0 20 41.90 838 563 0 131 O 11 133 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGG....... 19 0 20 41.45 829 800 20 0 0 0 7 2
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCAT . .. ... ... 25 0 20 36.65 733 21 701 8 3 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGTC. ... 27 0 20 30.25 605 375 189 21 18 0 0 2
....................................................................... T T G A A GG A AT T GA T AT AT Gl C s i vt e e e et e e et e e e et et et e e e e oo ae oo aeoe o s oe o et oo s osasaseessesesesesseseseseseeasaessesenesensesesesenasesasas 21 0 20 30.15 603 184 0 385 0 0 0 34
................................................................................................................................................................ AAACTCTAAGCGGTGGAT . v v v v e v e et vt vt e e 18 0 20 29.75 595 167 341 0 74 5 0 8
.................................................................... T A T T G A A G G A A T T G A T A T AT Gt v v v e e e e e e e et et et et e e o e oo oo oo oe o e o et et et et oo s aeneaeeeeeeseeeeeesesoesesaeeeasesesenseeeeeesesosesnseeaneneness 22 0 20 29.70 594 46 0 210 331 7 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGATG 26 0 20 28.40 568 538 16 0 12 0 2 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 27.10 542 362 124 26 0 0 30 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCT .. ... ... .... 24 0 20 26.25 525 169 229 77 13 0 36 1
................................................................................................................................................................ AAACTCTAAGCGGTGGATC .. v v v vt vt v e vt e e e e 19 0 20 26.15 523 0 350 111 41 11 0 10
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTC. ... 26 0 20 25.60 512 512 0 0 0 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGG....... 18 0 20 24.35 487 440 0 2 43 0 0 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGT..... 23 0 20 24.00 480 424 0 52 0 0 1 3
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGAT. 24 0 20 23.40 468 0 149 93 0 24 200 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGG....... 21 0 20 22.15 443 443 0 0 0 0 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTCG. .. 27 0 20 21.00 420 249 111 53 7 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGC. .. vt v v v. .. 26 0 20 18.25 365 97 165 0 66 30 5 2
................................................................................................................................................................................ ATCACTCGGCTCATGGGT..... 18 0 20 17.75 355 337 0 14 0 0 4 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v ... 28 0 20 17.00 340 0 0 308 17 0 11 4
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGAT. 22 0 20 16.90 338 316 0 15 0 7 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGG...... 19 0 20 16.70 334 304 0 6 21 2 1 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGA.. 23 0 20 16.65 333 307 0 19 5 2 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCT .. .o v v v v oo .. 28 0 20 15.10 302 163 58 0 4 77 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGG. .. ... 24 0 20 15.10 302 129 173 0 0 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCAT. ... ..... 29 0 20 14.45 289 289 0 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCG. v v v vt vt v v e 24 0 20 14.35 287 0 0 185 89 4 6 3
..................................................................... B N U N N AL 0 20 14.25 285 117 0 88 71 5 4 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 14.20 284 0 284 0 0 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGATG 25 0 20 13.70 274 265 0 0 0 2 7 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCT . . v v v v v v e .. 25 0 20 12.95 259 0 0 214 28 0 15 2
....................................................................... Tl GARAGGA A T T GA T A T AT G C t o i i i it e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e et et et e teeeeeeeeeeeeeaaeaeeaneannaenaaaas 20 0 20 12.90 258 0 0 0 235 13 0 10
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTC. v vt v v v v v .. 23 0 20 12.60 252 0 248 0 2 0 2 0
............................................................................................................................................................................... GATCACTCGGCTCATGGG...... 18 0 20 12.55 251 248 0 2 0 0 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTC. ... 25 0 20 12.35 247 245 0 0 0 1 1 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTC . v v v v e v et e e e e 23 0 20 11.20 224 0 124 63 0 26 11 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCG. .. 24 0 20 11.05 221 0 27 136 48 0 7 3
................................................................................................................................................................. AACTCTAAGCGGTGGATCACI................. 21 1 20 10.85 217 96 0 119 O 2 0 0
.................................................................................................................................................................................. CACTCGGCTCATGGGTCGAT. 20 0 20 10.60 212 163 12 13 3 13 7 1
................................................................................................................................................................. AACTCTAAGCGGTGG. ¢ v vt vt e v vt v et ee e 15 0 20 10.55 211 0 211 0 0 0 0 0
...................................................................... AT T GA A GG A A T T GA T AT AT G C s v v v e e e e e e e e e o e e o e e e e e e e et e et e e ot et e e e o e e o e e o a e oo et ae o ae o ae s oe e oeeeeeeneeneeeneeneeneeeeeeeeeneeneenneaneanas 21 0 20 10.45 209 85 0 68 0 0 56 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGG. . ..... 24 0 20 9.95 199 199 0 0 0 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGA. .t v v ittt it i ve e eeee.. 16 0 20 9.80 196 0 196 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTCA. . ... ... .. 29 0 20 9.50 190 28 159 0 0 3 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGAT .+ ¢ v v e et e e i e i e 22 0 20 8.85 177 48 52 72 0 0 5 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCGATG 27 0 20 8.45 169 135 23 7 0 0 3 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGGTC. . 28 0 20 8.45 169 0 148 0 0 19 2 0
...................................................................... AT T GA A G G A A T T GA T AT AT Gl C s v v v e e e e e e e et et et e et et et e st e o e oo oo o e oe oe o et et et a o s asaeseeeeeeseneeeeseseseeesaeaeesesesenseeesesesasnsases 22 0 20 8.00 160 48 0 0 66 40 0 6
......................................................................................................................................................................... GCGGTGGATCACTCGGCTC. . v v v v v v oo 19 0 20 8.00 160 131 0 10 3 15 0 1
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCI.......... 28 1 20 8.00 160 95 17 48 0 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGG. ... ... 25 0 20 7.85 157 132 25 0 0 0 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTC. . 24 0 20 7.85 157 0 93 0 18 33 11 2
................................................................................................................................................................................. TCACTCGGCTCATGGGTCG. 19 0 20 7.80 156 117 0 13 5 1 20 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCA. . o vt it e i e e e 20 0 20 7.65 153 74 0 58 20 1 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTC. . 21 0 20 7.45 149 0 0 0 64 28 47 10
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCT .. v vt v v v v .. 22 0 20 7.45 149 89 0 59 0 0 0 1
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCT . . v v v v v v v v o 23 0 20 7.30 146 55 44 41 5 0 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGG. . .. ... 22 0 20 7.15 143 90 50 0 2 1 0 0
...................................................................... AT T G A A GG A A T T GA T AT AT Gt v v e e e e e e e et e o e o e o e o e a o s o s aeoeaeaeneeeeeeeseseseseseseensaseeeeessesesesesesesasasasesesesssseseneseneeasas 20 0 20 7.05 141 63 0 43 35 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTC . v v v v vt v v e e e 21 0 20 6.95 139 93 6 31 0 9 0 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGA 21 0 20 6.75 135 109 0 0 12 0 10 4
...................................................................................................................................................................... TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 6.75 135 14 121 0 0 0 0 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATG. . ...... 19 0 20 6.70 134 94 10 23 6 1 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATG........ 18 0 20 6.45 129 101 7 0 18 0 3 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTC. ... v v oo 25 0 20 6.25 125 101 0 15 3 0 4 2
........................................................................ TG ARG G A A T T G A T A T AT Gl C A s & i i i et et e e e et et et e e e et e o e aeoa oot o et et oo s oo aeaeeeeseneeeesesesesesaseeaseseseseesesesesasesasaenneneness 21 0 20 6.15 123 43 0 74 0 0 0 6
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATG. . v v v .. 23 0 20 6.15 123 99 24 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACT . v v v v vt e et e v e e 22 0 20 6.10 122 84 0 0 24 12 2 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACT s v v v et et e e e e 25 0 20 6.05 121 13 103 0 3 2 0 0
.................................................................... T AT T GAAGGA A T T G A T AT AT GC s v it e e e e e e e et et et et e e o e oo o e oo o e o e o et et et et et o e o e oo oo oo oeoe oo te et aeasaseenseeeeensenseeeneeeesesasaensaneeess 23 0 20 5.90 118 43 0 0 0 19 51 5
....................................................................... B O U N At N N N N ° 0 20 5.85 117 0 0 64 52 1 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCATG. .. ..... 26 0 20 5.85 117 42 65 8 0 0 2 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGC. v v v v v v e 24 0 20 5.80 116 71 19 18 5 0 3 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCT ... v v v v e .. 19 0 20 5.80 116 104 0 0 4 8 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATC . v v v v v et et et eneeaas 23 0 20 5.75 115 23 65 16 6 5 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTCAT. .. ...... 30 0 20 5.75 115 0 115 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACT . v v v v v v v v e eee.. 20 0 20 5.75 115 89 0 0 20 5 1 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGAT . v v vt i it e e i ee e e 19 0 20 5.50 110 59 42 0 0 3 6 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGA 24 0 20 5.40 108 0 93 0 0 0 13 2
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGGG. .. ... 32 0 20 5.40 108 0 108 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGA 27 0 20 5.35 107 62 41 4 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCG . v v v v v v vt e e e en. 22 0 20 5.35 107 42 0 55 8 0 2 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCATGGGTC. . 31 0 20 5.30 106 0 106 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGG. ¢ v v v v v v v v e 23 0 20 5.30 106 39 55 11 1 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCAT. ..o v v ... 28 0 20 5.20 104 42 52 g 0 3 0 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCGGCT. . v v v v v v v v v . 29 0 20 5.15 103 39 36 0 0 28 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTC . v v v v v vt v e e ee.. 18 0 20 4.95 99 19 67 1 0 12 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGG. v v v vt e v e ve... 20 0 20 4.95 99 15 56 16 3 4 5 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCI............27 1 20 4.80 96 0 0 0 0 96 0 0
................................................................................................................................................................... CTCTAAGCGGTGGAT . v v et et e et e e e e eeee. 15 0 20 4.75 95 0 95 0 0 0 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCGATG 28 0 20 4.65 93 88 0 0 0 5 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTC . v v v vt vt v e eeee.. 20 0 20 4.65 93 30 8 19 0 21 14 1
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGGGT.. ... 33 0 20 4.55 91 0 91 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCG 26 0 20 4.55 91 81 3 7 0 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGTCG 28 0 20 4.50 90 81 0 6 0 3 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCGG. v v v v v v v e v e 29 0 20 4.50 90 1 85 4 0 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGC. . v v v v v e 21 0 20 4.45 89 25 34 0 0 20 9 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCT. . v v v v v e .. 20 0 20 4.30 86 86 0 0 0 0 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATC. ¢ v vt vt e v v e e e 20 0 20 4.25 85 0 65 10 10 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCAC . v v v e v v e e v e v e 21 0 20 4.20 84 59 2 0 19 3 1 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCAC .. v v v v v v vt v e e e e e 19 0 20 4.20 84 67 0 14 0 1 1 1
................................................................................................................................................................... CTCTAAGCGGTGGATCACT . v v v v v vt v v v e e e e 19 0 20 4.10 82 43 0 24 0 3 9 3
...................................................................................................................................................................... TAAGCGGTGGATCACTCGGCTCATGG. .. .... 26 0 20 4.10 82 50 27 1 4 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCATGGGTCG 31 0 20 4.00 80 0 80 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCAT......... 20 0 20 4.00 80 0 78 0 2 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCG. ¢ v vt v v v v v e 19 0 20 4.00 80 15 0 46 19 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTC. v v v v v v e 21 0 20 4.00 80 56 1 4 1 18 0 0
..................................................................... AT TG A A GG A A T TG A T AT AT Gl C A L i i i it e e e e e et et et et e e o e oo o e o e o e o e o e o et et et oo s oo oo aeeeeeeseeeeeeseseeeseseeaseeeeeseseeensesenesenasesases 24 0 20 4.00 80 0 3 36 35 2 4 0
...................................................................................................... B N L R 0 2 0 20 3.95 79 68 0 0 8 3 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCATG. . v ... .. 28 0 20 3.95 79 0 78 0 0 1 0 0
...................................................................................................... B N O 0 2 0 20 3.95 79 67 1 0 0 10 1 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCG. ¢ v vt e vt eeee... 26 0 20 3.90 78 8 40 22 8 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTC. . ... ...... 18 0 20 3.85 77 0 77 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGG. v v v v v e v v v v 25 0 20 3.85 77 0 0 57 20 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCAI. coocooooo |29 1 20 3.80 76 0 76 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGG. . .... 23 0 20 3.80 76 0 76 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGAT. 28 0 20 3.80 76 34 40 2 0 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCG . v v v v v v v e e e 27 0 20 3.75 75 5 42 21 7 0 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTCGA.. 28 0 20 3.70 74 70 0 3 0 1 0 0
..................................................................... AT TG A A GG A A T T G A T A T A s & i o e e e e e e e e e e e e e e e e o e o e oo oo oo ae oo oo s osesosesaseeaeaeeeeeseeesesesosesaeoeaseeeeeeeeeeseseseseeaseenseseaeaeasslO 0 20 3.65 73 0 0 47 24 0 1 1
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGT..... 21 0 20 3.60 72 0 0 0 65 0 0 7
........................................................................................................................................................................... GGTGGATCACTCGGCTCAT......... 19 0 20 3.50 70 52 0 0 0 4 14 0
........................................................................................................................................................................... GGTGGATCACTCGGCT . ... ..o v.... 16 0 20 3.50 70 0 70 0 0 0 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v v v 29 0 20 3.45 69 19 0 0 0 49 0 1
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCAT......... 21 0 20 3.45 69 64 0 4 0 1 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTC . v v v i v v v eaes 271 0 20 3.40 68 10 53 0 0 5 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCATGG. ...... 30 0 20 3.35 67 0 67 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCATGGG. .. ... 31 0 20 3.25 65 0 65 0 0 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGC. v v v v v v e ... 18 0 20 3.25 65 45 14 0 0 6 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGC . v v v v v v v v v e w27 0 20 3.20 64 19 14 27 0 4 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGG . ¢ v v v v e v v e ewe. 22 0 20 3.20 64 0 58 0 3 0 3 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCGAT. 26 0 20 3.15 63 0 0 42 0 10 11 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGC . v v v v e v v e e e e 22 0 20 3.05 61 0 35 14 8 4 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGT..... 20 0 20 3.00 60 0 0 0 49 3 3 5
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTC. . v v v o.. 26 0 20 3.00 60 0 57 0 0 0 3 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCAT ... ... ... 22 0 20 2.90 58 55 0 3 0 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCGG . v v v v v v e e... 28 0 20 2.90 58 6 45 6 1 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGGT. . ... 27 0 20 2.90 58 58 0 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATG. . ... ... 21 0 20 2.85 57 477 8 0 0 0 2 0
.................................................................................................................................................................................... CTCGGCTCATGGGTCGATG 19 0 20 2.85 57 56 0 0 1 0 0 0
..................................................................... TATTGAAGGAATTGATATATGCI...........................................................................................................23 1 20 2.85 57 20 0 0 23 2 11 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGC . v v v v v v v v v v 19 0 20 2.80 56 23 0 17 1 8 7 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCG. .. 20 0 20 2.75 55 0 0 37 14 2 0 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCG. .. 25 0 20 2.75 55 53 0 2 0 0 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCA. ... ... ... 26 0 20 2.70 54 44 0 10 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGG. ¢ v vt v vt v vt vviee e e 20 0 20 2.65 53 20 0 0 26 0 3 4
............................................................................................................................................................. ATAAAACTCTAAGCGGTGG. o v v v vt v vt e et ee e ee e 19 0 20 2.65 53 9 12 11 20 0 1 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACT .« v v v v vt v v v e v e 26 0 20 2.60 52 29 0 15 7 1 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGG . v v e v v v e v e... 26 0 20 2.60 52 0 36 8 7 1 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGAT .+ vt it et e et et e e e 21 0 20 2.50 50 28 15 0 3 1 3 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTC. . v v v v v v ... 24 0 20 2.50 50 0 34 0 1 10 5 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGG. v . v ... 23 0 20 2.50 50 0 47 1 0 2 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCA. ... ...... 18 0 20 2.50 50 29 0 0 13 0 7 1
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGATG 23 0 20 2.40 48 0 44 4 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCG. v v v e vt eeeen... 20 0 20 2.40 48 4 16 25 3 0 0 0
................................................................... T T AT TG A A GG A A T TG A T A T AT G C s v v v v e v e e e e e e e et e o e oo ae e e eesoeesosesaseeaeaeeeeeeeeeseeesesesasoeeneaeeeeeeeeeeeseeenoenasoeeneosoneeeeneeeeeans 24 0 20 2.40 48 9 0 15 24 0 0 0
........................ F N O 10 N €N @ 2N L 1O 7N C 1 e 0 20 2.40 48 0 0 2 15 31 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCA. .t vt i v vt ee e ee e 15 0 20 2.35 47 0 47 0 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGG. v v v v v e v e v 21 0 20 2.35 47 0 43 4 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCA. . ... ..... 25 0 20 2.35 47 14 33 0 0 0 0 0
.................................................................... T A T T G AR G G A A T T G A T A T AT s o i v e e e e e e e e e e et et o e e s o e oo oo oo aeaeeeeesesesesesaseeasaeeeeseeeeseeeseseseseeasaeeseseesesesesesesasaensaeeeess 21 0 20 2.30 46 22 0 21 0 2 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCT . .. v v v v v v o 17 0 20 2.30 46 0 46 0 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCGGC. . v v v v v v v o .. 30 0 20 2.30 46 0 46 0 0 0 0 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGAT . . v v v v vt v v i v e e e 20 0 20 2.25 45 23 0 15 0 2 4 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGG...... 26 0 20 2.25 45 0 45 0 0 0 0 0
.................................................................... T AT T GA A GG A A T T G A T A T AT Gl C 4 v v e e e e e e e e e et et et et et o e oo oo oo oo oo oa o e e s esesesesasesasaeaseseesssesesesesoesesesasnsesesssenseseseseseeess 24 0 20 2.25 45 14 0 7 4 17 3 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCG. . v v vt v v v v v .. 28 0 20 2.20 44 5 0 32 7 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCA . . vt it vt et e eeeees. 23 0 20 2.20 44 9 25 10 0 0 0 0
..................................................................... AT TG A A GG A A T T GA T AT AT Gl C A G . & v e vt et et et et e et et et e o e o e o et et et et o s as oo aeaeeeeseneeeesesesosesaeseeseseseneesesesesasasasasaneneneneessl2b 0 20 2.15 43 38 0 5 0 0 0 0
.................................................................... B R N T N L 2 0} 0 20 2.15 43 15 0 0 25 0 3 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCGGC. v v v v v v v e v 28 0 20 2.15 43 27 0 13 1 1 0 1
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTC. v v v v v v v e 20 0 20 2.10 42 0 35 5 0 0 2 0
.................................................................................................................................................................................. CACTCGGCTCATGGGTCGA.. 19 0 20 2.05 41 0 0 21 18 2 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCAC. ¢ v v v v vt vt v e e e e 25 0 20 2.00 40 16 14 0 9 0 1 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCAT ... ...... 26 0 20 2.00 40 0 40 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCA . & v v vt et e e e 18 0 20 2.00 40 0 3 12 23 1 0 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCA. . . ..o o ... 22 0 20 1.90 38 32 0 6 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCA. v v vt ittt et ee e 24 0 20 1.90 38 14 0 24 0 0 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCATGGG...... 30 0 20 1.90 38 0 38 0 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCA. ¢ v vt it e it ee e 16 0 20 1.85 37 0 37 0 0 0 0 0
.................................................................. AT T T AT TG A A GG A A T T GA T AT AT G C e v v v e e e e e et e o et e o e o e e e e s o s o s oeosaeneaeeeeeeeeeeeseseseeeeasaeasaseseseeseseseseseenseensasessssesaseneeasas 2D 0 20 1.85 37 5 0 7 19 3 3 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACT . . v v v v e v v v v e ... 18 0 20 1.85 37 4 33 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGATG 29 0 20 1.85 37 1 36 0 0 0 0 0
................................................................................................................................................................................. TCACTCGGCTCATGGGTCGA. . 20 0 20 1.80 36 23 0 4 7 2 0 0
..................................................................... TATTGAAGGAATTGATATATGCCI..........................................................................................................24 1 20 1.80 36 0 0 31 0 0 4 1
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCA. . v v v v v v 277 0 20 1.80 36 0 0 36 0 0 0 0
..................................................................... TATTGAAGGAATTGATATATGI............................................................................................................22 1 20 1.75 35 7 0 5 21 0 0 2
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGT..... 22 0 20 1.75 35 0 0 34 0 0 0 1
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACT . v v v v v e v e v e e e 24 0 20 1.75 35 15 10 5 5 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTC . v v v v e v v v e ew.n. 19 0 20 1.75 35 8 12 0 5 6 4 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCGGC . v v v v v v v e e 29 0 20 1.75 35 4 25 5 0 1 0 0
Anti-sense strand reads
GSM1528801
TATACTATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTGTTTTAACTGTAATATATTTTTACTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC
Read # Hit Total follicle
de ok e ok ok e ok ek ok e sk ok e sk ok ok sk ke ok ek ok sk ke ok sk ok ke sk ke ok ek ke sk ke sk ek ko (L L L L L COCCCCCCCECCC. CeeeeCCe ... NI INII)) I ) e ) ) kkdkkdkokdkkdkkdkkhkokhkkkdkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkk***x 5jze Mismatch Count Norm Total cells
................................................................................................................................................................................... TGAGCCGAGTACCCAGCT.. 18 0 20 0.05 1 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroEre2|scaffold 944:832-1030 +|lder 1518/ATATGATA-CATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATAC-ATTIATTGAAGGAATTGATATATGCCAGTAAAATGCECTATIF T TAATTTCT T TCARTAAAAACAAAATTGACATT-——AT—————————~— ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGATCACTCGGCT CAT GGG T C G AT G = == — = = — = = = — = = = — = = o - |

ldrovak3|v2_chrun 252:158-356 - |

scaffold 3158:1078-1276

droSec2|scaffold 2429:1737-1935
[arosim2]node 61490:1-129 + st 506 | ettt T T T 2.G G TATAAAAATAR- ATTTATTGAAGCAATTGATATATGCCAGTAAAATGCICTATT I T AST IECHTTCARTAAAAACAAATTGACATT -~ ~AT-———————=~- D e T O e e — — —— — ——— — — — —— — — —— — — — |
dm3 chrUextra:3125439- =
3125637 -
droEugl|sc£f7180000405611:4339-
4389 -
droBialllsc£7180000299694:345-
544 +
droTakl|sc£7180000413686:825-
1038 -
droRholl[sc£7180000764814:196-
395 +
droFicl|[sc£7180000448638:2209-
2408 -
droAna3

droBip1|scf7180000392609:4221-
dp5 Sikfown_group 34:5278- |dps 4  |ATATGETAREATAREGHT TATATIAAACTAAGACATTTCGCARNCATTRTTTTAGGRATAAAARTAINNA T TTATTGAAGGAATTGATATATGCCAGTAAAAT GGEGTATT I TAATTTCTITCAATAAAEACANARYTGACAINRENAT -~ ———————— R aga A AN AT TRTA AR CTC T AAGCGGTGGAT CACT CGGC T CA T GGG T C G T G = = = = = = = = = = = = = =
5480 +
droPer2|scaffold 433:2465-2663
droWil2|scf2 1100000001109:349-
548 -

ldrovir3|scaffold 1702:709-907 |
ldroMoj3|lscaffold 4750:788-986 |
ldroGriz|scaffold 661:773-972 - |
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:934-955
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4652:322-343
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er_1518_annot [-14.3]
Show Alternate Folds
Flybase annnotation
rRNA [Dere\5.8STRNA:GG25461-RA]
No Repeatable elements found
mature star
1. scaffold 667:593-614 + 1. der 1518 scaffold 944:934-955 +
2. der 1518 scaffold 944:901-922 +|| 2. scaffold 946:831-852 +
3. scaffold 946:798-819 + 3. scaffold 948:789-810 +
4. scaffold 948:756-777 + 4. scaffold 994:326-347 +
5. scaffold 994:293-314 + 5. scaffold 1034:464-485 +
6. scaffold 1034:431-452 + 6. scaffold 1146:573-594 +
7. scaffold 1146:540-561+ 7. scaffold 1148:526-547 +
8. scaffold 1148:493-514 + 8. scaffold 1155:2905-2926 +
9. scaffold 1150:759-780 + 9. scaffold 1677:858-879 +
10. scaffold 1155:22872-2893 + 10. scaffold 2144:86-107 +
11. scaffold 2018:332-353 + 11. scaffold 2999:3724-3745 +
12. scaffold 2144:53-74 + 12. scaffold 3844:931-952 +
13. scaffold 3065:2516-2537 + 13. scaffold 4091:44-65 +
14. scaffold 3613:357-378 + 14. scaffold 4652:322-343 +
15. scaffold 3844:898-919 + 15. scaffold 4752:34037-34058 +
16. scaffold 4652:289-310 + 16. der 16 scaffold 4758:38426-38447 +
17. scaffold 4682:143-164 + 17. scaffold 4835:650-671 +
18. scaffold 4752:34004-34025 + 18. scaffold 4858:122389-122410 +
19. scaffold 4835:617-638 + 19. scaffold 4858:137924-137945 +
20. scaffold 4858:122356-122377 + 20. scaffold 4925:1093-1114 +
21. scaffold 1677:825-846 + 21. scaffold 3613:390-411 +
22. scaffold 2999:3691-3712 +
23. scaffold 4858:137891-137912 +
24. scaffold 711:1032-1053 -
25. scaffold 941:415-436 -
26. scaffold 942:225-246 -
27. scaffold 945:523-544 -
28. scaffold 947:465-486 -
29. scaffold 1124:444-465 -
30. scaffold 1133:410-431 -
31. scaffold 1139:1091-1112 -
32. scaffold 1145:638-659 -
33. scaffold 1147:325-346 -
34. scaffold 1149:432-453 -
35. scaffold 1168:600-621 -
36. scaffold 1226:370-391 -
37. scaffold 3385:447-468 -
38. scaffold 3863:264-285 -
39. scaffold 4298:791-812 -
40. scaffold 4723:10553-10574 -
41. scaffold 4752:30876-30897 -
42. scaffold 4769:54639-54660 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads
MO055
GSM1528801 v107 Vv108 M057 V040 V060
ATATGATACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTATATAAAAATGAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG female
Read # Hit |Total body follicle |male head embryo embryo head
******************************************************(( ............... (((((((((((((. (((((((( ...... )))))))) . .)))))) .))))))) .............. ))************************************************************ Size Mismatch Count Norm Total cells body
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCT .. vt v v v v v .. 26 0 20 1006.9020138 0 8288 0 5661 4196 1634 359
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v v 27 0 20 692.45 13849 9073 0 0 1289 3167 215 105
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCG. v v v v v v v v v e 23 0 20 354.60 7092 O 2928 2846 1136 25 157 0
..................................................................... AT T GA A GG A AT TG AT AT AT G . vt i v e e e e e e e e e e e e e e e e e et e e o e e o e e e o e e o e e o e e o e et e e o e e o ae o as o ae e oe e eeeeeeeaeeaeeaeeenseeneeeeeneeeneeeeeennenneens 22 0 20 330.95 6619 992 0 0 4618 248 761 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGC . . v v vt v v v v v a 25 0 20 270.40 5408 928 2103 1948 0 292 101 36
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGG . v v v v v v v v v e .. 24 0 20 258.90 5178 464 4152 0 485 31 0 46
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTC . v v v vt e v v e e e e e 22 0 20 215.50 4310 1142 665 1753 642 O 108 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCA. .t v vt v vt v et e e e e 19 0 20 201.10 4022 807 1009 1646 460 O 37 63
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTC. ... 22 0 20 160.95 3219 2858 0 128 206 O 11 16
................................................................................................................................................................. AACTCTAAGCGGTGGATCACT . v v v v v v v vt e v e w21 0 20 155.15 3103 941 0 1535 520 70 37 0
..................................................................... N N O N AN I N N N 2 0 20 139.40 2788 O 0 2409 0 0 245 134
................................................................................................................................................................. AACTCTAAGCGGTGGATCAC. ¢ v v v v vt v vt e e 20 0 20 130.55 2611 1065 392 735 337 32 8 42
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCT . v v v v v v v v v 27 0 20 129.95 2599 1098 501 0 458 409 116 17
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCA. ... ...... 28 0 20 129.50 2590 1637 0 880 44 0 15 14
................................................................................................................................................................. AACTCTAAGCGGTGGATC . v v v v vt vt vt v v e v e 18 0 20 98.05 1961 1250 0 537 0 98 0 76
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATG. .. ..... 30 0 20 90.80 1816 O 1816 0 0 0 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCG. .. 23 0 20 81.85 1637 1492 62 80 0 3 0 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTC.... 20 0 20 67.25 1345 1274 0 14 38 19 0
....................................................................... Tl G AR GG A A T T GA T A T AT Gl C A . & i i i e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e et e et et e et e e eeeeeeeeeeaeeannaanaenas 22 0 20 62.85 1257 235 0 876 O 102 44
..................................................................... AT T GA A GG A AT TG A T AT AT Gl C s i v i it i e e e e e e e et e e e e e e e e e et e et e e et e et e e et e et et e e e e et et et et e e et eeeeaeeeeeeeeeeeeeeeeeeaeeaneaneaas 23 0 20 58.60 1172 390 486 O 253 0 43
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTC. ... 23 0 20 57.30 1146 1011 74 37 11 7 6
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 55.35 1107 178 914 0 15 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCG. .. 22 0 20 54.75 1095 934 0 104 22 0 32 3
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGAT. 25 0 20 54.40 1088 977 0 25 67 7 8 4
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGG. .. .... 31 0 20 54.15 1083 0 1083 0 0 0 0 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTC.... 19 0 20 53.05 1061 907 0 89 0 40 25 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTCG. .. 21 0 20 45.35 907 755 0 105 21 4 20 2
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 42.95 859 0 851 7 0 1 0 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTCGAT. 23 0 20 41.90 838 563 0 131 O 11 133 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGG....... 19 0 20 41.45 829 800 20 0 0 0 7 2
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCAT . .. ... ... 25 0 20 36.65 733 21 701 8 3 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGTC. ... 27 0 20 30.25 605 375 189 21 18 0 0 2
....................................................................... T T G A A GG A AT T GA T AT AT Gl C s i vt e e e et e e et e e e et et et e e e e oo ae oo aeoe o s oe o et oo s osasaseessesesesesseseseseseeasaessesenesensesesesenasesasas 21 0 20 30.15 603 184 0 385 0 0 0 34
................................................................................................................................................................ AAACTCTAAGCGGTGGAT . v v v v e v e et vt vt e e 18 0 20 29.75 595 167 341 0 74 5 0 8
.................................................................... T A T T G A A G G A A T T G A T A T AT Gt v v v e e e e e e e et et et et e e o e oo oo oo oe o e o et et et et oo s aeneaeeeeeeseeeeeesesoesesaeeeasesesenseeeeeesesosesnseeaneneness 22 0 20 29.70 594 46 0 210 331 7 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGATG 26 0 20 28.40 568 538 16 0 12 0 2 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 27.10 542 362 124 26 0 0 30 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCT .. ... ... .... 24 0 20 26.25 525 169 229 77 13 0 36 1
................................................................................................................................................................ AAACTCTAAGCGGTGGATC .. v v v vt vt v e vt e e e e 19 0 20 26.15 523 0 350 111 41 11 0 10
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTC. ... 26 0 20 25.60 512 512 0 0 0 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGG....... 18 0 20 24.35 487 440 0 2 43 0 0 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGT..... 23 0 20 24.00 480 424 0 52 0 0 1 3
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGAT. 24 0 20 23.40 468 0 149 93 0 24 200 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGG....... 21 0 20 22.15 443 443 0 0 0 0 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTCG. .. 27 0 20 21.00 420 249 111 53 7 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGC. .. vt v v v. .. 26 0 20 18.25 365 97 165 0 66 30 5 2
................................................................................................................................................................................ ATCACTCGGCTCATGGGT..... 18 0 20 17.75 355 337 0 14 0 0 4 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v ... 28 0 20 17.00 340 0 0 308 17 0 11 4
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGAT. 22 0 20 16.90 338 316 0 15 0 7 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGG...... 19 0 20 16.70 334 304 0 6 21 2 1 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGA.. 23 0 20 16.65 333 307 0 19 5 2 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCT .. .o v v v v oo .. 28 0 20 15.10 302 163 58 0 4 77 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGG. .. ... 24 0 20 15.10 302 129 173 0 0 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCAT. ... ..... 29 0 20 14.45 289 289 0 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCG. v v v vt vt v v e 24 0 20 14.35 287 0 0 185 89 4 6 3
..................................................................... B N U N N AL 0 20 14.25 285 117 0 88 71 5 4 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 14.20 284 0 284 0 0 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGATG 25 0 20 13.70 274 265 0 0 0 2 7 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCT . . v v v v v v e .. 25 0 20 12.95 259 0 0 214 28 0 15 2
....................................................................... Tl GARAGGA A T T GA T A T AT G C t o i i i it e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e et et et e teeeeeeeeeeeeeaaeaeeaneannaenaaaas 20 0 20 12.90 258 0 0 0 235 13 0 10
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTC. v vt v v v v v .. 23 0 20 12.60 252 0 248 0 2 0 2 0
............................................................................................................................................................................... GATCACTCGGCTCATGGG...... 18 0 20 12.55 251 248 0 2 0 0 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTC. ... 25 0 20 12.35 247 245 0 0 0 1 1 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTC . v v v v e v et e e e e 23 0 20 11.20 224 0 124 63 0 26 11 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCG. .. 24 0 20 11.05 221 0 27 136 48 0 7 3
................................................................................................................................................................. AACTCTAAGCGGTGGATCACI................. 21 1 20 10.85 217 96 0 119 O 2 0 0
.................................................................................................................................................................................. CACTCGGCTCATGGGTCGAT. 20 0 20 10.60 212 163 12 13 3 13 7 1
................................................................................................................................................................. AACTCTAAGCGGTGG. ¢ v vt vt e v vt v et ee e 15 0 20 10.55 211 0 211 0 0 0 0 0
...................................................................... AT T GA A GG A A T T GA T AT AT G C s v v v e e e e e e e e e o e e o e e e e e e e et e et e e ot et e e e o e e o e e o a e oo et ae o ae o ae s oe e oeeeeeeneeneeeneeneeneeeeeeeeeneeneenneaneanas 21 0 20 10.45 209 85 0 68 0 0 56 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGG. . ..... 24 0 20 9.95 199 199 0 0 0 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGA. .t v v ittt it i ve e eeee.. 16 0 20 9.80 196 0 196 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTCA. . ... ... .. 29 0 20 9.50 190 28 159 0 0 3 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGAT .+ ¢ v v e et e e i e i e 22 0 20 8.85 177 48 52 72 0 0 5 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCGATG 27 0 20 8.45 169 135 23 7 0 0 3 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGGTC. . 28 0 20 8.45 169 0 148 0 0 19 2 0
...................................................................... AT T GA A G G A A T T GA T AT AT Gl C s v v v e e e e e e e et et et e et et et e st e o e oo oo o e oe oe o et et et a o s asaeseeeeeeseneeeeseseseeesaeaeesesesenseeesesesasnsases 22 0 20 8.00 160 48 0 0 66 40 0 6
......................................................................................................................................................................... GCGGTGGATCACTCGGCTC. . v v v v v v oo 19 0 20 8.00 160 131 0 10 3 15 0 1
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCI.......... 28 1 20 8.00 160 95 17 48 0 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGG. ... ... 25 0 20 7.85 157 132 25 0 0 0 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTC. . 24 0 20 7.85 157 0 93 0 18 33 11 2
................................................................................................................................................................................. TCACTCGGCTCATGGGTCG. 19 0 20 7.80 156 117 0 13 5 1 20 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCA. . o vt it e i e e e 20 0 20 7.65 153 74 0 58 20 1 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTC. . 21 0 20 7.45 149 0 0 0 64 28 47 10
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCT .. v vt v v v v .. 22 0 20 7.45 149 89 0 59 0 0 0 1
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCT . . v v v v v v v v o 23 0 20 7.30 146 55 44 41 5 0 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGG. . .. ... 22 0 20 7.15 143 90 50 0 2 1 0 0
...................................................................... AT T G A A GG A A T T GA T AT AT Gt v v e e e e e e e et e o e o e o e o e a o s o s aeoeaeaeneeeeeeeseseseseseseensaseeeeessesesesesesesasasasesesesssseseneseneeasas 20 0 20 7.05 141 63 0 43 35 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTC . v v v v vt v v e e e 21 0 20 6.95 139 93 6 31 0 9 0 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGA 21 0 20 6.75 135 109 0 0 12 0 10 4
...................................................................................................................................................................... TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 6.75 135 14 121 0 0 0 0 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATG. . ...... 19 0 20 6.70 134 94 10 23 6 1 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATG........ 18 0 20 6.45 129 101 7 0 18 0 3 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTC. ... v v oo 25 0 20 6.25 125 101 0 15 3 0 4 2
........................................................................ TG ARG G A A T T G A T A T AT Gl C A s & i i i et et e e e et et et e e e et e o e aeoa oot o et et oo s oo aeaeeeeseneeeesesesesesaseeaseseseseesesesesasesasaenneneness 21 0 20 6.15 123 43 0 74 0 0 0 6
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATG. . v v v .. 23 0 20 6.15 123 99 24 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACT . v v v v vt e et e v e e 22 0 20 6.10 122 84 0 0 24 12 2 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACT s v v v et et e e e e 25 0 20 6.05 121 13 103 0 3 2 0 0
.................................................................... T AT T GAAGGA A T T G A T AT AT GC s v it e e e e e e e et et et et e e o e oo o e oo o e o e o et et et et et o e o e oo oo oo oeoe oo te et aeasaseenseeeeensenseeeneeeesesasaensaneeess 23 0 20 5.90 118 43 0 0 0 19 51 5
....................................................................... B O U N At N N N N ° 0 20 5.85 117 0 0 64 52 1 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCATG. .. ..... 26 0 20 5.85 117 42 65 8 0 0 2 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGC. v v v v v v e 24 0 20 5.80 116 71 19 18 5 0 3 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCT ... v v v v e .. 19 0 20 5.80 116 104 0 0 4 8 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATC . v v v v v et et et eneeaas 23 0 20 5.75 115 23 65 16 6 5 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTCAT. .. ...... 30 0 20 5.75 115 0 115 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACT . v v v v v v v v e eee.. 20 0 20 5.75 115 89 0 0 20 5 1 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGAT . v v vt i it e e i ee e e 19 0 20 5.50 110 59 42 0 0 3 6 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGA 24 0 20 5.40 108 0 93 0 0 0 13 2
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGGG. .. ... 32 0 20 5.40 108 0 108 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGA 27 0 20 5.35 107 62 41 4 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCG . v v v v v v vt e e e en. 22 0 20 5.35 107 42 0 55 8 0 2 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCATGGGTC. . 31 0 20 5.30 106 0 106 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGG. ¢ v v v v v v v v e 23 0 20 5.30 106 39 55 11 1 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCAT. ..o v v ... 28 0 20 5.20 104 42 52 g 0 3 0 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCGGCT. . v v v v v v v v v . 29 0 20 5.15 103 39 36 0 0 28 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTC . v v v v v vt v e e ee.. 18 0 20 4.95 99 19 67 1 0 12 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGG. v v v vt e v e ve... 20 0 20 4.95 99 15 56 16 3 4 5 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCI............27 1 20 4.80 96 0 0 0 0 96 0 0
................................................................................................................................................................... CTCTAAGCGGTGGAT . v v et et e et e e e e eeee. 15 0 20 4.75 95 0 95 0 0 0 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCGATG 28 0 20 4.65 93 88 0 0 0 5 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTC . v v v vt vt v e eeee.. 20 0 20 4.65 93 30 8 19 0 21 14 1
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGGGT.. ... 33 0 20 4.55 91 0 91 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCG 26 0 20 4.55 91 81 3 7 0 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGTCG 28 0 20 4.50 90 81 0 6 0 3 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCGG. v v v v v v v e v e 29 0 20 4.50 90 1 85 4 0 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGC. . v v v v v e 21 0 20 4.45 89 25 34 0 0 20 9 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCT. . v v v v v e .. 20 0 20 4.30 86 86 0 0 0 0 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATC. ¢ v vt vt e v v e e e 20 0 20 4.25 85 0 65 10 10 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCAC . v v v e v v e e v e v e 21 0 20 4.20 84 59 2 0 19 3 1 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCAC .. v v v v v v vt v e e e e e 19 0 20 4.20 84 67 0 14 0 1 1 1
................................................................................................................................................................... CTCTAAGCGGTGGATCACT . v v v v v vt v v v e e e e 19 0 20 4.10 82 43 0 24 0 3 9 3
...................................................................................................................................................................... TAAGCGGTGGATCACTCGGCTCATGG. .. .... 26 0 20 4.10 82 50 27 1 4 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCATGGGTCG 31 0 20 4.00 80 0 80 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCAT......... 20 0 20 4.00 80 0 78 0 2 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCG. ¢ v vt v v v v v e 19 0 20 4.00 80 15 0 46 19 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTC. v v v v v v e 21 0 20 4.00 80 56 1 4 1 18 0 0
..................................................................... AT TG A A GG A A T TG A T AT AT Gl C A L i i i it e e e e e et et et et e e o e oo o e o e o e o e o e o et et et oo s oo oo aeeeeeeseeeeeeseseeeseseeaseeeeeseseeensesenesenasesases 24 0 20 4.00 80 0 3 36 35 2 4 0
...................................................................................................... B N L R 0 2 0 20 3.95 79 68 0 0 8 3 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCATG. . v ... .. 28 0 20 3.95 79 0 78 0 0 1 0 0
...................................................................................................... B N O 0 2 0 20 3.95 79 67 1 0 0 10 1 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCG. ¢ v vt e vt eeee... 26 0 20 3.90 78 8 40 22 8 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTC. . ... ...... 18 0 20 3.85 77 0 77 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGG. v v v v v e v v v v 25 0 20 3.85 77 0 0 57 20 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCAI. coocooooo |29 1 20 3.80 76 0 76 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGG. . .... 23 0 20 3.80 76 0 76 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGAT. 28 0 20 3.80 76 34 40 2 0 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCG . v v v v v v v e e e 27 0 20 3.75 75 5 42 21 7 0 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTCGA.. 28 0 20 3.70 74 70 0 3 0 1 0 0
..................................................................... AT TG A A GG A A T T G A T A T A s & i o e e e e e e e e e e e e e e e e o e o e oo oo oo ae oo oo s osesosesaseeaeaeeeeeseeesesesosesaeoeaseeeeeeeeeeseseseseeaseenseseaeaeasslO 0 20 3.65 73 0 0 47 24 0 1 1
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGT..... 21 0 20 3.60 72 0 0 0 65 0 0 7
........................................................................................................................................................................... GGTGGATCACTCGGCTCAT......... 19 0 20 3.50 70 52 0 0 0 4 14 0
........................................................................................................................................................................... GGTGGATCACTCGGCT . ... ..o v.... 16 0 20 3.50 70 0 70 0 0 0 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v v v 29 0 20 3.45 69 19 0 0 0 49 0 1
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCAT......... 21 0 20 3.45 69 64 0 4 0 1 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTC . v v v i v v v eaes 271 0 20 3.40 68 10 53 0 0 5 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCATGG. ...... 30 0 20 3.35 67 0 67 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCATGGG. .. ... 31 0 20 3.25 65 0 65 0 0 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGC. v v v v v v e ... 18 0 20 3.25 65 45 14 0 0 6 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGC . v v v v v v v v v e w27 0 20 3.20 64 19 14 27 0 4 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGG . ¢ v v v v e v v e ewe. 22 0 20 3.20 64 0 58 0 3 0 3 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCGAT. 26 0 20 3.15 63 0 0 42 0 10 11 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGC . v v v v e v v e e e e 22 0 20 3.05 61 0 35 14 8 4 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGT..... 20 0 20 3.00 60 0 0 0 49 3 3 5
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTC. . v v v o.. 26 0 20 3.00 60 0 57 0 0 0 3 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCAT ... ... ... 22 0 20 2.90 58 55 0 3 0 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCGG . v v v v v v e e... 28 0 20 2.90 58 6 45 6 1 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGGT. . ... 27 0 20 2.90 58 58 0 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATG. . ... ... 21 0 20 2.85 57 477 8 0 0 0 2 0
.................................................................................................................................................................................... CTCGGCTCATGGGTCGATG 19 0 20 2.85 57 56 0 0 1 0 0 0
..................................................................... TATTGAAGGAATTGATATATGCI...........................................................................................................23 1 20 2.85 57 20 0 0 23 2 11 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGC . v v v v v v v v v v 19 0 20 2.80 56 23 0 17 1 8 7 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCG. .. 20 0 20 2.75 55 0 0 37 14 2 0 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCG. .. 25 0 20 2.75 55 53 0 2 0 0 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCA. ... ... ... 26 0 20 2.70 54 44 0 10 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGG. ¢ v vt v vt v vt vviee e e 20 0 20 2.65 53 20 0 0 26 0 3 4
............................................................................................................................................................. ATAAAACTCTAAGCGGTGG. o v v v vt v vt e et ee e ee e 19 0 20 2.65 53 9 12 11 20 0 1 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACT .« v v v v vt v v v e v e 26 0 20 2.60 52 29 0 15 7 1 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGG . v v e v v v e v e... 26 0 20 2.60 52 0 36 8 7 1 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGAT .+ vt it et e et et e e e 21 0 20 2.50 50 28 15 0 3 1 3 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTC. . v v v v v v ... 24 0 20 2.50 50 0 34 0 1 10 5 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGG. v . v ... 23 0 20 2.50 50 0 47 1 0 2 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCA. ... ...... 18 0 20 2.50 50 29 0 0 13 0 7 1
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGATG 23 0 20 2.40 48 0 44 4 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCG. v v v e vt eeeen... 20 0 20 2.40 48 4 16 25 3 0 0 0
................................................................... T T AT TG A A GG A A T TG A T A T AT G C s v v v v e v e e e e e e e et e o e oo ae e e eesoeesosesaseeaeaeeeeeeeeeseeesesesasoeeneaeeeeeeeeeeeseeenoenasoeeneosoneeeeneeeeeans 24 0 20 2.40 48 9 0 15 24 0 0 0
........................ F N O 10 N €N @ 2N L 1O 7N C 1 e 0 20 2.40 48 0 0 2 15 31 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCA. .t vt i v vt ee e ee e 15 0 20 2.35 47 0 47 0 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGG. v v v v v e v e v 21 0 20 2.35 47 0 43 4 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCA. . ... ..... 25 0 20 2.35 47 14 33 0 0 0 0 0
.................................................................... T A T T G AR G G A A T T G A T A T AT s o i v e e e e e e e e e e et et o e e s o e oo oo oo aeaeeeeesesesesesaseeasaeeeeseeeeseeeseseseseeasaeeseseesesesesesesasaensaeeeess 21 0 20 2.30 46 22 0 21 0 2 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCT . .. v v v v v v o 17 0 20 2.30 46 0 46 0 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCGGC. . v v v v v v v o .. 30 0 20 2.30 46 0 46 0 0 0 0 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGAT . . v v v v vt v v i v e e e 20 0 20 2.25 45 23 0 15 0 2 4 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGG...... 26 0 20 2.25 45 0 45 0 0 0 0 0
.................................................................... T AT T GA A GG A A T T G A T A T AT Gl C 4 v v e e e e e e e e e et et et et et o e oo oo oo oo oo oa o e e s esesesesasesasaeaseseesssesesesesoesesesasnsesesssenseseseseseeess 24 0 20 2.25 45 14 0 7 4 17 3 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCG. . v v vt v v v v v .. 28 0 20 2.20 44 5 0 32 7 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCA . . vt it vt et e eeeees. 23 0 20 2.20 44 9 25 10 0 0 0 0
..................................................................... AT TG A A GG A A T T GA T AT AT Gl C A G . & v e vt et et et et e et et et e o e o e o et et et et o s as oo aeaeeeeseneeeesesesosesaeseeseseseneesesesesasasasasaneneneneessl2b 0 20 2.15 43 38 0 5 0 0 0 0
.................................................................... B R N T N L 2 0} 0 20 2.15 43 15 0 0 25 0 3 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCGGC. v v v v v v v e v 28 0 20 2.15 43 27 0 13 1 1 0 1
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTC. v v v v v v v e 20 0 20 2.10 42 0 35 5 0 0 2 0
.................................................................................................................................................................................. CACTCGGCTCATGGGTCGA.. 19 0 20 2.05 41 0 0 21 18 2 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCAC. ¢ v v v v vt vt v e e e e 25 0 20 2.00 40 16 14 0 9 0 1 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCAT ... ...... 26 0 20 2.00 40 0 40 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCA . & v v vt et e e e 18 0 20 2.00 40 0 3 12 23 1 0 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCA. . . ..o o ... 22 0 20 1.90 38 32 0 6 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCA. v v vt ittt et ee e 24 0 20 1.90 38 14 0 24 0 0 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCATGGG...... 30 0 20 1.90 38 0 38 0 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCA. ¢ v vt it e it ee e 16 0 20 1.85 37 0 37 0 0 0 0 0
.................................................................. AT T T AT TG A A GG A A T T GA T AT AT G C e v v v e e e e e et e o et e o e o e e e e s o s o s oeosaeneaeeeeeeeeeeeseseseeeeasaeasaseseseeseseseseseenseensasessssesaseneeasas 2D 0 20 1.85 37 5 0 7 19 3 3 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACT . . v v v v e v v v v e ... 18 0 20 1.85 37 4 33 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGATG 29 0 20 1.85 37 1 36 0 0 0 0 0
................................................................................................................................................................................. TCACTCGGCTCATGGGTCGA. . 20 0 20 1.80 36 23 0 4 7 2 0 0
..................................................................... TATTGAAGGAATTGATATATGCCI..........................................................................................................24 1 20 1.80 36 0 0 31 0 0 4 1
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCA. . v v v v v v 277 0 20 1.80 36 0 0 36 0 0 0 0
..................................................................... TATTGAAGGAATTGATATATGI............................................................................................................22 1 20 1.75 35 7 0 5 21 0 0 2
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGT..... 22 0 20 1.75 35 0 0 34 0 0 0 1
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACT . v v v v v e v e v e e e 24 0 20 1.75 35 15 10 5 5 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTC . v v v v e v v v e ew.n. 19 0 20 1.75 35 8 12 0 5 6 4 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCGGC . v v v v v v v e e 29 0 20 1.75 35 4 25 5 0 1 0 0
Anti-sense strand reads
GSM1528801
TATACTATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTGTTTTAACTGTAATATATTTTTACTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC
Read # Hit Total follicle
de ok e ok ok e ok ek ok e sk ok e sk ok ok sk ke ok ek ok sk ke ok sk ok ke sk ke ok ek ke sk ke sk ek ko (L L L L L COCCCCCCCECCC. CeeeeCCe ... NI INII)) I ) e ) ) kkdkkdkokdkkdkkdkkhkokhkkkdkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkk***x 5jze Mismatch Count Norm Total cells
................................................................................................................................................................................... TGAGCCGAGTACCCAGCT.. 18 0 20 0.05 1 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroEre2|scaffold 944:832-1030 +|lder 1518/ATATGATA-CATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATAC-ATTIATTGAAGGAATTGATATATGCCAGTAAAATGCECTATIF T TAATTTCT T TCARTAAAAACAAAATTGACATT-——AT—————————~— ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGATCACTCGGCT CAT GGG T C G AT G = == — = = — = = = — = = = — = = o - |

ldrovak3|v2_chrun 252:158-356 - |

scaffold 3158:1078-1276

droSec2|scaffold 2429:1737-1935
[arosim2]node 61490:1-129 + st 506 | ettt T T T 2.G G TATAAAAATAR- ATTTATTGAAGCAATTGATATATGCCAGTAAAATGCICTATT I T AST IECHTTCARTAAAAACAAATTGACATT -~ ~AT-———————=~- D e T O e e — — —— — ——— — — — —— — — —— — — — |
dm3 chrUextra:3125439- =
3125637 -
droEugl|sc£f7180000405611:4339-
4389 -
droBialllsc£7180000299694:345-
544 +
droTakl|sc£7180000413686:825-
1038 -
droRholl[sc£7180000764814:196-
395 +
droFicl|[sc£7180000448638:2209-
2408 -
droAna3

droBip1|scf7180000392609:4221-
dp5 Sikfown_group 34:5278- |dps 4  |ATATGETAREATAREGHT TATATIAAACTAAGACATTTCGCARNCATTRTTTTAGGRATAAAARTAINNA T TTATTGAAGGAATTGATATATGCCAGTAAAAT GGEGTATT I TAATTTCTITCAATAAAEACANARYTGACAINRENAT -~ ———————— R aga A AN AT TRTA AR CTC T AAGCGGTGGAT CACT CGGC T CA T GGG T C G T G = = = = = = = = = = = = = =
5480 +
droPer2|scaffold 433:2465-2663
droWil2|scf2 1100000001109:349-
548 -

ldrovir3|scaffold 1702:709-907 |
ldroMoj3|lscaffold 4750:788-986 |
ldroGriz|scaffold 661:773-972 - |
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Show Alternate Folds
Flybase annnotation
rRNA [Dere\5.8STRNA:GG25461-RA]
No Repeatable elements found
mature star
1. scaffold 667:593-614 + 1. der 1518 scaffold 944:934-955 +
2. der 1518 scaffold 944:901-922 +|| 2. scaffold 946:831-852 +
3. scaffold 946:798-819 + 3. scaffold 948:789-810 +
4. scaffold 948:756-777 + 4. scaffold 994:326-347 +
5. scaffold 994:293-314 + 5. scaffold 1034:464-485 +
6. scaffold 1034:431-452 + 6. scaffold 1146:573-594 +
7. scaffold 1146:540-561+ 7. scaffold 1148:526-547 +
8. scaffold 1148:493-514 + 8. scaffold 1155:2905-2926 +
9. scaffold 1150:759-780 + 9. scaffold 1677:858-879 +
10. scaffold 1155:22872-2893 + 10. scaffold 2144:86-107 +
11. scaffold 2018:332-353 + 11. scaffold 2999:3724-3745 +
12. scaffold 2144:53-74 + 12. scaffold 3844:931-952 +
13. scaffold 3065:2516-2537 + 13. scaffold 4091:44-65 +
14. scaffold 3613:357-378 + 14. scaffold 4652:322-343 +
15. scaffold 3844:898-919 + 15. scaffold 4752:34037-34058 +
16. scaffold 4652:289-310 + 16. der 16 scaffold 4758:38426-38447 +
17. scaffold 4682:143-164 + 17. scaffold 4835:650-671 +
18. scaffold 4752:34004-34025 + 18. scaffold 4858:122389-122410 +
19. scaffold 4835:617-638 + 19. scaffold 4858:137924-137945 +
20. scaffold 4858:122356-122377 + 20. scaffold 4925:1093-1114 +
21. scaffold 1677:825-846 + 21. scaffold 3613:390-411 +
22. scaffold 2999:3691-3712 +
23. scaffold 4858:137891-137912 +
24. scaffold 711:1032-1053 -
25. scaffold 941:415-436 -
26. scaffold 942:225-246 -
27. scaffold 945:523-544 -
28. scaffold 947:465-486 -
29. scaffold 1124:444-465 -
30. scaffold 1133:410-431 -
31. scaffold 1139:1091-1112 -
32. scaffold 1145:638-659 -
33. scaffold 1147:325-346 -
34. scaffold 1149:432-453 -
35. scaffold 1168:600-621 -
36. scaffold 1226:370-391 -
37. scaffold 3385:447-468 -
38. scaffold 3863:264-285 -
39. scaffold 4298:791-812 -
40. scaffold 4723:10553-10574 -
41. scaffold 4752:30876-30897 -
42. scaffold 4769:54639-54660 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads
MO055
GSM1528801 v107 Vv108 M057 V040 V060
ATATGATACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTATATAAAAATGAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG female
Read # Hit |Total body follicle |male head embryo embryo head
******************************************************(( ............... (((((((((((((. (((((((( ...... )))))))) . .)))))) .))))))) .............. ))************************************************************ Size Mismatch Count Norm Total cells body
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCT .. vt v v v v v .. 26 0 20 1006.9020138 0 8288 0 5661 4196 1634 359
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v v 27 0 20 692.45 13849 9073 0 0 1289 3167 215 105
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCG. v v v v v v v v v e 23 0 20 354.60 7092 O 2928 2846 1136 25 157 0
..................................................................... AT T GA A GG A AT TG AT AT AT G . vt i v e e e e e e e e e e e e e e e e e et e e o e e o e e e o e e o e e o e e o e et e e o e e o ae o as o ae e oe e eeeeeeeaeeaeeaeeenseeneeeeeneeeneeeeeennenneens 22 0 20 330.95 6619 992 0 0 4618 248 761 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGC . . v v vt v v v v v a 25 0 20 270.40 5408 928 2103 1948 0 292 101 36
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGG . v v v v v v v v v e .. 24 0 20 258.90 5178 464 4152 0 485 31 0 46
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTC . v v v vt e v v e e e e e 22 0 20 215.50 4310 1142 665 1753 642 O 108 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCA. .t v vt v vt v et e e e e 19 0 20 201.10 4022 807 1009 1646 460 O 37 63
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTC. ... 22 0 20 160.95 3219 2858 0 128 206 O 11 16
................................................................................................................................................................. AACTCTAAGCGGTGGATCACT . v v v v v v v vt e v e w21 0 20 155.15 3103 941 0 1535 520 70 37 0
..................................................................... N N O N AN I N N N 2 0 20 139.40 2788 O 0 2409 0 0 245 134
................................................................................................................................................................. AACTCTAAGCGGTGGATCAC. ¢ v v v v vt v vt e e 20 0 20 130.55 2611 1065 392 735 337 32 8 42
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCT . v v v v v v v v v 27 0 20 129.95 2599 1098 501 0 458 409 116 17
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCA. ... ...... 28 0 20 129.50 2590 1637 0 880 44 0 15 14
................................................................................................................................................................. AACTCTAAGCGGTGGATC . v v v v vt vt vt v v e v e 18 0 20 98.05 1961 1250 0 537 0 98 0 76
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATG. .. ..... 30 0 20 90.80 1816 O 1816 0 0 0 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCG. .. 23 0 20 81.85 1637 1492 62 80 0 3 0 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTC.... 20 0 20 67.25 1345 1274 0 14 38 19 0
....................................................................... Tl G AR GG A A T T GA T A T AT Gl C A . & i i i e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e et e et et e et e e eeeeeeeeeeaeeannaanaenas 22 0 20 62.85 1257 235 0 876 O 102 44
..................................................................... AT T GA A GG A AT TG A T AT AT Gl C s i v i it i e e e e e e e et e e e e e e e e e et e et e e et e et e e et e et et e e e e et et et et e e et eeeeaeeeeeeeeeeeeeeeeeeaeeaneaneaas 23 0 20 58.60 1172 390 486 O 253 0 43
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTC. ... 23 0 20 57.30 1146 1011 74 37 11 7 6
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 55.35 1107 178 914 0 15 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCG. .. 22 0 20 54.75 1095 934 0 104 22 0 32 3
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGAT. 25 0 20 54.40 1088 977 0 25 67 7 8 4
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGG. .. .... 31 0 20 54.15 1083 0 1083 0 0 0 0 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTC.... 19 0 20 53.05 1061 907 0 89 0 40 25 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTCG. .. 21 0 20 45.35 907 755 0 105 21 4 20 2
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 42.95 859 0 851 7 0 1 0 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTCGAT. 23 0 20 41.90 838 563 0 131 O 11 133 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGG....... 19 0 20 41.45 829 800 20 0 0 0 7 2
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCAT . .. ... ... 25 0 20 36.65 733 21 701 8 3 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGTC. ... 27 0 20 30.25 605 375 189 21 18 0 0 2
....................................................................... T T G A A GG A AT T GA T AT AT Gl C s i vt e e e et e e et e e e et et et e e e e oo ae oo aeoe o s oe o et oo s osasaseessesesesesseseseseseeasaessesenesensesesesenasesasas 21 0 20 30.15 603 184 0 385 0 0 0 34
................................................................................................................................................................ AAACTCTAAGCGGTGGAT . v v v v e v e et vt vt e e 18 0 20 29.75 595 167 341 0 74 5 0 8
.................................................................... T A T T G A A G G A A T T G A T A T AT Gt v v v e e e e e e e et et et et e e o e oo oo oo oe o e o et et et et oo s aeneaeeeeeeseeeeeesesoesesaeeeasesesenseeeeeesesosesnseeaneneness 22 0 20 29.70 594 46 0 210 331 7 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGATG 26 0 20 28.40 568 538 16 0 12 0 2 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 27.10 542 362 124 26 0 0 30 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCT .. ... ... .... 24 0 20 26.25 525 169 229 77 13 0 36 1
................................................................................................................................................................ AAACTCTAAGCGGTGGATC .. v v v vt vt v e vt e e e e 19 0 20 26.15 523 0 350 111 41 11 0 10
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTC. ... 26 0 20 25.60 512 512 0 0 0 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGG....... 18 0 20 24.35 487 440 0 2 43 0 0 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGT..... 23 0 20 24.00 480 424 0 52 0 0 1 3
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGAT. 24 0 20 23.40 468 0 149 93 0 24 200 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGG....... 21 0 20 22.15 443 443 0 0 0 0 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTCG. .. 27 0 20 21.00 420 249 111 53 7 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGC. .. vt v v v. .. 26 0 20 18.25 365 97 165 0 66 30 5 2
................................................................................................................................................................................ ATCACTCGGCTCATGGGT..... 18 0 20 17.75 355 337 0 14 0 0 4 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v ... 28 0 20 17.00 340 0 0 308 17 0 11 4
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGAT. 22 0 20 16.90 338 316 0 15 0 7 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGG...... 19 0 20 16.70 334 304 0 6 21 2 1 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGA.. 23 0 20 16.65 333 307 0 19 5 2 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCT .. .o v v v v oo .. 28 0 20 15.10 302 163 58 0 4 77 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGG. .. ... 24 0 20 15.10 302 129 173 0 0 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCAT. ... ..... 29 0 20 14.45 289 289 0 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCG. v v v vt vt v v e 24 0 20 14.35 287 0 0 185 89 4 6 3
..................................................................... B N U N N AL 0 20 14.25 285 117 0 88 71 5 4 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 14.20 284 0 284 0 0 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGATG 25 0 20 13.70 274 265 0 0 0 2 7 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCT . . v v v v v v e .. 25 0 20 12.95 259 0 0 214 28 0 15 2
....................................................................... Tl GARAGGA A T T GA T A T AT G C t o i i i it e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e et et et e teeeeeeeeeeeeeaaeaeeaneannaenaaaas 20 0 20 12.90 258 0 0 0 235 13 0 10
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTC. v vt v v v v v .. 23 0 20 12.60 252 0 248 0 2 0 2 0
............................................................................................................................................................................... GATCACTCGGCTCATGGG...... 18 0 20 12.55 251 248 0 2 0 0 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTC. ... 25 0 20 12.35 247 245 0 0 0 1 1 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTC . v v v v e v et e e e e 23 0 20 11.20 224 0 124 63 0 26 11 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCG. .. 24 0 20 11.05 221 0 27 136 48 0 7 3
................................................................................................................................................................. AACTCTAAGCGGTGGATCACI................. 21 1 20 10.85 217 96 0 119 O 2 0 0
.................................................................................................................................................................................. CACTCGGCTCATGGGTCGAT. 20 0 20 10.60 212 163 12 13 3 13 7 1
................................................................................................................................................................. AACTCTAAGCGGTGG. ¢ v vt vt e v vt v et ee e 15 0 20 10.55 211 0 211 0 0 0 0 0
...................................................................... AT T GA A GG A A T T GA T AT AT G C s v v v e e e e e e e e e o e e o e e e e e e e et e et e e ot et e e e o e e o e e o a e oo et ae o ae o ae s oe e oeeeeeeneeneeeneeneeneeeeeeeeeneeneenneaneanas 21 0 20 10.45 209 85 0 68 0 0 56 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGG. . ..... 24 0 20 9.95 199 199 0 0 0 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGA. .t v v ittt it i ve e eeee.. 16 0 20 9.80 196 0 196 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTCA. . ... ... .. 29 0 20 9.50 190 28 159 0 0 3 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGAT .+ ¢ v v e et e e i e i e 22 0 20 8.85 177 48 52 72 0 0 5 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCGATG 27 0 20 8.45 169 135 23 7 0 0 3 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGGTC. . 28 0 20 8.45 169 0 148 0 0 19 2 0
...................................................................... AT T GA A G G A A T T GA T AT AT Gl C s v v v e e e e e e e et et et e et et et e st e o e oo oo o e oe oe o et et et a o s asaeseeeeeeseneeeeseseseeesaeaeesesesenseeesesesasnsases 22 0 20 8.00 160 48 0 0 66 40 0 6
......................................................................................................................................................................... GCGGTGGATCACTCGGCTC. . v v v v v v oo 19 0 20 8.00 160 131 0 10 3 15 0 1
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCI.......... 28 1 20 8.00 160 95 17 48 0 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGG. ... ... 25 0 20 7.85 157 132 25 0 0 0 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTC. . 24 0 20 7.85 157 0 93 0 18 33 11 2
................................................................................................................................................................................. TCACTCGGCTCATGGGTCG. 19 0 20 7.80 156 117 0 13 5 1 20 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCA. . o vt it e i e e e 20 0 20 7.65 153 74 0 58 20 1 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTC. . 21 0 20 7.45 149 0 0 0 64 28 47 10
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCT .. v vt v v v v .. 22 0 20 7.45 149 89 0 59 0 0 0 1
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCT . . v v v v v v v v o 23 0 20 7.30 146 55 44 41 5 0 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGG. . .. ... 22 0 20 7.15 143 90 50 0 2 1 0 0
...................................................................... AT T G A A GG A A T T GA T AT AT Gt v v e e e e e e e et e o e o e o e o e a o s o s aeoeaeaeneeeeeeeseseseseseseensaseeeeessesesesesesesasasasesesesssseseneseneeasas 20 0 20 7.05 141 63 0 43 35 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTC . v v v v vt v v e e e 21 0 20 6.95 139 93 6 31 0 9 0 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGA 21 0 20 6.75 135 109 0 0 12 0 10 4
...................................................................................................................................................................... TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 6.75 135 14 121 0 0 0 0 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATG. . ...... 19 0 20 6.70 134 94 10 23 6 1 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATG........ 18 0 20 6.45 129 101 7 0 18 0 3 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTC. ... v v oo 25 0 20 6.25 125 101 0 15 3 0 4 2
........................................................................ TG ARG G A A T T G A T A T AT Gl C A s & i i i et et e e e et et et e e e et e o e aeoa oot o et et oo s oo aeaeeeeseneeeesesesesesaseeaseseseseesesesesasesasaenneneness 21 0 20 6.15 123 43 0 74 0 0 0 6
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATG. . v v v .. 23 0 20 6.15 123 99 24 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACT . v v v v vt e et e v e e 22 0 20 6.10 122 84 0 0 24 12 2 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACT s v v v et et e e e e 25 0 20 6.05 121 13 103 0 3 2 0 0
.................................................................... T AT T GAAGGA A T T G A T AT AT GC s v it e e e e e e e et et et et e e o e oo o e oo o e o e o et et et et et o e o e oo oo oo oeoe oo te et aeasaseenseeeeensenseeeneeeesesasaensaneeess 23 0 20 5.90 118 43 0 0 0 19 51 5
....................................................................... B O U N At N N N N ° 0 20 5.85 117 0 0 64 52 1 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCATG. .. ..... 26 0 20 5.85 117 42 65 8 0 0 2 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGC. v v v v v v e 24 0 20 5.80 116 71 19 18 5 0 3 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCT ... v v v v e .. 19 0 20 5.80 116 104 0 0 4 8 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATC . v v v v v et et et eneeaas 23 0 20 5.75 115 23 65 16 6 5 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTCAT. .. ...... 30 0 20 5.75 115 0 115 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACT . v v v v v v v v e eee.. 20 0 20 5.75 115 89 0 0 20 5 1 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGAT . v v vt i it e e i ee e e 19 0 20 5.50 110 59 42 0 0 3 6 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGA 24 0 20 5.40 108 0 93 0 0 0 13 2
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGGG. .. ... 32 0 20 5.40 108 0 108 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGA 27 0 20 5.35 107 62 41 4 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCG . v v v v v v vt e e e en. 22 0 20 5.35 107 42 0 55 8 0 2 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCATGGGTC. . 31 0 20 5.30 106 0 106 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGG. ¢ v v v v v v v v e 23 0 20 5.30 106 39 55 11 1 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCAT. ..o v v ... 28 0 20 5.20 104 42 52 g 0 3 0 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCGGCT. . v v v v v v v v v . 29 0 20 5.15 103 39 36 0 0 28 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTC . v v v v v vt v e e ee.. 18 0 20 4.95 99 19 67 1 0 12 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGG. v v v vt e v e ve... 20 0 20 4.95 99 15 56 16 3 4 5 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCI............27 1 20 4.80 96 0 0 0 0 96 0 0
................................................................................................................................................................... CTCTAAGCGGTGGAT . v v et et e et e e e e eeee. 15 0 20 4.75 95 0 95 0 0 0 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCGATG 28 0 20 4.65 93 88 0 0 0 5 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTC . v v v vt vt v e eeee.. 20 0 20 4.65 93 30 8 19 0 21 14 1
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGGGT.. ... 33 0 20 4.55 91 0 91 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCG 26 0 20 4.55 91 81 3 7 0 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGTCG 28 0 20 4.50 90 81 0 6 0 3 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCGG. v v v v v v v e v e 29 0 20 4.50 90 1 85 4 0 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGC. . v v v v v e 21 0 20 4.45 89 25 34 0 0 20 9 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCT. . v v v v v e .. 20 0 20 4.30 86 86 0 0 0 0 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATC. ¢ v vt vt e v v e e e 20 0 20 4.25 85 0 65 10 10 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCAC . v v v e v v e e v e v e 21 0 20 4.20 84 59 2 0 19 3 1 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCAC .. v v v v v v vt v e e e e e 19 0 20 4.20 84 67 0 14 0 1 1 1
................................................................................................................................................................... CTCTAAGCGGTGGATCACT . v v v v v vt v v v e e e e 19 0 20 4.10 82 43 0 24 0 3 9 3
...................................................................................................................................................................... TAAGCGGTGGATCACTCGGCTCATGG. .. .... 26 0 20 4.10 82 50 27 1 4 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCATGGGTCG 31 0 20 4.00 80 0 80 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCAT......... 20 0 20 4.00 80 0 78 0 2 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCG. ¢ v vt v v v v v e 19 0 20 4.00 80 15 0 46 19 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTC. v v v v v v e 21 0 20 4.00 80 56 1 4 1 18 0 0
..................................................................... AT TG A A GG A A T TG A T AT AT Gl C A L i i i it e e e e e et et et et e e o e oo o e o e o e o e o e o et et et oo s oo oo aeeeeeeseeeeeeseseeeseseeaseeeeeseseeensesenesenasesases 24 0 20 4.00 80 0 3 36 35 2 4 0
...................................................................................................... B N L R 0 2 0 20 3.95 79 68 0 0 8 3 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCATG. . v ... .. 28 0 20 3.95 79 0 78 0 0 1 0 0
...................................................................................................... B N O 0 2 0 20 3.95 79 67 1 0 0 10 1 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCG. ¢ v vt e vt eeee... 26 0 20 3.90 78 8 40 22 8 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTC. . ... ...... 18 0 20 3.85 77 0 77 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGG. v v v v v e v v v v 25 0 20 3.85 77 0 0 57 20 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCAI. coocooooo |29 1 20 3.80 76 0 76 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGG. . .... 23 0 20 3.80 76 0 76 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGAT. 28 0 20 3.80 76 34 40 2 0 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCG . v v v v v v v e e e 27 0 20 3.75 75 5 42 21 7 0 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTCGA.. 28 0 20 3.70 74 70 0 3 0 1 0 0
..................................................................... AT TG A A GG A A T T G A T A T A s & i o e e e e e e e e e e e e e e e e o e o e oo oo oo ae oo oo s osesosesaseeaeaeeeeeseeesesesosesaeoeaseeeeeeeeeeseseseseeaseenseseaeaeasslO 0 20 3.65 73 0 0 47 24 0 1 1
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGT..... 21 0 20 3.60 72 0 0 0 65 0 0 7
........................................................................................................................................................................... GGTGGATCACTCGGCTCAT......... 19 0 20 3.50 70 52 0 0 0 4 14 0
........................................................................................................................................................................... GGTGGATCACTCGGCT . ... ..o v.... 16 0 20 3.50 70 0 70 0 0 0 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v v v 29 0 20 3.45 69 19 0 0 0 49 0 1
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCAT......... 21 0 20 3.45 69 64 0 4 0 1 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTC . v v v i v v v eaes 271 0 20 3.40 68 10 53 0 0 5 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCATGG. ...... 30 0 20 3.35 67 0 67 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCATGGG. .. ... 31 0 20 3.25 65 0 65 0 0 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGC. v v v v v v e ... 18 0 20 3.25 65 45 14 0 0 6 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGC . v v v v v v v v v e w27 0 20 3.20 64 19 14 27 0 4 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGG . ¢ v v v v e v v e ewe. 22 0 20 3.20 64 0 58 0 3 0 3 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCGAT. 26 0 20 3.15 63 0 0 42 0 10 11 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGC . v v v v e v v e e e e 22 0 20 3.05 61 0 35 14 8 4 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGT..... 20 0 20 3.00 60 0 0 0 49 3 3 5
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTC. . v v v o.. 26 0 20 3.00 60 0 57 0 0 0 3 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCAT ... ... ... 22 0 20 2.90 58 55 0 3 0 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCGG . v v v v v v e e... 28 0 20 2.90 58 6 45 6 1 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGGT. . ... 27 0 20 2.90 58 58 0 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATG. . ... ... 21 0 20 2.85 57 477 8 0 0 0 2 0
.................................................................................................................................................................................... CTCGGCTCATGGGTCGATG 19 0 20 2.85 57 56 0 0 1 0 0 0
..................................................................... TATTGAAGGAATTGATATATGCI...........................................................................................................23 1 20 2.85 57 20 0 0 23 2 11 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGC . v v v v v v v v v v 19 0 20 2.80 56 23 0 17 1 8 7 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCG. .. 20 0 20 2.75 55 0 0 37 14 2 0 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCG. .. 25 0 20 2.75 55 53 0 2 0 0 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCA. ... ... ... 26 0 20 2.70 54 44 0 10 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGG. ¢ v vt v vt v vt vviee e e 20 0 20 2.65 53 20 0 0 26 0 3 4
............................................................................................................................................................. ATAAAACTCTAAGCGGTGG. o v v v vt v vt e et ee e ee e 19 0 20 2.65 53 9 12 11 20 0 1 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACT .« v v v v vt v v v e v e 26 0 20 2.60 52 29 0 15 7 1 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGG . v v e v v v e v e... 26 0 20 2.60 52 0 36 8 7 1 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGAT .+ vt it et e et et e e e 21 0 20 2.50 50 28 15 0 3 1 3 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTC. . v v v v v v ... 24 0 20 2.50 50 0 34 0 1 10 5 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGG. v . v ... 23 0 20 2.50 50 0 47 1 0 2 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCA. ... ...... 18 0 20 2.50 50 29 0 0 13 0 7 1
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGATG 23 0 20 2.40 48 0 44 4 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCG. v v v e vt eeeen... 20 0 20 2.40 48 4 16 25 3 0 0 0
................................................................... T T AT TG A A GG A A T TG A T A T AT G C s v v v v e v e e e e e e e et e o e oo ae e e eesoeesosesaseeaeaeeeeeeeeeseeesesesasoeeneaeeeeeeeeeeeseeenoenasoeeneosoneeeeneeeeeans 24 0 20 2.40 48 9 0 15 24 0 0 0
........................ F N O 10 N €N @ 2N L 1O 7N C 1 e 0 20 2.40 48 0 0 2 15 31 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCA. .t vt i v vt ee e ee e 15 0 20 2.35 47 0 47 0 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGG. v v v v v e v e v 21 0 20 2.35 47 0 43 4 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCA. . ... ..... 25 0 20 2.35 47 14 33 0 0 0 0 0
.................................................................... T A T T G AR G G A A T T G A T A T AT s o i v e e e e e e e e e e et et o e e s o e oo oo oo aeaeeeeesesesesesaseeasaeeeeseeeeseeeseseseseeasaeeseseesesesesesesasaensaeeeess 21 0 20 2.30 46 22 0 21 0 2 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCT . .. v v v v v v o 17 0 20 2.30 46 0 46 0 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCGGC. . v v v v v v v o .. 30 0 20 2.30 46 0 46 0 0 0 0 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGAT . . v v v v vt v v i v e e e 20 0 20 2.25 45 23 0 15 0 2 4 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGG...... 26 0 20 2.25 45 0 45 0 0 0 0 0
.................................................................... T AT T GA A GG A A T T G A T A T AT Gl C 4 v v e e e e e e e e e et et et et et o e oo oo oo oo oo oa o e e s esesesesasesasaeaseseesssesesesesoesesesasnsesesssenseseseseseeess 24 0 20 2.25 45 14 0 7 4 17 3 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCG. . v v vt v v v v v .. 28 0 20 2.20 44 5 0 32 7 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCA . . vt it vt et e eeeees. 23 0 20 2.20 44 9 25 10 0 0 0 0
..................................................................... AT TG A A GG A A T T GA T AT AT Gl C A G . & v e vt et et et et e et et et e o e o e o et et et et o s as oo aeaeeeeseneeeesesesosesaeseeseseseneesesesesasasasasaneneneneessl2b 0 20 2.15 43 38 0 5 0 0 0 0
.................................................................... B R N T N L 2 0} 0 20 2.15 43 15 0 0 25 0 3 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCGGC. v v v v v v v e v 28 0 20 2.15 43 27 0 13 1 1 0 1
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTC. v v v v v v v e 20 0 20 2.10 42 0 35 5 0 0 2 0
.................................................................................................................................................................................. CACTCGGCTCATGGGTCGA.. 19 0 20 2.05 41 0 0 21 18 2 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCAC. ¢ v v v v vt vt v e e e e 25 0 20 2.00 40 16 14 0 9 0 1 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCAT ... ...... 26 0 20 2.00 40 0 40 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCA . & v v vt et e e e 18 0 20 2.00 40 0 3 12 23 1 0 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCA. . . ..o o ... 22 0 20 1.90 38 32 0 6 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCA. v v vt ittt et ee e 24 0 20 1.90 38 14 0 24 0 0 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCATGGG...... 30 0 20 1.90 38 0 38 0 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCA. ¢ v vt it e it ee e 16 0 20 1.85 37 0 37 0 0 0 0 0
.................................................................. AT T T AT TG A A GG A A T T GA T AT AT G C e v v v e e e e e et e o et e o e o e e e e s o s o s oeosaeneaeeeeeeeeeeeseseseeeeasaeasaseseseeseseseseseenseensasessssesaseneeasas 2D 0 20 1.85 37 5 0 7 19 3 3 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACT . . v v v v e v v v v e ... 18 0 20 1.85 37 4 33 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGATG 29 0 20 1.85 37 1 36 0 0 0 0 0
................................................................................................................................................................................. TCACTCGGCTCATGGGTCGA. . 20 0 20 1.80 36 23 0 4 7 2 0 0
..................................................................... TATTGAAGGAATTGATATATGCCI..........................................................................................................24 1 20 1.80 36 0 0 31 0 0 4 1
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCA. . v v v v v v 277 0 20 1.80 36 0 0 36 0 0 0 0
..................................................................... TATTGAAGGAATTGATATATGI............................................................................................................22 1 20 1.75 35 7 0 5 21 0 0 2
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGT..... 22 0 20 1.75 35 0 0 34 0 0 0 1
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACT . v v v v v e v e v e e e 24 0 20 1.75 35 15 10 5 5 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTC . v v v v e v v v e ew.n. 19 0 20 1.75 35 8 12 0 5 6 4 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCGGC . v v v v v v v e e 29 0 20 1.75 35 4 25 5 0 1 0 0
Anti-sense strand reads
GSM1528801
TATACTATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTGTTTTAACTGTAATATATTTTTACTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC
Read # Hit Total follicle
de ok e ok ok e ok ek ok e sk ok e sk ok ok sk ke ok ek ok sk ke ok sk ok ke sk ke ok ek ke sk ke sk ek ko (L L L L L COCCCCCCCECCC. CeeeeCCe ... NI INII)) I ) e ) ) kkdkkdkokdkkdkkdkkhkokhkkkdkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkk***x 5jze Mismatch Count Norm Total cells
................................................................................................................................................................................... TGAGCCGAGTACCCAGCT.. 18 0 20 0.05 1 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroEre2|scaffold 944:832-1030 +|lder 1518/ATATGATA-CATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATAC-ATTIATTGAAGGAATTGATATATGCCAGTAAAATGCECTATIF T TAATTTCT T TCARTAAAAACAAAATTGACATT-——AT—————————~— ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGATCACTCGGCT CAT GGG T C G AT G = == — = = — = = = — = = = — = = o - |

ldrovak3|v2_chrun 252:158-356 - |

scaffold 3158:1078-1276

droSec2|scaffold 2429:1737-1935
[arosim2]node 61490:1-129 + st 506 | ettt T T T 2.G G TATAAAAATAR- ATTTATTGAAGCAATTGATATATGCCAGTAAAATGCICTATT I T AST IECHTTCARTAAAAACAAATTGACATT -~ ~AT-———————=~- D e T O e e — — —— — ——— — — — —— — — —— — — — |
dm3 chrUextra:3125439- =
3125637 -
droEugl|sc£f7180000405611:4339-
4389 -
droBialllsc£7180000299694:345-
544 +
droTakl|sc£7180000413686:825-
1038 -
droRholl[sc£7180000764814:196-
395 +
droFicl|[sc£7180000448638:2209-
2408 -
droAna3

droBip1|scf7180000392609:4221-
dp5 Sikfown_group 34:5278- |dps 4  |ATATGETAREATAREGHT TATATIAAACTAAGACATTTCGCARNCATTRTTTTAGGRATAAAARTAINNA T TTATTGAAGGAATTGATATATGCCAGTAAAAT GGEGTATT I TAATTTCTITCAATAAAEACANARYTGACAINRENAT -~ ———————— R aga A AN AT TRTA AR CTC T AAGCGGTGGAT CACT CGGC T CA T GGG T C G T G = = = = = = = = = = = = = =
5480 +
droPer2|scaffold 433:2465-2663
droWil2|scf2 1100000001109:349-
548 -

ldrovir3|scaffold 1702:709-907 |
ldroMoj3|lscaffold 4750:788-986 |
ldroGriz|scaffold 661:773-972 - |
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:832-1030
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_667:593-614
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1518.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:901-922
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_946:798-819
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_948:756-777
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_994:293-314
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1034:431-452
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1146:540-561
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1148:493-514
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1150:759-780
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1155:2872-2893
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2018:332-353
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2144:53-74
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3065:2516-2537
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3613:357-378
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3844:898-919
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4652:289-310
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4682:143-164
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4752:34004-34025
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4835:617-638
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4858:122356-122377
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1677:825-846
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2999:3691-3712
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4858:137891-137912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_711:1032-1053
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_941:415-436
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_942:225-246
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_945:523-544
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_947:465-486
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1124:444-465
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1133:410-431
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1139:1091-1112
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1145:638-659
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1147:325-346
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1149:432-453
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1168:600-621
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1226:370-391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3385:447-468
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3863:264-285
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4298:791-812
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4723:10553-10574
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4752:30876-30897
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4769:54639-54660
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1518.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:934-955
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_946:831-852
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_948:789-810
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_994:326-347
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1034:464-485
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1146:573-594
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1148:526-547
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1155:2905-2926
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1677:858-879
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2144:86-107
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2999:3724-3745
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3844:931-952
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4091:44-65
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4652:322-343
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4752:34037-34058
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_16.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4758:38426-38447
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4835:650-671
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4858:122389-122410
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4858:137924-137945
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4925:1093-1114
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3613:390-411
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:832-1030
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1518.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_252:158-356
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2429:1737-1935
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=node_61490:1-129
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_306.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:3125439-3125637
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000405611:4339-4389
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000299694:345-544
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413686:825-1038
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000764814:196-395
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000448638:2209-2408
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_3158:1078-1276
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000392609:4221-4418
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_34:5278-5480
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_4.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_433:2465-2663
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000001109:349-548
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Show Alternate Folds
Flybase annnotation
rRNA [Dere\5.8STRNA:GG25461-RA]
No Repeatable elements found
mature star
1. scaffold 667:593-614 + 1. der 1518 scaffold 944:934-955 +
2. der 1518 scaffold 944:901-922 +|| 2. scaffold 946:831-852 +
3. scaffold 946:798-819 + 3. scaffold 948:789-810 +
4. scaffold 948:756-777 + 4. scaffold 994:326-347 +
5. scaffold 994:293-314 + 5. scaffold 1034:464-485 +
6. scaffold 1034:431-452 + 6. scaffold 1146:573-594 +
7. scaffold 1146:540-561+ 7. scaffold 1148:526-547 +
8. scaffold 1148:493-514 + 8. scaffold 1155:2905-2926 +
9. scaffold 1150:759-780 + 9. scaffold 1677:858-879 +
10. scaffold 1155:22872-2893 + 10. scaffold 2144:86-107 +
11. scaffold 2018:332-353 + 11. scaffold 2999:3724-3745 +
12. scaffold 2144:53-74 + 12. scaffold 3844:931-952 +
13. scaffold 3065:2516-2537 + 13. scaffold 4091:44-65 +
14. scaffold 3613:357-378 + 14. scaffold 4652:322-343 +
15. scaffold 3844:898-919 + 15. scaffold 4752:34037-34058 +
16. scaffold 4652:289-310 + 16. der 16 scaffold 4758:38426-38447 +
17. scaffold 4682:143-164 + 17. scaffold 4835:650-671 +
18. scaffold 4752:34004-34025 + 18. scaffold 4858:122389-122410 +
19. scaffold 4835:617-638 + 19. scaffold 4858:137924-137945 +
20. scaffold 4858:122356-122377 + 20. scaffold 4925:1093-1114 +
21. scaffold 1677:825-846 + 21. scaffold 3613:390-411 +
22. scaffold 2999:3691-3712 +
23. scaffold 4858:137891-137912 +
24. scaffold 711:1032-1053 -
25. scaffold 941:415-436 -
26. scaffold 942:225-246 -
27. scaffold 945:523-544 -
28. scaffold 947:465-486 -
29. scaffold 1124:444-465 -
30. scaffold 1133:410-431 -
31. scaffold 1139:1091-1112 -
32. scaffold 1145:638-659 -
33. scaffold 1147:325-346 -
34. scaffold 1149:432-453 -
35. scaffold 1168:600-621 -
36. scaffold 1226:370-391 -
37. scaffold 3385:447-468 -
38. scaffold 3863:264-285 -
39. scaffold 4298:791-812 -
40. scaffold 4723:10553-10574 -
41. scaffold 4752:30876-30897 -
42. scaffold 4769:54639-54660 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads
MO055
GSM1528801 v107 Vv108 M057 V040 V060
ATATGATACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTATATAAAAATGAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG female
Read # Hit |Total body follicle |male head embryo embryo head
******************************************************(( ............... (((((((((((((. (((((((( ...... )))))))) . .)))))) .))))))) .............. ))************************************************************ Size Mismatch Count Norm Total cells body
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCT .. vt v v v v v .. 26 0 20 1006.9020138 0 8288 0 5661 4196 1634 359
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v v 27 0 20 692.45 13849 9073 0 0 1289 3167 215 105
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCG. v v v v v v v v v e 23 0 20 354.60 7092 O 2928 2846 1136 25 157 0
..................................................................... AT T GA A GG A AT TG AT AT AT G . vt i v e e e e e e e e e e e e e e e e e et e e o e e o e e e o e e o e e o e e o e et e e o e e o ae o as o ae e oe e eeeeeeeaeeaeeaeeenseeneeeeeneeeneeeeeennenneens 22 0 20 330.95 6619 992 0 0 4618 248 761 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGC . . v v vt v v v v v a 25 0 20 270.40 5408 928 2103 1948 0 292 101 36
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGG . v v v v v v v v v e .. 24 0 20 258.90 5178 464 4152 0 485 31 0 46
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTC . v v v vt e v v e e e e e 22 0 20 215.50 4310 1142 665 1753 642 O 108 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCA. .t v vt v vt v et e e e e 19 0 20 201.10 4022 807 1009 1646 460 O 37 63
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTC. ... 22 0 20 160.95 3219 2858 0 128 206 O 11 16
................................................................................................................................................................. AACTCTAAGCGGTGGATCACT . v v v v v v v vt e v e w21 0 20 155.15 3103 941 0 1535 520 70 37 0
..................................................................... N N O N AN I N N N 2 0 20 139.40 2788 O 0 2409 0 0 245 134
................................................................................................................................................................. AACTCTAAGCGGTGGATCAC. ¢ v v v v vt v vt e e 20 0 20 130.55 2611 1065 392 735 337 32 8 42
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCT . v v v v v v v v v 27 0 20 129.95 2599 1098 501 0 458 409 116 17
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCA. ... ...... 28 0 20 129.50 2590 1637 0 880 44 0 15 14
................................................................................................................................................................. AACTCTAAGCGGTGGATC . v v v v vt vt vt v v e v e 18 0 20 98.05 1961 1250 0 537 0 98 0 76
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATG. .. ..... 30 0 20 90.80 1816 O 1816 0 0 0 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCG. .. 23 0 20 81.85 1637 1492 62 80 0 3 0 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTC.... 20 0 20 67.25 1345 1274 0 14 38 19 0
....................................................................... Tl G AR GG A A T T GA T A T AT Gl C A . & i i i e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e et e et et e et e e eeeeeeeeeeaeeannaanaenas 22 0 20 62.85 1257 235 0 876 O 102 44
..................................................................... AT T GA A GG A AT TG A T AT AT Gl C s i v i it i e e e e e e e et e e e e e e e e e et e et e e et e et e e et e et et e e e e et et et et e e et eeeeaeeeeeeeeeeeeeeeeeeaeeaneaneaas 23 0 20 58.60 1172 390 486 O 253 0 43
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTC. ... 23 0 20 57.30 1146 1011 74 37 11 7 6
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 55.35 1107 178 914 0 15 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCG. .. 22 0 20 54.75 1095 934 0 104 22 0 32 3
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGAT. 25 0 20 54.40 1088 977 0 25 67 7 8 4
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGG. .. .... 31 0 20 54.15 1083 0 1083 0 0 0 0 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTC.... 19 0 20 53.05 1061 907 0 89 0 40 25 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTCG. .. 21 0 20 45.35 907 755 0 105 21 4 20 2
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 42.95 859 0 851 7 0 1 0 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTCGAT. 23 0 20 41.90 838 563 0 131 O 11 133 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGG....... 19 0 20 41.45 829 800 20 0 0 0 7 2
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCAT . .. ... ... 25 0 20 36.65 733 21 701 8 3 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGTC. ... 27 0 20 30.25 605 375 189 21 18 0 0 2
....................................................................... T T G A A GG A AT T GA T AT AT Gl C s i vt e e e et e e et e e e et et et e e e e oo ae oo aeoe o s oe o et oo s osasaseessesesesesseseseseseeasaessesenesensesesesenasesasas 21 0 20 30.15 603 184 0 385 0 0 0 34
................................................................................................................................................................ AAACTCTAAGCGGTGGAT . v v v v e v e et vt vt e e 18 0 20 29.75 595 167 341 0 74 5 0 8
.................................................................... T A T T G A A G G A A T T G A T A T AT Gt v v v e e e e e e e et et et et e e o e oo oo oo oe o e o et et et et oo s aeneaeeeeeeseeeeeesesoesesaeeeasesesenseeeeeesesosesnseeaneneness 22 0 20 29.70 594 46 0 210 331 7 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGATG 26 0 20 28.40 568 538 16 0 12 0 2 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 27.10 542 362 124 26 0 0 30 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCT .. ... ... .... 24 0 20 26.25 525 169 229 77 13 0 36 1
................................................................................................................................................................ AAACTCTAAGCGGTGGATC .. v v v vt vt v e vt e e e e 19 0 20 26.15 523 0 350 111 41 11 0 10
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTC. ... 26 0 20 25.60 512 512 0 0 0 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGG....... 18 0 20 24.35 487 440 0 2 43 0 0 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGT..... 23 0 20 24.00 480 424 0 52 0 0 1 3
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGAT. 24 0 20 23.40 468 0 149 93 0 24 200 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGG....... 21 0 20 22.15 443 443 0 0 0 0 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTCG. .. 27 0 20 21.00 420 249 111 53 7 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGC. .. vt v v v. .. 26 0 20 18.25 365 97 165 0 66 30 5 2
................................................................................................................................................................................ ATCACTCGGCTCATGGGT..... 18 0 20 17.75 355 337 0 14 0 0 4 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v ... 28 0 20 17.00 340 0 0 308 17 0 11 4
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGAT. 22 0 20 16.90 338 316 0 15 0 7 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGG...... 19 0 20 16.70 334 304 0 6 21 2 1 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGA.. 23 0 20 16.65 333 307 0 19 5 2 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCT .. .o v v v v oo .. 28 0 20 15.10 302 163 58 0 4 77 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGG. .. ... 24 0 20 15.10 302 129 173 0 0 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCAT. ... ..... 29 0 20 14.45 289 289 0 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCG. v v v vt vt v v e 24 0 20 14.35 287 0 0 185 89 4 6 3
..................................................................... B N U N N AL 0 20 14.25 285 117 0 88 71 5 4 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 14.20 284 0 284 0 0 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGATG 25 0 20 13.70 274 265 0 0 0 2 7 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCT . . v v v v v v e .. 25 0 20 12.95 259 0 0 214 28 0 15 2
....................................................................... Tl GARAGGA A T T GA T A T AT G C t o i i i it e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e et et et e teeeeeeeeeeeeeaaeaeeaneannaenaaaas 20 0 20 12.90 258 0 0 0 235 13 0 10
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTC. v vt v v v v v .. 23 0 20 12.60 252 0 248 0 2 0 2 0
............................................................................................................................................................................... GATCACTCGGCTCATGGG...... 18 0 20 12.55 251 248 0 2 0 0 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTC. ... 25 0 20 12.35 247 245 0 0 0 1 1 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTC . v v v v e v et e e e e 23 0 20 11.20 224 0 124 63 0 26 11 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCG. .. 24 0 20 11.05 221 0 27 136 48 0 7 3
................................................................................................................................................................. AACTCTAAGCGGTGGATCACI................. 21 1 20 10.85 217 96 0 119 O 2 0 0
.................................................................................................................................................................................. CACTCGGCTCATGGGTCGAT. 20 0 20 10.60 212 163 12 13 3 13 7 1
................................................................................................................................................................. AACTCTAAGCGGTGG. ¢ v vt vt e v vt v et ee e 15 0 20 10.55 211 0 211 0 0 0 0 0
...................................................................... AT T GA A GG A A T T GA T AT AT G C s v v v e e e e e e e e e o e e o e e e e e e e et e et e e ot et e e e o e e o e e o a e oo et ae o ae o ae s oe e oeeeeeeneeneeeneeneeneeeeeeeeeneeneenneaneanas 21 0 20 10.45 209 85 0 68 0 0 56 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGG. . ..... 24 0 20 9.95 199 199 0 0 0 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGA. .t v v ittt it i ve e eeee.. 16 0 20 9.80 196 0 196 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTCA. . ... ... .. 29 0 20 9.50 190 28 159 0 0 3 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGAT .+ ¢ v v e et e e i e i e 22 0 20 8.85 177 48 52 72 0 0 5 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCGATG 27 0 20 8.45 169 135 23 7 0 0 3 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGGTC. . 28 0 20 8.45 169 0 148 0 0 19 2 0
...................................................................... AT T GA A G G A A T T GA T AT AT Gl C s v v v e e e e e e e et et et e et et et e st e o e oo oo o e oe oe o et et et a o s asaeseeeeeeseneeeeseseseeesaeaeesesesenseeesesesasnsases 22 0 20 8.00 160 48 0 0 66 40 0 6
......................................................................................................................................................................... GCGGTGGATCACTCGGCTC. . v v v v v v oo 19 0 20 8.00 160 131 0 10 3 15 0 1
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCI.......... 28 1 20 8.00 160 95 17 48 0 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGG. ... ... 25 0 20 7.85 157 132 25 0 0 0 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTC. . 24 0 20 7.85 157 0 93 0 18 33 11 2
................................................................................................................................................................................. TCACTCGGCTCATGGGTCG. 19 0 20 7.80 156 117 0 13 5 1 20 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCA. . o vt it e i e e e 20 0 20 7.65 153 74 0 58 20 1 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTC. . 21 0 20 7.45 149 0 0 0 64 28 47 10
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCT .. v vt v v v v .. 22 0 20 7.45 149 89 0 59 0 0 0 1
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCT . . v v v v v v v v o 23 0 20 7.30 146 55 44 41 5 0 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGG. . .. ... 22 0 20 7.15 143 90 50 0 2 1 0 0
...................................................................... AT T G A A GG A A T T GA T AT AT Gt v v e e e e e e e et e o e o e o e o e a o s o s aeoeaeaeneeeeeeeseseseseseseensaseeeeessesesesesesesasasasesesesssseseneseneeasas 20 0 20 7.05 141 63 0 43 35 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTC . v v v v vt v v e e e 21 0 20 6.95 139 93 6 31 0 9 0 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGA 21 0 20 6.75 135 109 0 0 12 0 10 4
...................................................................................................................................................................... TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 6.75 135 14 121 0 0 0 0 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATG. . ...... 19 0 20 6.70 134 94 10 23 6 1 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATG........ 18 0 20 6.45 129 101 7 0 18 0 3 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTC. ... v v oo 25 0 20 6.25 125 101 0 15 3 0 4 2
........................................................................ TG ARG G A A T T G A T A T AT Gl C A s & i i i et et e e e et et et e e e et e o e aeoa oot o et et oo s oo aeaeeeeseneeeesesesesesaseeaseseseseesesesesasesasaenneneness 21 0 20 6.15 123 43 0 74 0 0 0 6
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATG. . v v v .. 23 0 20 6.15 123 99 24 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACT . v v v v vt e et e v e e 22 0 20 6.10 122 84 0 0 24 12 2 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACT s v v v et et e e e e 25 0 20 6.05 121 13 103 0 3 2 0 0
.................................................................... T AT T GAAGGA A T T G A T AT AT GC s v it e e e e e e e et et et et e e o e oo o e oo o e o e o et et et et et o e o e oo oo oo oeoe oo te et aeasaseenseeeeensenseeeneeeesesasaensaneeess 23 0 20 5.90 118 43 0 0 0 19 51 5
....................................................................... B O U N At N N N N ° 0 20 5.85 117 0 0 64 52 1 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCATG. .. ..... 26 0 20 5.85 117 42 65 8 0 0 2 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGC. v v v v v v e 24 0 20 5.80 116 71 19 18 5 0 3 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCT ... v v v v e .. 19 0 20 5.80 116 104 0 0 4 8 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATC . v v v v v et et et eneeaas 23 0 20 5.75 115 23 65 16 6 5 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTCAT. .. ...... 30 0 20 5.75 115 0 115 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACT . v v v v v v v v e eee.. 20 0 20 5.75 115 89 0 0 20 5 1 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGAT . v v vt i it e e i ee e e 19 0 20 5.50 110 59 42 0 0 3 6 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGA 24 0 20 5.40 108 0 93 0 0 0 13 2
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGGG. .. ... 32 0 20 5.40 108 0 108 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGA 27 0 20 5.35 107 62 41 4 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCG . v v v v v v vt e e e en. 22 0 20 5.35 107 42 0 55 8 0 2 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCATGGGTC. . 31 0 20 5.30 106 0 106 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGG. ¢ v v v v v v v v e 23 0 20 5.30 106 39 55 11 1 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCAT. ..o v v ... 28 0 20 5.20 104 42 52 g 0 3 0 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCGGCT. . v v v v v v v v v . 29 0 20 5.15 103 39 36 0 0 28 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTC . v v v v v vt v e e ee.. 18 0 20 4.95 99 19 67 1 0 12 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGG. v v v vt e v e ve... 20 0 20 4.95 99 15 56 16 3 4 5 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCI............27 1 20 4.80 96 0 0 0 0 96 0 0
................................................................................................................................................................... CTCTAAGCGGTGGAT . v v et et e et e e e e eeee. 15 0 20 4.75 95 0 95 0 0 0 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCGATG 28 0 20 4.65 93 88 0 0 0 5 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTC . v v v vt vt v e eeee.. 20 0 20 4.65 93 30 8 19 0 21 14 1
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGGGT.. ... 33 0 20 4.55 91 0 91 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCG 26 0 20 4.55 91 81 3 7 0 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGTCG 28 0 20 4.50 90 81 0 6 0 3 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCGG. v v v v v v v e v e 29 0 20 4.50 90 1 85 4 0 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGC. . v v v v v e 21 0 20 4.45 89 25 34 0 0 20 9 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCT. . v v v v v e .. 20 0 20 4.30 86 86 0 0 0 0 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATC. ¢ v vt vt e v v e e e 20 0 20 4.25 85 0 65 10 10 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCAC . v v v e v v e e v e v e 21 0 20 4.20 84 59 2 0 19 3 1 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCAC .. v v v v v v vt v e e e e e 19 0 20 4.20 84 67 0 14 0 1 1 1
................................................................................................................................................................... CTCTAAGCGGTGGATCACT . v v v v v vt v v v e e e e 19 0 20 4.10 82 43 0 24 0 3 9 3
...................................................................................................................................................................... TAAGCGGTGGATCACTCGGCTCATGG. .. .... 26 0 20 4.10 82 50 27 1 4 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCATGGGTCG 31 0 20 4.00 80 0 80 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCAT......... 20 0 20 4.00 80 0 78 0 2 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCG. ¢ v vt v v v v v e 19 0 20 4.00 80 15 0 46 19 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTC. v v v v v v e 21 0 20 4.00 80 56 1 4 1 18 0 0
..................................................................... AT TG A A GG A A T TG A T AT AT Gl C A L i i i it e e e e e et et et et e e o e oo o e o e o e o e o e o et et et oo s oo oo aeeeeeeseeeeeeseseeeseseeaseeeeeseseeensesenesenasesases 24 0 20 4.00 80 0 3 36 35 2 4 0
...................................................................................................... B N L R 0 2 0 20 3.95 79 68 0 0 8 3 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCATG. . v ... .. 28 0 20 3.95 79 0 78 0 0 1 0 0
...................................................................................................... B N O 0 2 0 20 3.95 79 67 1 0 0 10 1 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCG. ¢ v vt e vt eeee... 26 0 20 3.90 78 8 40 22 8 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTC. . ... ...... 18 0 20 3.85 77 0 77 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGG. v v v v v e v v v v 25 0 20 3.85 77 0 0 57 20 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCAI. coocooooo |29 1 20 3.80 76 0 76 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGG. . .... 23 0 20 3.80 76 0 76 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGAT. 28 0 20 3.80 76 34 40 2 0 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCG . v v v v v v v e e e 27 0 20 3.75 75 5 42 21 7 0 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTCGA.. 28 0 20 3.70 74 70 0 3 0 1 0 0
..................................................................... AT TG A A GG A A T T G A T A T A s & i o e e e e e e e e e e e e e e e e o e o e oo oo oo ae oo oo s osesosesaseeaeaeeeeeseeesesesosesaeoeaseeeeeeeeeeseseseseeaseenseseaeaeasslO 0 20 3.65 73 0 0 47 24 0 1 1
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGT..... 21 0 20 3.60 72 0 0 0 65 0 0 7
........................................................................................................................................................................... GGTGGATCACTCGGCTCAT......... 19 0 20 3.50 70 52 0 0 0 4 14 0
........................................................................................................................................................................... GGTGGATCACTCGGCT . ... ..o v.... 16 0 20 3.50 70 0 70 0 0 0 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v v v 29 0 20 3.45 69 19 0 0 0 49 0 1
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCAT......... 21 0 20 3.45 69 64 0 4 0 1 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTC . v v v i v v v eaes 271 0 20 3.40 68 10 53 0 0 5 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCATGG. ...... 30 0 20 3.35 67 0 67 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCATGGG. .. ... 31 0 20 3.25 65 0 65 0 0 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGC. v v v v v v e ... 18 0 20 3.25 65 45 14 0 0 6 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGC . v v v v v v v v v e w27 0 20 3.20 64 19 14 27 0 4 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGG . ¢ v v v v e v v e ewe. 22 0 20 3.20 64 0 58 0 3 0 3 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCGAT. 26 0 20 3.15 63 0 0 42 0 10 11 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGC . v v v v e v v e e e e 22 0 20 3.05 61 0 35 14 8 4 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGT..... 20 0 20 3.00 60 0 0 0 49 3 3 5
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTC. . v v v o.. 26 0 20 3.00 60 0 57 0 0 0 3 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCAT ... ... ... 22 0 20 2.90 58 55 0 3 0 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCGG . v v v v v v e e... 28 0 20 2.90 58 6 45 6 1 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGGT. . ... 27 0 20 2.90 58 58 0 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATG. . ... ... 21 0 20 2.85 57 477 8 0 0 0 2 0
.................................................................................................................................................................................... CTCGGCTCATGGGTCGATG 19 0 20 2.85 57 56 0 0 1 0 0 0
..................................................................... TATTGAAGGAATTGATATATGCI...........................................................................................................23 1 20 2.85 57 20 0 0 23 2 11 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGC . v v v v v v v v v v 19 0 20 2.80 56 23 0 17 1 8 7 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCG. .. 20 0 20 2.75 55 0 0 37 14 2 0 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCG. .. 25 0 20 2.75 55 53 0 2 0 0 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCA. ... ... ... 26 0 20 2.70 54 44 0 10 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGG. ¢ v vt v vt v vt vviee e e 20 0 20 2.65 53 20 0 0 26 0 3 4
............................................................................................................................................................. ATAAAACTCTAAGCGGTGG. o v v v vt v vt e et ee e ee e 19 0 20 2.65 53 9 12 11 20 0 1 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACT .« v v v v vt v v v e v e 26 0 20 2.60 52 29 0 15 7 1 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGG . v v e v v v e v e... 26 0 20 2.60 52 0 36 8 7 1 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGAT .+ vt it et e et et e e e 21 0 20 2.50 50 28 15 0 3 1 3 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTC. . v v v v v v ... 24 0 20 2.50 50 0 34 0 1 10 5 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGG. v . v ... 23 0 20 2.50 50 0 47 1 0 2 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCA. ... ...... 18 0 20 2.50 50 29 0 0 13 0 7 1
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGATG 23 0 20 2.40 48 0 44 4 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCG. v v v e vt eeeen... 20 0 20 2.40 48 4 16 25 3 0 0 0
................................................................... T T AT TG A A GG A A T TG A T A T AT G C s v v v v e v e e e e e e e et e o e oo ae e e eesoeesosesaseeaeaeeeeeeeeeseeesesesasoeeneaeeeeeeeeeeeseeenoenasoeeneosoneeeeneeeeeans 24 0 20 2.40 48 9 0 15 24 0 0 0
........................ F N O 10 N €N @ 2N L 1O 7N C 1 e 0 20 2.40 48 0 0 2 15 31 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCA. .t vt i v vt ee e ee e 15 0 20 2.35 47 0 47 0 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGG. v v v v v e v e v 21 0 20 2.35 47 0 43 4 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCA. . ... ..... 25 0 20 2.35 47 14 33 0 0 0 0 0
.................................................................... T A T T G AR G G A A T T G A T A T AT s o i v e e e e e e e e e e et et o e e s o e oo oo oo aeaeeeeesesesesesaseeasaeeeeseeeeseeeseseseseeasaeeseseesesesesesesasaensaeeeess 21 0 20 2.30 46 22 0 21 0 2 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCT . .. v v v v v v o 17 0 20 2.30 46 0 46 0 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCGGC. . v v v v v v v o .. 30 0 20 2.30 46 0 46 0 0 0 0 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGAT . . v v v v vt v v i v e e e 20 0 20 2.25 45 23 0 15 0 2 4 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGG...... 26 0 20 2.25 45 0 45 0 0 0 0 0
.................................................................... T AT T GA A GG A A T T G A T A T AT Gl C 4 v v e e e e e e e e e et et et et et o e oo oo oo oo oo oa o e e s esesesesasesasaeaseseesssesesesesoesesesasnsesesssenseseseseseeess 24 0 20 2.25 45 14 0 7 4 17 3 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCG. . v v vt v v v v v .. 28 0 20 2.20 44 5 0 32 7 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCA . . vt it vt et e eeeees. 23 0 20 2.20 44 9 25 10 0 0 0 0
..................................................................... AT TG A A GG A A T T GA T AT AT Gl C A G . & v e vt et et et et e et et et e o e o e o et et et et o s as oo aeaeeeeseneeeesesesosesaeseeseseseneesesesesasasasasaneneneneessl2b 0 20 2.15 43 38 0 5 0 0 0 0
.................................................................... B R N T N L 2 0} 0 20 2.15 43 15 0 0 25 0 3 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCGGC. v v v v v v v e v 28 0 20 2.15 43 27 0 13 1 1 0 1
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTC. v v v v v v v e 20 0 20 2.10 42 0 35 5 0 0 2 0
.................................................................................................................................................................................. CACTCGGCTCATGGGTCGA.. 19 0 20 2.05 41 0 0 21 18 2 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCAC. ¢ v v v v vt vt v e e e e 25 0 20 2.00 40 16 14 0 9 0 1 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCAT ... ...... 26 0 20 2.00 40 0 40 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCA . & v v vt et e e e 18 0 20 2.00 40 0 3 12 23 1 0 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCA. . . ..o o ... 22 0 20 1.90 38 32 0 6 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCA. v v vt ittt et ee e 24 0 20 1.90 38 14 0 24 0 0 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCATGGG...... 30 0 20 1.90 38 0 38 0 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCA. ¢ v vt it e it ee e 16 0 20 1.85 37 0 37 0 0 0 0 0
.................................................................. AT T T AT TG A A GG A A T T GA T AT AT G C e v v v e e e e e et e o et e o e o e e e e s o s o s oeosaeneaeeeeeeeeeeeseseseeeeasaeasaseseseeseseseseseenseensasessssesaseneeasas 2D 0 20 1.85 37 5 0 7 19 3 3 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACT . . v v v v e v v v v e ... 18 0 20 1.85 37 4 33 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGATG 29 0 20 1.85 37 1 36 0 0 0 0 0
................................................................................................................................................................................. TCACTCGGCTCATGGGTCGA. . 20 0 20 1.80 36 23 0 4 7 2 0 0
..................................................................... TATTGAAGGAATTGATATATGCCI..........................................................................................................24 1 20 1.80 36 0 0 31 0 0 4 1
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCA. . v v v v v v 277 0 20 1.80 36 0 0 36 0 0 0 0
..................................................................... TATTGAAGGAATTGATATATGI............................................................................................................22 1 20 1.75 35 7 0 5 21 0 0 2
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGT..... 22 0 20 1.75 35 0 0 34 0 0 0 1
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACT . v v v v v e v e v e e e 24 0 20 1.75 35 15 10 5 5 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTC . v v v v e v v v e ew.n. 19 0 20 1.75 35 8 12 0 5 6 4 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCGGC . v v v v v v v e e 29 0 20 1.75 35 4 25 5 0 1 0 0
Anti-sense strand reads
GSM1528801
TATACTATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTGTTTTAACTGTAATATATTTTTACTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC
Read # Hit Total follicle
de ok e ok ok e ok ek ok e sk ok e sk ok ok sk ke ok ek ok sk ke ok sk ok ke sk ke ok ek ke sk ke sk ek ko (L L L L L COCCCCCCCECCC. CeeeeCCe ... NI INII)) I ) e ) ) kkdkkdkokdkkdkkdkkhkokhkkkdkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkk***x 5jze Mismatch Count Norm Total cells
................................................................................................................................................................................... TGAGCCGAGTACCCAGCT.. 18 0 20 0.05 1 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroEre2|scaffold 944:832-1030 +|lder 1518/ATATGATA-CATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATAC-ATTIATTGAAGGAATTGATATATGCCAGTAAAATGCECTATIF T TAATTTCT T TCARTAAAAACAAAATTGACATT-——AT—————————~— ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGATCACTCGGCT CAT GGG T C G AT G = == — = = — = = = — = = = — = = o - |

ldrovak3|v2_chrun 252:158-356 - |

scaffold 3158:1078-1276

droSec2|scaffold 2429:1737-1935
[arosim2]node 61490:1-129 + st 506 | ettt T T T 2.G G TATAAAAATAR- ATTTATTGAAGCAATTGATATATGCCAGTAAAATGCICTATT I T AST IECHTTCARTAAAAACAAATTGACATT -~ ~AT-———————=~- D e T O e e — — —— — ——— — — — —— — — —— — — — |
dm3 chrUextra:3125439- =
3125637 -
droEugl|sc£f7180000405611:4339-
4389 -
droBialllsc£7180000299694:345-
544 +
droTakl|sc£7180000413686:825-
1038 -
droRholl[sc£7180000764814:196-
395 +
droFicl|[sc£7180000448638:2209-
2408 -
droAna3

droBip1|scf7180000392609:4221-
dp5 Sikfown_group 34:5278- |dps 4  |ATATGETAREATAREGHT TATATIAAACTAAGACATTTCGCARNCATTRTTTTAGGRATAAAARTAINNA T TTATTGAAGGAATTGATATATGCCAGTAAAAT GGEGTATT I TAATTTCTITCAATAAAEACANARYTGACAINRENAT -~ ———————— R aga A AN AT TRTA AR CTC T AAGCGGTGGAT CACT CGGC T CA T GGG T C G T G = = = = = = = = = = = = = =
5480 +
droPer2|scaffold 433:2465-2663
droWil2|scf2 1100000001109:349-
548 -

ldrovir3|scaffold 1702:709-907 |
ldroMoj3|lscaffold 4750:788-986 |
ldroGriz|scaffold 661:773-972 - |
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:832-1030
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_667:593-614
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1518.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:901-922
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_948:756-777
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_994:293-314
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1034:431-452
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1146:540-561
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1148:493-514
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1150:759-780
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1155:2872-2893
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2018:332-353
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2144:53-74
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3065:2516-2537
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3613:357-378
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3844:898-919
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4652:289-310
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4682:143-164
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4752:34004-34025
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4835:617-638
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4858:122356-122377
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1677:825-846
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2999:3691-3712
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4858:137891-137912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_711:1032-1053
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_941:415-436
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_942:225-246
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_945:523-544
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_947:465-486
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1124:444-465
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1133:410-431
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1139:1091-1112
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1145:638-659
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1147:325-346
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1149:432-453
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1168:600-621
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1226:370-391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3385:447-468
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3863:264-285
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4298:791-812
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4723:10553-10574
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4752:30876-30897
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4769:54639-54660
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1518.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:934-955
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_946:831-852
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_948:789-810
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_994:326-347
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1034:464-485
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1146:573-594
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1148:526-547
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1155:2905-2926
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1677:858-879
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2144:86-107
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2999:3724-3745
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3844:931-952
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4091:44-65
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4652:322-343
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4752:34037-34058
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_16.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4758:38426-38447
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4835:650-671
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4858:122389-122410
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4858:137924-137945
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4925:1093-1114
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3613:390-411
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:832-1030
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1518.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_252:158-356
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2429:1737-1935
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=node_61490:1-129
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_306.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:3125439-3125637
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000405611:4339-4389
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000299694:345-544
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413686:825-1038
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000764814:196-395
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000448638:2209-2408
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_3158:1078-1276
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000392609:4221-4418
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_34:5278-5480
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_4.html
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mature star
1. scaffold 667:593-614 + 1. der 1518 scaffold 944:934-955 +
2. der 1518 scaffold 944:901-922 +|| 2. scaffold 946:831-852 +
3. scaffold 946:798-819 + 3. scaffold 948:789-810 +
4. scaffold 948:756-777 + 4. scaffold 994:326-347 +
5. scaffold 994:293-314 + 5. scaffold 1034:464-485 +
6. scaffold 1034:431-452 + 6. scaffold 1146:573-594 +
7. scaffold 1146:540-561+ 7. scaffold 1148:526-547 +
8. scaffold 1148:493-514 + 8. scaffold 1155:2905-2926 +
9. scaffold 1150:759-780 + 9. scaffold 1677:858-879 +
10. scaffold 1155:22872-2893 + 10. scaffold 2144:86-107 +
11. scaffold 2018:332-353 + 11. scaffold 2999:3724-3745 +
12. scaffold 2144:53-74 + 12. scaffold 3844:931-952 +
13. scaffold 3065:2516-2537 + 13. scaffold 4091:44-65 +
14. scaffold 3613:357-378 + 14. scaffold 4652:322-343 +
15. scaffold 3844:898-919 + 15. scaffold 4752:34037-34058 +
16. scaffold 4652:289-310 + 16. der 16 scaffold 4758:38426-38447 +
17. scaffold 4682:143-164 + 17. scaffold 4835:650-671 +
18. scaffold 4752:34004-34025 + 18. scaffold 4858:122389-122410 +
19. scaffold 4835:617-638 + 19. scaffold 4858:137924-137945 +
20. scaffold 4858:122356-122377 + 20. scaffold 4925:1093-1114 +
21. scaffold 1677:825-846 + 21. scaffold 3613:390-411 +
22. scaffold 2999:3691-3712 +
23. scaffold 4858:137891-137912 +
24. scaffold 711:1032-1053 -
25. scaffold 941:415-436 -
26. scaffold 942:225-246 -
27. scaffold 945:523-544 -
28. scaffold 947:465-486 -
29. scaffold 1124:444-465 -
30. scaffold 1133:410-431 -
31. scaffold 1139:1091-1112 -
32. scaffold 1145:638-659 -
33. scaffold 1147:325-346 -
34. scaffold 1149:432-453 -
35. scaffold 1168:600-621 -
36. scaffold 1226:370-391 -
37. scaffold 3385:447-468 -
38. scaffold 3863:264-285 -
39. scaffold 4298:791-812 -
40. scaffold 4723:10553-10574 -
41. scaffold 4752:30876-30897 -
42. scaffold 4769:54639-54660 -
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hide 3p reads H show mid mismatch reads
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GSM1528801 v107 Vv108 M057 V040 V060
ATATGATACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTATATAAAAATGAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG female
Read # Hit |Total body follicle |male head embryo embryo head
******************************************************(( ............... (((((((((((((. (((((((( ...... )))))))) . .)))))) .))))))) .............. ))************************************************************ Size Mismatch Count Norm Total cells body
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCT .. vt v v v v v .. 26 0 20 1006.9020138 0 8288 0 5661 4196 1634 359
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v v 27 0 20 692.45 13849 9073 0 0 1289 3167 215 105
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCG. v v v v v v v v v e 23 0 20 354.60 7092 O 2928 2846 1136 25 157 0
..................................................................... AT T GA A GG A AT TG AT AT AT G . vt i v e e e e e e e e e e e e e e e e e et e e o e e o e e e o e e o e e o e e o e et e e o e e o ae o as o ae e oe e eeeeeeeaeeaeeaeeenseeneeeeeneeeneeeeeennenneens 22 0 20 330.95 6619 992 0 0 4618 248 761 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGC . . v v vt v v v v v a 25 0 20 270.40 5408 928 2103 1948 0 292 101 36
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGG . v v v v v v v v v e .. 24 0 20 258.90 5178 464 4152 0 485 31 0 46
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTC . v v v vt e v v e e e e e 22 0 20 215.50 4310 1142 665 1753 642 O 108 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCA. .t v vt v vt v et e e e e 19 0 20 201.10 4022 807 1009 1646 460 O 37 63
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTC. ... 22 0 20 160.95 3219 2858 0 128 206 O 11 16
................................................................................................................................................................. AACTCTAAGCGGTGGATCACT . v v v v v v v vt e v e w21 0 20 155.15 3103 941 0 1535 520 70 37 0
..................................................................... N N O N AN I N N N 2 0 20 139.40 2788 O 0 2409 0 0 245 134
................................................................................................................................................................. AACTCTAAGCGGTGGATCAC. ¢ v v v v vt v vt e e 20 0 20 130.55 2611 1065 392 735 337 32 8 42
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCT . v v v v v v v v v 27 0 20 129.95 2599 1098 501 0 458 409 116 17
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCA. ... ...... 28 0 20 129.50 2590 1637 0 880 44 0 15 14
................................................................................................................................................................. AACTCTAAGCGGTGGATC . v v v v vt vt vt v v e v e 18 0 20 98.05 1961 1250 0 537 0 98 0 76
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATG. .. ..... 30 0 20 90.80 1816 O 1816 0 0 0 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCG. .. 23 0 20 81.85 1637 1492 62 80 0 3 0 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTC.... 20 0 20 67.25 1345 1274 0 14 38 19 0
....................................................................... Tl G AR GG A A T T GA T A T AT Gl C A . & i i i e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e et e et et e et e e eeeeeeeeeeaeeannaanaenas 22 0 20 62.85 1257 235 0 876 O 102 44
..................................................................... AT T GA A GG A AT TG A T AT AT Gl C s i v i it i e e e e e e e et e e e e e e e e e et e et e e et e et e e et e et et e e e e et et et et e e et eeeeaeeeeeeeeeeeeeeeeeeaeeaneaneaas 23 0 20 58.60 1172 390 486 O 253 0 43
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTC. ... 23 0 20 57.30 1146 1011 74 37 11 7 6
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 55.35 1107 178 914 0 15 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCG. .. 22 0 20 54.75 1095 934 0 104 22 0 32 3
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGAT. 25 0 20 54.40 1088 977 0 25 67 7 8 4
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGG. .. .... 31 0 20 54.15 1083 0 1083 0 0 0 0 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTC.... 19 0 20 53.05 1061 907 0 89 0 40 25 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTCG. .. 21 0 20 45.35 907 755 0 105 21 4 20 2
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 42.95 859 0 851 7 0 1 0 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTCGAT. 23 0 20 41.90 838 563 0 131 O 11 133 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGG....... 19 0 20 41.45 829 800 20 0 0 0 7 2
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCAT . .. ... ... 25 0 20 36.65 733 21 701 8 3 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGTC. ... 27 0 20 30.25 605 375 189 21 18 0 0 2
....................................................................... T T G A A GG A AT T GA T AT AT Gl C s i vt e e e et e e et e e e et et et e e e e oo ae oo aeoe o s oe o et oo s osasaseessesesesesseseseseseeasaessesenesensesesesenasesasas 21 0 20 30.15 603 184 0 385 0 0 0 34
................................................................................................................................................................ AAACTCTAAGCGGTGGAT . v v v v e v e et vt vt e e 18 0 20 29.75 595 167 341 0 74 5 0 8
.................................................................... T A T T G A A G G A A T T G A T A T AT Gt v v v e e e e e e e et et et et e e o e oo oo oo oe o e o et et et et oo s aeneaeeeeeeseeeeeesesoesesaeeeasesesenseeeeeesesosesnseeaneneness 22 0 20 29.70 594 46 0 210 331 7 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGATG 26 0 20 28.40 568 538 16 0 12 0 2 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 27.10 542 362 124 26 0 0 30 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCT .. ... ... .... 24 0 20 26.25 525 169 229 77 13 0 36 1
................................................................................................................................................................ AAACTCTAAGCGGTGGATC .. v v v vt vt v e vt e e e e 19 0 20 26.15 523 0 350 111 41 11 0 10
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTC. ... 26 0 20 25.60 512 512 0 0 0 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGG....... 18 0 20 24.35 487 440 0 2 43 0 0 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGT..... 23 0 20 24.00 480 424 0 52 0 0 1 3
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGAT. 24 0 20 23.40 468 0 149 93 0 24 200 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGG....... 21 0 20 22.15 443 443 0 0 0 0 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTCG. .. 27 0 20 21.00 420 249 111 53 7 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGC. .. vt v v v. .. 26 0 20 18.25 365 97 165 0 66 30 5 2
................................................................................................................................................................................ ATCACTCGGCTCATGGGT..... 18 0 20 17.75 355 337 0 14 0 0 4 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v ... 28 0 20 17.00 340 0 0 308 17 0 11 4
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGAT. 22 0 20 16.90 338 316 0 15 0 7 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGG...... 19 0 20 16.70 334 304 0 6 21 2 1 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGA.. 23 0 20 16.65 333 307 0 19 5 2 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCT .. .o v v v v oo .. 28 0 20 15.10 302 163 58 0 4 77 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGG. .. ... 24 0 20 15.10 302 129 173 0 0 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCAT. ... ..... 29 0 20 14.45 289 289 0 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCG. v v v vt vt v v e 24 0 20 14.35 287 0 0 185 89 4 6 3
..................................................................... B N U N N AL 0 20 14.25 285 117 0 88 71 5 4 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 14.20 284 0 284 0 0 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGATG 25 0 20 13.70 274 265 0 0 0 2 7 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCT . . v v v v v v e .. 25 0 20 12.95 259 0 0 214 28 0 15 2
....................................................................... Tl GARAGGA A T T GA T A T AT G C t o i i i it e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e et et et e teeeeeeeeeeeeeaaeaeeaneannaenaaaas 20 0 20 12.90 258 0 0 0 235 13 0 10
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTC. v vt v v v v v .. 23 0 20 12.60 252 0 248 0 2 0 2 0
............................................................................................................................................................................... GATCACTCGGCTCATGGG...... 18 0 20 12.55 251 248 0 2 0 0 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTC. ... 25 0 20 12.35 247 245 0 0 0 1 1 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTC . v v v v e v et e e e e 23 0 20 11.20 224 0 124 63 0 26 11 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCG. .. 24 0 20 11.05 221 0 27 136 48 0 7 3
................................................................................................................................................................. AACTCTAAGCGGTGGATCACI................. 21 1 20 10.85 217 96 0 119 O 2 0 0
.................................................................................................................................................................................. CACTCGGCTCATGGGTCGAT. 20 0 20 10.60 212 163 12 13 3 13 7 1
................................................................................................................................................................. AACTCTAAGCGGTGG. ¢ v vt vt e v vt v et ee e 15 0 20 10.55 211 0 211 0 0 0 0 0
...................................................................... AT T GA A GG A A T T GA T AT AT G C s v v v e e e e e e e e e o e e o e e e e e e e et e et e e ot et e e e o e e o e e o a e oo et ae o ae o ae s oe e oeeeeeeneeneeeneeneeneeeeeeeeeneeneenneaneanas 21 0 20 10.45 209 85 0 68 0 0 56 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGG. . ..... 24 0 20 9.95 199 199 0 0 0 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGA. .t v v ittt it i ve e eeee.. 16 0 20 9.80 196 0 196 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTCA. . ... ... .. 29 0 20 9.50 190 28 159 0 0 3 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGAT .+ ¢ v v e et e e i e i e 22 0 20 8.85 177 48 52 72 0 0 5 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCGATG 27 0 20 8.45 169 135 23 7 0 0 3 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGGTC. . 28 0 20 8.45 169 0 148 0 0 19 2 0
...................................................................... AT T GA A G G A A T T GA T AT AT Gl C s v v v e e e e e e e et et et e et et et e st e o e oo oo o e oe oe o et et et a o s asaeseeeeeeseneeeeseseseeesaeaeesesesenseeesesesasnsases 22 0 20 8.00 160 48 0 0 66 40 0 6
......................................................................................................................................................................... GCGGTGGATCACTCGGCTC. . v v v v v v oo 19 0 20 8.00 160 131 0 10 3 15 0 1
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCI.......... 28 1 20 8.00 160 95 17 48 0 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGG. ... ... 25 0 20 7.85 157 132 25 0 0 0 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTC. . 24 0 20 7.85 157 0 93 0 18 33 11 2
................................................................................................................................................................................. TCACTCGGCTCATGGGTCG. 19 0 20 7.80 156 117 0 13 5 1 20 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCA. . o vt it e i e e e 20 0 20 7.65 153 74 0 58 20 1 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTC. . 21 0 20 7.45 149 0 0 0 64 28 47 10
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCT .. v vt v v v v .. 22 0 20 7.45 149 89 0 59 0 0 0 1
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCT . . v v v v v v v v o 23 0 20 7.30 146 55 44 41 5 0 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGG. . .. ... 22 0 20 7.15 143 90 50 0 2 1 0 0
...................................................................... AT T G A A GG A A T T GA T AT AT Gt v v e e e e e e e et e o e o e o e o e a o s o s aeoeaeaeneeeeeeeseseseseseseensaseeeeessesesesesesesasasasesesesssseseneseneeasas 20 0 20 7.05 141 63 0 43 35 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTC . v v v v vt v v e e e 21 0 20 6.95 139 93 6 31 0 9 0 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGA 21 0 20 6.75 135 109 0 0 12 0 10 4
...................................................................................................................................................................... TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 6.75 135 14 121 0 0 0 0 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATG. . ...... 19 0 20 6.70 134 94 10 23 6 1 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATG........ 18 0 20 6.45 129 101 7 0 18 0 3 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTC. ... v v oo 25 0 20 6.25 125 101 0 15 3 0 4 2
........................................................................ TG ARG G A A T T G A T A T AT Gl C A s & i i i et et e e e et et et e e e et e o e aeoa oot o et et oo s oo aeaeeeeseneeeesesesesesaseeaseseseseesesesesasesasaenneneness 21 0 20 6.15 123 43 0 74 0 0 0 6
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATG. . v v v .. 23 0 20 6.15 123 99 24 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACT . v v v v vt e et e v e e 22 0 20 6.10 122 84 0 0 24 12 2 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACT s v v v et et e e e e 25 0 20 6.05 121 13 103 0 3 2 0 0
.................................................................... T AT T GAAGGA A T T G A T AT AT GC s v it e e e e e e e et et et et e e o e oo o e oo o e o e o et et et et et o e o e oo oo oo oeoe oo te et aeasaseenseeeeensenseeeneeeesesasaensaneeess 23 0 20 5.90 118 43 0 0 0 19 51 5
....................................................................... B O U N At N N N N ° 0 20 5.85 117 0 0 64 52 1 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCATG. .. ..... 26 0 20 5.85 117 42 65 8 0 0 2 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGC. v v v v v v e 24 0 20 5.80 116 71 19 18 5 0 3 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCT ... v v v v e .. 19 0 20 5.80 116 104 0 0 4 8 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATC . v v v v v et et et eneeaas 23 0 20 5.75 115 23 65 16 6 5 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTCAT. .. ...... 30 0 20 5.75 115 0 115 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACT . v v v v v v v v e eee.. 20 0 20 5.75 115 89 0 0 20 5 1 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGAT . v v vt i it e e i ee e e 19 0 20 5.50 110 59 42 0 0 3 6 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGA 24 0 20 5.40 108 0 93 0 0 0 13 2
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGGG. .. ... 32 0 20 5.40 108 0 108 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGA 27 0 20 5.35 107 62 41 4 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCG . v v v v v v vt e e e en. 22 0 20 5.35 107 42 0 55 8 0 2 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCATGGGTC. . 31 0 20 5.30 106 0 106 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGG. ¢ v v v v v v v v e 23 0 20 5.30 106 39 55 11 1 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCAT. ..o v v ... 28 0 20 5.20 104 42 52 g 0 3 0 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCGGCT. . v v v v v v v v v . 29 0 20 5.15 103 39 36 0 0 28 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTC . v v v v v vt v e e ee.. 18 0 20 4.95 99 19 67 1 0 12 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGG. v v v vt e v e ve... 20 0 20 4.95 99 15 56 16 3 4 5 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCI............27 1 20 4.80 96 0 0 0 0 96 0 0
................................................................................................................................................................... CTCTAAGCGGTGGAT . v v et et e et e e e e eeee. 15 0 20 4.75 95 0 95 0 0 0 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCGATG 28 0 20 4.65 93 88 0 0 0 5 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTC . v v v vt vt v e eeee.. 20 0 20 4.65 93 30 8 19 0 21 14 1
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGGGT.. ... 33 0 20 4.55 91 0 91 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCG 26 0 20 4.55 91 81 3 7 0 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGTCG 28 0 20 4.50 90 81 0 6 0 3 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCGG. v v v v v v v e v e 29 0 20 4.50 90 1 85 4 0 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGC. . v v v v v e 21 0 20 4.45 89 25 34 0 0 20 9 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCT. . v v v v v e .. 20 0 20 4.30 86 86 0 0 0 0 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATC. ¢ v vt vt e v v e e e 20 0 20 4.25 85 0 65 10 10 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCAC . v v v e v v e e v e v e 21 0 20 4.20 84 59 2 0 19 3 1 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCAC .. v v v v v v vt v e e e e e 19 0 20 4.20 84 67 0 14 0 1 1 1
................................................................................................................................................................... CTCTAAGCGGTGGATCACT . v v v v v vt v v v e e e e 19 0 20 4.10 82 43 0 24 0 3 9 3
...................................................................................................................................................................... TAAGCGGTGGATCACTCGGCTCATGG. .. .... 26 0 20 4.10 82 50 27 1 4 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCATGGGTCG 31 0 20 4.00 80 0 80 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCAT......... 20 0 20 4.00 80 0 78 0 2 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCG. ¢ v vt v v v v v e 19 0 20 4.00 80 15 0 46 19 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTC. v v v v v v e 21 0 20 4.00 80 56 1 4 1 18 0 0
..................................................................... AT TG A A GG A A T TG A T AT AT Gl C A L i i i it e e e e e et et et et e e o e oo o e o e o e o e o e o et et et oo s oo oo aeeeeeeseeeeeeseseeeseseeaseeeeeseseeensesenesenasesases 24 0 20 4.00 80 0 3 36 35 2 4 0
...................................................................................................... B N L R 0 2 0 20 3.95 79 68 0 0 8 3 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCATG. . v ... .. 28 0 20 3.95 79 0 78 0 0 1 0 0
...................................................................................................... B N O 0 2 0 20 3.95 79 67 1 0 0 10 1 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCG. ¢ v vt e vt eeee... 26 0 20 3.90 78 8 40 22 8 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTC. . ... ...... 18 0 20 3.85 77 0 77 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGG. v v v v v e v v v v 25 0 20 3.85 77 0 0 57 20 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCAI. coocooooo |29 1 20 3.80 76 0 76 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGG. . .... 23 0 20 3.80 76 0 76 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGAT. 28 0 20 3.80 76 34 40 2 0 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCG . v v v v v v v e e e 27 0 20 3.75 75 5 42 21 7 0 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTCGA.. 28 0 20 3.70 74 70 0 3 0 1 0 0
..................................................................... AT TG A A GG A A T T G A T A T A s & i o e e e e e e e e e e e e e e e e o e o e oo oo oo ae oo oo s osesosesaseeaeaeeeeeseeesesesosesaeoeaseeeeeeeeeeseseseseeaseenseseaeaeasslO 0 20 3.65 73 0 0 47 24 0 1 1
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGT..... 21 0 20 3.60 72 0 0 0 65 0 0 7
........................................................................................................................................................................... GGTGGATCACTCGGCTCAT......... 19 0 20 3.50 70 52 0 0 0 4 14 0
........................................................................................................................................................................... GGTGGATCACTCGGCT . ... ..o v.... 16 0 20 3.50 70 0 70 0 0 0 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v v v 29 0 20 3.45 69 19 0 0 0 49 0 1
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCAT......... 21 0 20 3.45 69 64 0 4 0 1 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTC . v v v i v v v eaes 271 0 20 3.40 68 10 53 0 0 5 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCATGG. ...... 30 0 20 3.35 67 0 67 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCATGGG. .. ... 31 0 20 3.25 65 0 65 0 0 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGC. v v v v v v e ... 18 0 20 3.25 65 45 14 0 0 6 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGC . v v v v v v v v v e w27 0 20 3.20 64 19 14 27 0 4 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGG . ¢ v v v v e v v e ewe. 22 0 20 3.20 64 0 58 0 3 0 3 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCGAT. 26 0 20 3.15 63 0 0 42 0 10 11 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGC . v v v v e v v e e e e 22 0 20 3.05 61 0 35 14 8 4 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGT..... 20 0 20 3.00 60 0 0 0 49 3 3 5
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTC. . v v v o.. 26 0 20 3.00 60 0 57 0 0 0 3 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCAT ... ... ... 22 0 20 2.90 58 55 0 3 0 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCGG . v v v v v v e e... 28 0 20 2.90 58 6 45 6 1 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGGT. . ... 27 0 20 2.90 58 58 0 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATG. . ... ... 21 0 20 2.85 57 477 8 0 0 0 2 0
.................................................................................................................................................................................... CTCGGCTCATGGGTCGATG 19 0 20 2.85 57 56 0 0 1 0 0 0
..................................................................... TATTGAAGGAATTGATATATGCI...........................................................................................................23 1 20 2.85 57 20 0 0 23 2 11 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGC . v v v v v v v v v v 19 0 20 2.80 56 23 0 17 1 8 7 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCG. .. 20 0 20 2.75 55 0 0 37 14 2 0 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCG. .. 25 0 20 2.75 55 53 0 2 0 0 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCA. ... ... ... 26 0 20 2.70 54 44 0 10 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGG. ¢ v vt v vt v vt vviee e e 20 0 20 2.65 53 20 0 0 26 0 3 4
............................................................................................................................................................. ATAAAACTCTAAGCGGTGG. o v v v vt v vt e et ee e ee e 19 0 20 2.65 53 9 12 11 20 0 1 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACT .« v v v v vt v v v e v e 26 0 20 2.60 52 29 0 15 7 1 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGG . v v e v v v e v e... 26 0 20 2.60 52 0 36 8 7 1 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGAT .+ vt it et e et et e e e 21 0 20 2.50 50 28 15 0 3 1 3 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTC. . v v v v v v ... 24 0 20 2.50 50 0 34 0 1 10 5 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGG. v . v ... 23 0 20 2.50 50 0 47 1 0 2 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCA. ... ...... 18 0 20 2.50 50 29 0 0 13 0 7 1
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGATG 23 0 20 2.40 48 0 44 4 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCG. v v v e vt eeeen... 20 0 20 2.40 48 4 16 25 3 0 0 0
................................................................... T T AT TG A A GG A A T TG A T A T AT G C s v v v v e v e e e e e e e et e o e oo ae e e eesoeesosesaseeaeaeeeeeeeeeseeesesesasoeeneaeeeeeeeeeeeseeenoenasoeeneosoneeeeneeeeeans 24 0 20 2.40 48 9 0 15 24 0 0 0
........................ F N O 10 N €N @ 2N L 1O 7N C 1 e 0 20 2.40 48 0 0 2 15 31 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCA. .t vt i v vt ee e ee e 15 0 20 2.35 47 0 47 0 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGG. v v v v v e v e v 21 0 20 2.35 47 0 43 4 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCA. . ... ..... 25 0 20 2.35 47 14 33 0 0 0 0 0
.................................................................... T A T T G AR G G A A T T G A T A T AT s o i v e e e e e e e e e e et et o e e s o e oo oo oo aeaeeeeesesesesesaseeasaeeeeseeeeseeeseseseseeasaeeseseesesesesesesasaensaeeeess 21 0 20 2.30 46 22 0 21 0 2 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCT . .. v v v v v v o 17 0 20 2.30 46 0 46 0 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCGGC. . v v v v v v v o .. 30 0 20 2.30 46 0 46 0 0 0 0 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGAT . . v v v v vt v v i v e e e 20 0 20 2.25 45 23 0 15 0 2 4 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGG...... 26 0 20 2.25 45 0 45 0 0 0 0 0
.................................................................... T AT T GA A GG A A T T G A T A T AT Gl C 4 v v e e e e e e e e e et et et et et o e oo oo oo oo oo oa o e e s esesesesasesasaeaseseesssesesesesoesesesasnsesesssenseseseseseeess 24 0 20 2.25 45 14 0 7 4 17 3 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCG. . v v vt v v v v v .. 28 0 20 2.20 44 5 0 32 7 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCA . . vt it vt et e eeeees. 23 0 20 2.20 44 9 25 10 0 0 0 0
..................................................................... AT TG A A GG A A T T GA T AT AT Gl C A G . & v e vt et et et et e et et et e o e o e o et et et et o s as oo aeaeeeeseneeeesesesosesaeseeseseseneesesesesasasasasaneneneneessl2b 0 20 2.15 43 38 0 5 0 0 0 0
.................................................................... B R N T N L 2 0} 0 20 2.15 43 15 0 0 25 0 3 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCGGC. v v v v v v v e v 28 0 20 2.15 43 27 0 13 1 1 0 1
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTC. v v v v v v v e 20 0 20 2.10 42 0 35 5 0 0 2 0
.................................................................................................................................................................................. CACTCGGCTCATGGGTCGA.. 19 0 20 2.05 41 0 0 21 18 2 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCAC. ¢ v v v v vt vt v e e e e 25 0 20 2.00 40 16 14 0 9 0 1 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCAT ... ...... 26 0 20 2.00 40 0 40 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCA . & v v vt et e e e 18 0 20 2.00 40 0 3 12 23 1 0 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCA. . . ..o o ... 22 0 20 1.90 38 32 0 6 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCA. v v vt ittt et ee e 24 0 20 1.90 38 14 0 24 0 0 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCATGGG...... 30 0 20 1.90 38 0 38 0 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCA. ¢ v vt it e it ee e 16 0 20 1.85 37 0 37 0 0 0 0 0
.................................................................. AT T T AT TG A A GG A A T T GA T AT AT G C e v v v e e e e e et e o et e o e o e e e e s o s o s oeosaeneaeeeeeeeeeeeseseseeeeasaeasaseseseeseseseseseenseensasessssesaseneeasas 2D 0 20 1.85 37 5 0 7 19 3 3 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACT . . v v v v e v v v v e ... 18 0 20 1.85 37 4 33 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGATG 29 0 20 1.85 37 1 36 0 0 0 0 0
................................................................................................................................................................................. TCACTCGGCTCATGGGTCGA. . 20 0 20 1.80 36 23 0 4 7 2 0 0
..................................................................... TATTGAAGGAATTGATATATGCCI..........................................................................................................24 1 20 1.80 36 0 0 31 0 0 4 1
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCA. . v v v v v v 277 0 20 1.80 36 0 0 36 0 0 0 0
..................................................................... TATTGAAGGAATTGATATATGI............................................................................................................22 1 20 1.75 35 7 0 5 21 0 0 2
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGT..... 22 0 20 1.75 35 0 0 34 0 0 0 1
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACT . v v v v v e v e v e e e 24 0 20 1.75 35 15 10 5 5 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTC . v v v v e v v v e ew.n. 19 0 20 1.75 35 8 12 0 5 6 4 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCGGC . v v v v v v v e e 29 0 20 1.75 35 4 25 5 0 1 0 0
Anti-sense strand reads
GSM1528801
TATACTATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTGTTTTAACTGTAATATATTTTTACTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC
Read # Hit Total follicle
de ok e ok ok e ok ek ok e sk ok e sk ok ok sk ke ok ek ok sk ke ok sk ok ke sk ke ok ek ke sk ke sk ek ko (L L L L L COCCCCCCCECCC. CeeeeCCe ... NI INII)) I ) e ) ) kkdkkdkokdkkdkkdkkhkokhkkkdkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkk***x 5jze Mismatch Count Norm Total cells
................................................................................................................................................................................... TGAGCCGAGTACCCAGCT.. 18 0 20 0.05 1 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroEre2|scaffold 944:832-1030 +|lder 1518/ATATGATA-CATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATAC-ATTIATTGAAGGAATTGATATATGCCAGTAAAATGCECTATIF T TAATTTCT T TCARTAAAAACAAAATTGACATT-——AT—————————~— ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGATCACTCGGCT CAT GGG T C G AT G = == — = = — = = = — = = = — = = o - |

ldrovak3|v2_chrun 252:158-356 - |

scaffold 3158:1078-1276

droSec2|scaffold 2429:1737-1935
[arosim2]node 61490:1-129 + st 506 | ettt T T T 2.G G TATAAAAATAR- ATTTATTGAAGCAATTGATATATGCCAGTAAAATGCICTATT I T AST IECHTTCARTAAAAACAAATTGACATT -~ ~AT-———————=~- D e T O e e — — —— — ——— — — — —— — — —— — — — |
dm3 chrUextra:3125439- =
3125637 -
droEugl|sc£f7180000405611:4339-
4389 -
droBialllsc£7180000299694:345-
544 +
droTakl|sc£7180000413686:825-
1038 -
droRholl[sc£7180000764814:196-
395 +
droFicl|[sc£7180000448638:2209-
2408 -
droAna3

droBip1|scf7180000392609:4221-
dp5 Sikfown_group 34:5278- |dps 4  |ATATGETAREATAREGHT TATATIAAACTAAGACATTTCGCARNCATTRTTTTAGGRATAAAARTAINNA T TTATTGAAGGAATTGATATATGCCAGTAAAAT GGEGTATT I TAATTTCTITCAATAAAEACANARYTGACAINRENAT -~ ———————— R aga A AN AT TRTA AR CTC T AAGCGGTGGAT CACT CGGC T CA T GGG T C G T G = = = = = = = = = = = = = =
5480 +
droPer2|scaffold 433:2465-2663
droWil2|scf2 1100000001109:349-
548 -

ldrovir3|scaffold 1702:709-907 |
ldroMoj3|lscaffold 4750:788-986 |
ldroGriz|scaffold 661:773-972 - |

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

PASS/FAIL
1

OCWORROORRRRPROOO
OCWORrHrROORRRRPROOOR
OCWORrHrOORRRRPROOOR
OWORrHrOORRRRPROOOR
OWORrHrROORRRRPROOOR
OWORrrROORRRRPROOOR



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

ID: Coordinate:

der 151 |scaffold 4820:9564945-9565001 - | candidate-rescued|| Canonical miRNA |antisense_to_CDS

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star [fc)ozi(d 811ty a1 mismatch in read

Predicted structure
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Flybase annnotation
Antisense to CDS [Dere\GG12498-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
MO55
V108 v060 V107 V040
TTGTGTAGCCAGGGGCCAGTCCGTCGAACTGCTCCGCGGGCAGCAGGAGCTCGGGATCGCTGTGCGTGTTCAGCTGGATGTCGTGAGCGGTGCAGAACTCCTGCAGCTCTGCTGGCACCACGCAGCACGTGGACAGGTTGACCTGGGCAATTGTGGG female
Read # Hit Total head head male body embryo
Kkkkkkkkkhkkhkhkkkkhkhrkkkrkrkrkrkrrkx  ((CCCCCCCC COCCCCCCCe oo (OO e, . ... ). IIIIIIIID)) o D)) ) )N )) D)) ) L)) L)) L L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k** 5ize Mismatch Count Norm Total body
................................................................................... TGAGCGGTGCAGAACTCCTGCAG . + v v vt e et ee et tee e tee e eee st staeeeaaeeannnaaaa 23 0 1 43.00 43 327 4 0 0
................................................................................... TGAGCGGTGCAGAACTCC TG A . v v v vt e et ee et eee e teeeeeneeeenaeeeeaaeenaaeennananaa22 0 1 10.00 10 8 1 1 0 0
................................................................................... TGAGCGGTGCAGAACTCCTGC t ot v v e e e e ee et tee e eee s seeeseaaeeesaaeenaaeennaaaa 2 0 1 5.00 5 5 0 0 0 0
................................................................................... TGAGCGGTGCAGAACTCC T . « i it ittt ittt et ee et tee et tee e ttae e staeeaneeannanaa 20 1 1 2.00 2 2 0 0 0 0
................................................................................... TGAGCGG TGl AGAR C T C T s v i et et et e e e et eeee s esaeeeseeeeseeaeeenaeessenaeeanaeeas 19 0 1 2.00 2 2 0 0 0 0
................................................................................... TGAGCGGTGCAGAACTCC TG AGH. « - ittt ittt it ee e et ae e eeaeseeaeeeeaaeeeaaneeaanaaa 24 1 1 2.00 2 2 0 0 0 0
................................................................. ediel i o7:Ne ok eTed-Ni e ot el . R 24 O B | 1 1.00 1 0 0 0 1 0
.................................................................................... GAGCGGTGCAGAACTCC TG AG . « « vt e e vt aeetensesoneeeenaeeenaaeeanaseanaeeananeaa22 0 1 1.00 1 0 1 0 0 0
el eli - Nel ooy N eTele]e]oTor-X el o1 of 23 0 1 1.00 1 0 1 0 0 0
....................................... eTo¥.Ne]07:Nel ey eToki o] e ] e 7N U I B | 1 1.00 1 1 0 0 0 0
................................................................................... TGAGCGGTGCAGAACTCC TG A . « v v vttt it et e tee e teee e eeeeeeeaeeeeaasenaanennananaa 23 1 1 1.00 1 1 0 0 0 0
.................................................................... T T CAGC T GG AT G T CG T GA G . ¢ 4 vt e e e et et et et e o eaeaeeeeeeeeeeeaeeseeeaeeseeeaeeseeeeeeeeaeeneeaaasl9 0 1 1.00 1 1 0 0 0 0
................................................................................... TGAGCGGTGCAGAACTCC TGO . « v v v e vttt et tee e etee s etee e eaeeseeaeeenaaeennneenas 23 2 1 1.00 1 1 0 0 0 0
............................................................................ GATGTCEIGAGCEGTGCAGARCT - - s oo . s aaaL o aaa oo 28 B 1 1.00 1 0 0 1 0 0
............................................................... eTofelielisie-Nelodiel ey el o] e ey N~ 6 B O 1 1.00 1 0 0 0 1 0
.................................................................................. GTGAGCGGTGCAGAACTC Tl - &t e ettt tee i ttee e tneeeoneeeeaeeeeaeaeennanennananaaa 2l 1 1 1.00 1 1 0 0 0 0
Anti-sense strand reads
MO055
MO57 V107 v108 v040
AACACATCGGTCCCCGGTCAGGCAGCTTGACGAGGCGCCCGTCGTCCTCGAGCCCTAGCGACACGCACAAGTCGACCTACAGCACTCGCCACGTCTTGAGGACGTCGAGACGACCGTGGTGCGTCGTGCACCTGTCCAACTGGACCCGTTAACACCC female
Read # Hit Total body embryo male head embryo
Tkkkokdkkkkkokdkdkkdkkdkkhkkdkkdkkrkrdkrkk (OO CCCCCCCCCe o OO Ceeeeeec. .. .. 1) IO ) e ) )) D)D) )))) L)) L)) L Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* 5jze Mismatch Count Norm Total body
........ el el o] o] oTofe] el 07Xl €0Vl i e 8 A 0 1 3.00 3 0 1 1 0 1
....................................................................... TCGACCTACAGCACTCGCCACG . « v v v e e e et ae e e tee e e tee e ssaeessaeeesneeeeneeeeneeeeaeeennennnna 22 0 1 2.00 2 1 0 1 0 0
.......... i ofof el o eTeli o) NeTelol-N o411 e\ o2~ R 1 1.00 1 1 0 0 0 0
............................................... TCGAGCCCTAGCGACACGC « + vt e e e e e e e et ae e e ee e e ee e e aae e eee s aee s teee e seeeeseeeeeseeesneeeesaeeeaaeeenanennanaaaa 19 0 1 1.00 1 0 0 0 1 0
............................. ACGAGGCGCCCGTCGTCCTCGAGCC e v v v e e e e e e et e e e et e e e e e ee e e e e e eee e eee e teee e eeeeeeeeeeeaeeeeeeeeeeeeeeaeeeeaeeeeaeeeeaeneenneeeaa 25 0 1 1.00 1 1 0 0 0 0
..................... GO A G T TGACGAGGC G C C G T - « o e e e e e e e e e e e e e et e aa e oo aaaaaaaeseaaeseaseseaseeeaseeeaseeeaseeeeseeoaseeeaaeeoaaeeeaaeseaaaseaaaecanaeenanananaaa2l 0 1 1.00 1 1 0 0 0 0
.............................................................................................. CTTGAGGACGTCGAGACGACCG T+ + v v e e et e e s tee s seaeseeneesnnannnnaaaeaaa23 0 1 1.00 1 1 0 0 0 0
...................................................................................................... CGTCGAGACGACCGTGGTGCGTCGOTGC e v v v v e v vt eeeeeennnneenaaaa 27 0 1 1.00 1 0 0 0 0 1
.................. [07:Nelel07: Ve ok i e7-Nol e Ve el o] €1 o ot of €1 1o s TN 0 1 1.00 1 0 0 1 0 0
.................................................. A G C C C T AG C GA C A CG L A C A . i it et e e e et et e e et et e e e e eeeaeeeeeeaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaneeaaeaneeaas 19 0 1 1.00 1 0 0 0 0 1
....................................................................... TCGACCTACAGCACTCGCCAC . & v v e v e e e et ee e e tee e e tee et tee e teeeeeaeeeeaeeeeneeeenaneenanaaaa 2 0 1 1.00 1 0 0 1 0 0
....................................................................... TCGACCTACAGCACTCGCCACGTC T e v e v e e e e e e ee e e tae s e eaeeseaeeeeneeeeaaeeeaaeeeaaneenananaa 25 0 1 1.00 1 0 0 1 0 0
............ (ofofef e e or-Nelelo7:Ne] el i 7N o] N0 BN 0 1 1.00 1 1 0 0 0 0
.......... O C C C GG T C A G G A G T T G et v v o e e e et e o e e e e oo o e e s o oo o s o oo oo o s o oo ae o s o oeoseseaseseeeasessasesessaseseesasessaseseseasessesesesseseseesasessesesessaseseeeaseld 0 1 1.00 1 0 0 1 0 0
......................................................................... GACCTACAGCACTCGCCACG Tt &t v e e e e e et ee e e tee e e eee e s teesseaeeseaeeeeaeeeeaeeeeaeeeenaaaaa 2l 0 1 1.00 1 0 0 0 1 0
............................................................. CACGCACAAGT CGACC TR s+ v e e v e et et e et e ee e et ee e eee et tee et eeeeeeeeeeeaeeeeeeeeneeeeneeeennneenaa 18 0 1 1.00 1 0 0 0 1 0
............................................................................................. TCTTGAGGACGTCGAGACGACCGTG e v v v v vt ee e teee s seeesenaeeenaneennananaa 25 0 1 1.00 1 1 0 0 0 0
......................................... TCGTCCTCGAGCCCTAGCGACAC G e+« v v e e e e e e e e e e e e e et ae e e ae e ee e tee e tee e tee e eeeeeeaeeeeeeeeeaeeeeaeeeaaeeenenenanaa24 0 1 1.00 1 1 0 0 0 0
................. i 0F-Ne] e107:Xe] ok i 7N o] € Ve 1= AN 0 1 1.00 1 0 0 1 0 0
............................. Xl e)-Nelelelelotof ol el otel ol ok ol el e ot ol ol -\ e I 0 1 1.00 1 1 0 0 0 0
..................................................................................... TCGCCACGTCTTGAGGACGTC G M v v v vt e e et ee e e tee e eeee st saeeeaaeeenaaeanaaaa 22 0 1 1.00 1 0 1 0 0 0
............................................................................................. TCTTGAGGACGTCGAGACGACC G . « v v e vttt ee e taeneeoneeennaeeannesenaaaaaa 23 0 1 1.00 1 0 0 0 1 0
.......................................................... CGACACGCACARAGTCGACCTACAG « + t e v e e e e e et e e e e ee et ee et tee et tee ettt seee et tiaeenanaenaaaaa 24 0 1 1.00 1 0 1 0 0 0
....................................................................... TCGACCTACAGCACTCGCC A e & v e v e e e e e et ee e e ee e eteeeeeaeeeeaeeeeaeeeeaeeeeaeeeenneeennaeeaaa 20 0 1 1.00 1 0 0 1 0 0
.......................................................... CGACACGCACARAGTCGACCTACAGCAC . v v v et et e e e et e e e e ee e tee st tee e etee e teeeeeeeeeesaeeenaaeenaneenanaaaa 27 0 1 1.00 1 0 1 0 0 0
.................................................................................................................................. CCTGTCCAACTGGACCCGTTA...... 21 O 1 1.00 1 1 0 0 0 0
........................................................... GACACGCACAAGT CGACCTACAGCAC . & v v e v e e e e et e e e e et et ee e e taee e teee e teeeeeaeeeeeeeeeaeeeeaeeeenaneenanaaa26 0 1 1.00 1 1 0 0 0 0
................................................. GAGCCCTAGCGACACGCAC ARG e « v v e e e e e e e e et ae e et aa e et ae e aeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeenanennanaaaa22 0 1 1.00 1 0 0 0 0 1
......................................................................................................... CGAGACGACCGTGGTGCGTCGTGCA . v vt v vt eveeeeeneeenneaaa 25 0 1 1.00 1 0 1 0 0 0
.......................................... COTCCTCGAGCCCTAGCGAC . & v v e v e e et e e e et e e e et ee e et ae e e ee e e ee e e eee e e eeeeeeeeeeeeeeeeaeeeeeeeeeneeeeaeeeeaenenaaneaaa 20 0 1 1.00 1 0 1 0 0 0
........................................................................................................ TCGAGACGACCETGGTGCEETCEIG. « v o e aa e e e e e e aeieaaaneaann. 24 |0 1 1.00 1 0 0 0 1 0
............................................................. CACGCACAAGTCGACCTACAGC A s+ v et e e et e e et e e et e et ee e ettt ettt e et et e e e e e e 23 0 1 1.00 1 0 0 1 0 0
cBACACATCGGTCCCC GG T A GG AT T TG e « o « « e e e e e o e e e e o aa e e aeaeaanneeanneensaeensneeneaeensaeensaeenneeenneeeaneeeaeeseaeeeeaeeeeaeeeeaeeeeneeeeneeeoneeeoneasonaanenns 28 0 1 1.00 1 0 0 1 0 0
................................................ COAGCCCTAGCGACACGCAC ARG T « + v e e e e e e e e e e e e e e e et ee et ee et tee et tee e tee s eee e steeetteeesaeeeeaaaeaaaaenanaaa 24 0 1 1.00 1 0 0 0 1 0
................... JNelel0r-Ne ok i el -Noley-Nelelole]olol o] e o1 c P> SN 0 1 1.00 1 0 1 0 0 0

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species |Coordinate

ID

Alignment

droEreZ2|scaffold 4820:9564895-
9565051 =

der 151

TTGTGTAGCCAGGGGCCAGTCCGTCGAACTGCTCCGCGGGCAGCAGGAGCTCGGGATCGCTGTGCGTGTTCAGCTGGATGTCGTGAGCGGTGCAGAACTCCTGCAGCTCTGCTGGCACCACGCAGCACGTGGACAGGTTGACCTGGGCAATTGTGGG

|drovak3|[3R:19361802-19361958 +

”TTGTGTAGCCEGGGGCCAGTCCGTCGAACTGCTCEGCEGGCAGCAGGAGCTCGGGATCGCTGTGCGTGTTCAGCTGGATGTCETGAGCGGTGCAGAACTCCTGCAGETCEGETGGCACCACGCAGCAEGTGGACAGGTTGACCTGGGCAATGGTGGG

droSec?2|scaffold 0:18869132-18869288

TTGTGTAGCCAGGGECCAGTCCGTCGAACTGCTCCECGGGCAGCAGGAGCTCGGGATCGCTGTGCGTETTCAGCTGGATGTEGTGAGCGGTGCAGAAﬁTCCTGCAGETCTGETGGCACCACGCAECACGTEGACAGGTTGACCTGGGCAATTGTGGG

+
ldrosim2|3r:18036605-18036761 + ldsi 32439 |TTGTGTAGCCAGGGRCCAGTCCGTCGAACTGCTCCRACGGGCAGCAGGAGCTCGGGATCGCTGTGCGTIT TCAGCTGGATGTCGTGAGCGETCCACAANTCCTGCAGHTCTGETGGCACCACGCAGCACGTHGACAGGT TGACCTGGGCAATTGTGGG |
|dm3 lchr3R:18511310-18511466 +  |dme 378 |TTGTGTAGCCAGGGRCCAGTCCGTCGAACTGCTCCRCGGGCAGCAGGAGCTCGGGATCGCTGTGCGTGTTCAGHTGGATGTCGTGAGCGGTGCAGAACTCCTGCACHTCTGETGGCACCACGCAGCACGTINGACAGGTTGACCTGGGCAATTGTGGG |
droEugl ||sc£7180000409768:648693~ TTGTRTAGCCEGEGCCAGTCCEECGAANTGCTCCHCGGICAGCAGIIAGC TCRGGATCGCTGTGCGTGTTCAGHTGIATIAT CGTEEGCCETGCAGAACTCCTGCAGHT CGEETGGCcACCACGCAGCAEGTHGARAGIITTGACCTGIGCARTTGT/8GG
648849 +
droBial ||sc£7180000302402:5202361~ TTGTGTAGCCEGEEGCCAGECHENGAACTGCT CRICGGGCAGCAGGAGCTCGGGATCGCTGTGCGTGTTCAGCTGGATGTCGIGEGCCETGCAGAACTCHTGCAGHT CGETGGCACIACGCAGCAGTGGACAGGTTGACCTGGGCAATEGTGGG
5202517 -
droTakl ||sc£7180000415711:493750- TTGTGTAGCCHGGEEGCCANNCCEEcGAACTGCTCCHCGGGCAGCAGGAGC TC/@GGATCGCTGTGCGTGTTCAGCTGGATGTCGIGEGCCETGCAGAACTCCTGCAGHT CGEEGGCACCACGCAGCA§GTGGACAGGTTGACCTGGGCAATEGTGGG
493906 -
droElel |scf7180000491017:201737- TlecilcTAGHCEcEcccAGTEcEEcGAACTGCTCClCGGGCAGCAGGAGCTCGGGATCGCTGTGRGTGT TCAGCTGGATGT CGIEEGCCETICAGAACTCCTGCAGITClEGClgcGCACCACGCAGCAEGTGGACAGIITTGACCTGGGCAAT/EGTGGG
201893 +
droRhol |sc£7180000777285:111046- TTCRGTAGCCEGHEGCIAGTECHTCGAACTGCTCCCGGGCAGCAGIIAGCTCGGGATCGCTGTGCGTIT TCAGHTGGATGT CGTElECIGETGCAGAACTCCTGCAGHTCRGETGGCACIIACGCAGCAEGTINGACAGIITTGACCTGGGCAAT/EGTGGG
111202 -
droFicl |scf7180000454055:315112- TTGTGTAGCCEGGHGCHAGTHCGECGAACTGHT CRNCGGGCAGCAGEAGCTCGGGATCGCTGTGCGTGT TCAGCTGGATGT CGICEGCCEEGCAGAACTCCTGCAGHTClEGETGGCACCACGCAGCAEGTGGACAGGTTGACCTGGGCEATTGTGGG
315268 -
droKikl |lsc£7180000302697:1062039- TTGTGTAGCCEGGEGCCAGTCCAECGAACTGHTCCHCGGGCAGCAGEAGCTCRGGETCGCTGTGCGTRT TCAGCTGGATGTCGTEEECCEGCAINAACTCCTGCAGC TCEG/E8GGCACCACGCAGCAEGTGGACAGIITT@ACCTGGGCAATEGTHGG
1062195 +
droAna3|scaffold 13340:8113587- TRcTeTAGCCAGEGCCcAGTCCiNgNcAACTGeTCClcC A ciccTCceaTceeTaTaeaTaTTCAlcTGeATGTCGTEEeciNeccacaacTecTeAG  TcfecldecccacacceaceaEcTeGaCANITTGACC TClGCAATEGTINGG
8113743 -
droBipl |sc£7180000396708:734184- TRclcTacccEecicccacTeci¥gcaacTocTcguceiccalMiacBiccTcccaTceecTeTaecTaTTeAllcTGeATGTCoTEgeciNeccacaacTecTeace TcfecEecccaccaciicaceAGTGGACAGIITTGACCTGGGCAATEGTINGG
734340 +
EE |2:12583687-12583843 + | |rTeTeTacccEsccccadgcciN@MaacTeliTeclicleceaceacEaceTCGGGATCGCEGTGHGTGTTCAGCTGGATGTCCECEECCENCACARCTCHTGCAG C TCBcEsccaciXEccaccaldcTeeaCAGRT TRACCTCGCAATEGTGGE |
|droPer2|lscaffold 0:7883586-7883742 - || |rTeTeTacccaceEcclEadcciN@MaacTeliTccliclcceaceacEaceTeeeeATCGCEGTGHGTGT THAGCTGGATGTCGTCEECCENCACARCTCITGCAGC TCBcEsccaciXeccacc e TRcacAcRT TlaccTeccaATEcTGGE |
droWil2 |scf2 1100000004902:6180367- TTGTGTAGCCEGC¥ccadcci¥eccaafjrecTeciicleiccalfialicaccTcccaTclicleTaile T TealleTaliaToTcorddececTiicacaacTecTealRI T clecclgcccacacceaceaEcTeccal¥IrToaccrelccaaTlEc TG
6180523 -
drovir3|scaffold 12855:2361457- TlecilcTacccEccicclacecci¥eccaacTeiTcciicceceaceacaceTceGeATCc T TG TG T TEAGCIXde e cidrclekiccllaNcacariTceraleaciEciNccldcccaccacceaccallccccaciITTléacc Telicciia Tlec TG GG
2361613 —
droMoj3|scaffold 6540:34091892- TTGTIATAGCCEGeGeccAlNeciIecha AT T CRcECeRAIN A Gl\accTcldccaTcoc TG T GG TRT TiA cliNle~iNei T ci\rcajiccldlaNcacaafiTcINTGcAGk T cleccToola ciiacGeAaGC ARG TGGEcAGIIT THA CC TClEic ClA TlEG TG GG
34092048 +
droGri2|scaffold 15074:2369168- TTGTIATAGCCEGcdcccacENlcENcaaclciiTccliccececaceaANaclTCGGGATCIc TG TG TG T TEA g Nde et cilrcaiiciNaNcacasiiTccTec AR T cclEccleaccaciicaccaEcEcccaciT Tlea cliTclic clea Tleci®ic e
2369324 -

Generated: 09/08/2015 at 0743 PM

PASS/FAIL

crit.star
crit.loop
crit.mor
crit.half
crit.total
crit.pairing
crit.top3
crit.tptop3
crit.uri

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

NRPORRRORRRROOOO

phyloP LRT conservation scores

Conservation

1 ! 1 1
9565050 9565000 9564950 9564900

Genomic Position

Hairpin partition Mature


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:9564895-9565051
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:9564895-9565051
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_151.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:19361802-19361958
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:18869132-18869288
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:18036605-18036761
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32439.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:18511310-18511466
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_378.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409768:648693-648849
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:5202361-5202517
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415711:493750-493906
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491017:201737-201893
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777285:111046-111202
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454055:315112-315268
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302697:1062039-1062195
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:8113587-8113743
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:734184-734340
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:12583687-12583843
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:7883586-7883742
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:6180367-6180523
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:2361457-2361613
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:34091892-34092048
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:2369168-2369324
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[View on UCSC Genome Browser {Cornell Mirror}]
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der 148 [scaffold 4770:6834559-6834630 -

Legend: mature star {051 =1ed BT 1911 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity
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Genomic Position
Hairpin partition -~ Sense -~ Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
intron [Dere\GG23097-in]; utr5 [utr5 plus_ 11278]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
V108 v060 V107
TCTATAATGTACACACCATGTTTGTTGTTTCAGTTCTGCCCATTCGGGCAACCATTTTGTGGTGCTCTTAAATGCTTACCGAAAAGTGTTGCCTACTTATTAGGGCATCGCACAATGGTTGCCACGGCGAATTGCATTCGTCAGCTAATTGTATGTGCTTGAACCAACCTAT
Read # Hit Total head head male
e ke ok ok ke ke ok ok ke ke ok ok ke ke sk ok ke ke sk ok ke sk sk ok ek sk ek dk ke kL (O CCCCCCCCCCCCCCC COCCEECCCC. . 00 nn . IIN)) el 1))))))))))2)))))))))) .. ))))) L)) Rk Rk kkkkkkkkkkkkkkkkkkkkkkk*k** size Mismatch Count Norm Total body
................................................................................................... TTAGGGCATCGCACAAT GG T TG . v v v e v et e e o ee e ete e teeeeaeeeneeeneeeneeenneenneeaaaa 22 0 1 14.00 14 13 0 1
.................................................................................................... TAGGGCATCGCACAATGGTTGC . « v v e e et ee e eeeoeeeseeeseaeesaeesaeeeneennnennnaaa22 0 1 10.00 10 9 1 0
................................................................................................... TTAGGGCATCGCACAATGGT TG e+ v e v e e e e e ae e ee e seeeseeseneeeaaeseaaenanennnnaaaa 23 0 1 1.00 1 1 0 0
................................................................................................... TTAGGGCATCGCACAAT GG T+ v v v e e e et e e ee e ete e teeeseeesaeeeneesnaaananenaaana 20 0 1 1.00 1 1 0 0
........................................... i ofe]elelor. VoL 07N ki i s e e} o 252 0 1 1.00 1 1 0 0
................................................................................................... TTAGGGCATCGCACAATGGT TG . « v v v e e et ee e eee e tte e eeeeseeeeneeeneaenaeenneena 23 1 1 1.00 1 1 0 0
........................................... TC GGG AR C AT T T TG T GG TG T x « v v e e e e e e e e e e e e e aaeeaaneeaneeaseeaseeanesaneeanesanesaneeeaeesaneeeaeeeoneesonesaoeesanasonasananenaeaaa23 0 1 1.00 1 1 0 0
.................................................................................................... TAGGGCATCGCACAATGG T T e v v v e et et ee e eeeeeeeeeeeeeaeeeaeeeneeeneeenaeenaaaaa 20 0 1 1.00 1 1 0 0
.................................................................................................... TAGGGCATCGCACAATGG T TG . « v v v v e e e te e o teeseeeseeeeseeesaeesneennnennnaaaa 23 1 1 1.00 1 1 0 0
................................................................................................... TTAGGGCATCGCACARAT GG T T . v v v e e et e e e ae e oee e seeeseessneeaaaesaanenanennaana 2l 0 1 1.00 1 1 0 0
.................................................................................................... TAGGGCATCGCACAATGGTTGC C e+ v e v vt e e e ee s eeeseeeeeaeeeaeesaneeaaeenneenaaaaa23 0 1 1.00 1 1 0 0
.................................................................................................... TAGGGCATCGCACAATGG T TG e v v v v e e e tee e eee s eeeeeeeseaeenaeeeaneeaaneennennaaaa 2 0 1 1.00 1 1 0 0
Anti-sense strand reads
MO055
V040 MO57 V107 GSM1528801 v108
AGATATTACATGTGTGGTACAAACAACAAAGTCAAGACGGGTAAGCCCGTTGGTAAAACACCACGAGAATTTACGAATGGCTTTTCACAACGGATGAATAATCCCGTAGCGTGTTACCAACGGTGCCGCTTAACGTAAGCAGTCGATTAACATACACGAACTTGGTTGGATA female
Read # Hit |Total embryo embryo body male follicle ||head
e ke ok ok ok ke ok ok ke ke sk ok ke ke sk ok ke ke sk ok ke ke dk ke ke ks ek ke k(O CCCCOCCCCCCCCCC. COCCeeeCCC. . e onn . IIIN)) el )))))))))))2)))))))))) . .n))))) L)) ARk kR kkkkkkkkkkkkkkkkkkkkkk*k** size Mismatch Count Norm Total body cells

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species|/Coordinate ID Alignment

droEre2|lscaffold 4770:6834509- der 148||TCTATAA------ TG------ T-ACACACCATGTTT----- GTTGTTTCAGTTCT-GCC-—-—-- CAT---TC--——————————————————— GGGCAACCATTTTGT-—-——-—--— GGTGCTC—— =TT AR A~ === — = = = =~ — = = = o = o TGCTTACCG-AAAAGTGTTGCCTACTTA==TTAGGGCATC—~GC-ACAATGGTTGC C———————— == — =~ ==~ =~ = o ACGG-CGAATTGCATTCGTCAGCTAATTGTATGTGCTTGAA-CCAA-—-CCTAT
6834680 -

ldrovak3|3R:3477220-3477391 + | |TcTATAA------ TG------ T-ANACACHATGTTT--—-- GTTGTTTCAGTTCT-GCC--—--~— S ———-: CcGCAACHATTTTGT--—--—-—-- GGTGCTC-—— [ A A A~ m— o m oo oo TGCTTACHG-AAAAGTGTEGCCTACTTA--TTfEcGecATC--flc-AaErcerTac)- - - - - - - - - - ACGG-CGAATRGCATTCGTCAGCTAATTGTATGTGCTTGAA-CCAA——-CCTAT|

[drosec2|[scaffold 166:24903-25075 - |dse 137|rlraTaa-----—- TG----—~ THACARACHATGTTT- -~~~ GT@GTTTCAGTTCT-GCC---~~~ cA@---@c-------—m - BcccalfccATTTTGT--——-————- GRATGCTC- - AR A~ m e TGCcTEACCR-22AAGTGTRGCRATACRTA--TT/d666CATC- - AAATGERITGCC -~~~ —————— =~ ==~ —m——m e ACGG-CGAATRGCATTHGTCAGCTAATTGTATGTGCTTGAA-CCl@A---CCTAT|

ldrosim2|3r:6460768-6460997 - I |TcTaTan------ TG--——-- TAacAachATGTTT----- GTEGTTTCAGTTCT-GCC——-——— cAg---fc-—---——--— EceccaccarTTToT-—- - - S A el IO LYY T CCACGTCTTACTAACATCAGCTGTGAATCATAGCACCGCCGATGGTAGTCGTATGCGlHeICGA e N e el el NSl e Loy e TeT e N e 2 S N N e o . ..LI. ACGG-CGAATRGCATTHGTCAGCTAATTGTATGTGCTTGAA-CCl@A---CCTAT|

|dm3 lchr3R:14796588-14796767 + || |TcTATAA------ TG------ THACANACHATGTTT--—-- ArecTTTCAGTTCT-GCC--—--- calgd---Bc-----—----— - WeceagccaTTTToT-- - - - - —-- G TGCTC-—— Tl - — — —— — = — =~ =~ ——m I TIN- - - TeeTfeACCG-AAAAGTG T GCCTACTTA--TTAGGGCATC--L\c-AlaaTGEldTGCC-- - - - - - -~ — oo ACGG-CRAATRGCATTHGTCAGCTAATTGTATGTGCTTGAA-CC@A---CCTAT|

droEugl|scf7180000409804:1035962- Rcleiran—-—--- TR -—-—- T-ACACAIRTGTTT--—-- GTEGTTTCAGT THTHGC CRfiE g Jol— — (o — — — - — - ————— ccAREREIA CATESC TONTRGNECEEEEEE GGTGClC-—-TAAAR-—-—-— - - Eciirler CRY-lAAAGTGTTGCCTACTTA==TTAGGGCl8C—-GC-ALA T GIT TG CC—— — =~ — = — =~ —————— oo AN - CGAATINACATTIENT CAGCTAAT TGTATGTGCTTGHA - CCAA-—-ECTAT
1036141 +

droBiallscf7180000302402:546610- scTigng--—--- TR ---—- E-acaca G TTT----- GT®GTTTCAGTTCT-GCC-—-—-- gar---fdo-@---—----—- WX - - -dccecarfcal@rrroT-- - - - - - —-- ceecldc---Tgnnllg--- - - - - - - - ————— Feeciieicci)-2naldclderlgccecracTTA=—THdceE 8- -\ - AR A A TGET TG CC—— - — - — =~ — === ———— oo iGG-CGARTIGCAT TINT Cl8GCTAAT TGTATGTGCTTGAA-CCAA—~-~CCTAT
546791 +

droTakl|scf7180000415256:289346- TCEATA------ TR -—-—- T-ACACAIMTGTTT--—-- GTEGTTTCAGTTEIT - GCChgipdeldebia T - — —[8C - - - - - ———————————————— [EcGcAAlCATTTTGT--—--—-—-- GGTGCTW---Teprnlg----- - - -l el EecTracil)-anpalIrerlgscecTacTTaA=—HAGGECdec- -\ - AR A TGET TG CC—— - — - - - — -~ — - ——mm AG-CGAATINGCAT TIATCAGCTAATTGTATGTGCTTGA-CCAA-—~CCTAT
289524 +

droElel|scf7180000490994:547708- iiTCTCINCEEEEE TR ---—- T-ACACAATGTTT--—-- GT®GTTTCAGTTCT-GCC-—-—-- T T T A Clil - R G¥GCAACATTTTGT--—-———-—- GGTGCTC-—-ThHAAl- — -~ - - — - m o EcirercE-ArAAGTGTEGCCTACTTA==TTAGGECld8C——[8C- AR ATGET TG CC—— -~~~ — = — =~ —————— oo AIG-CGAATINGCAT TIATCAGCTAATTGTATGTGCTTGAA-CCAA-—-CCTAT
547881 +

droRhol|scf7180000779900:443440~ TClyTAld------ TR-—-—-- T-ACACARMATGTTT----- GTEGTTTCAGTTCT-GCC------ WAaT---@c---—--—-- - - [EcGCAAfCATTTTGT-----—-—-- GGTGCTC-—-Th A~~~ — o m oo EoliXercRY- A2 AANTGTEGCCTACTTA- ~TTAGGGCHeC-—[8c- A AATGGET TG CC— - — - =~ — === ————mm oo ANG-CGAATINGCAT TAT CAGCTAATTGTATGTGCTTGAA-CCAA-~-~CCTAT
443610 +

droFicl|scf7180000453812:245395- RAcTiral------ TG--—--- T-2RACAR TG TiIT - - —- - GTEGTTTCAGTTRT-GCC-—-—-- B C CCC - R e edccarllcaTTTTGT-- - - - - ——- cerecgc-—--tiaARf----------- - - - 1o o o o - EoireichciaraniIreTTeecTACTTA= =T T/GECld8c - -\ - AN A TGIT TG CC—— - — - — - — =~ — - ——m ANG-conATGCAT TIATCAGCTAATTGTATGTGCTTGAA-CCAA-—-CCTRT
245569 -

droKikl|scf7180000302256:208647~ T ATAA------ ------ - C AL T GT TT— - — - - GTEGTTTCAGTTCT-GCC------ — - - - - - - — - [ A eI T G AG T T T T GGl e T IR G 2 Y - B e e GlgThic- - - -B- - - - Tila G T[N - B - fClelele Gl C R o a N a N N el el - - — - e P \GC AT TG CTAAT TGTATGTGCTTGAA-CC[8A--~CCTAT
208785 -

droAna3|scaffold 12911:3159704- ATIGITGEEEEE Tl - - -IX8- ARG T TT- - - - GTEGTTTCAGTTlgTHGECIE el - - — - - - -—-———-- CATTTGCAAAA SN CINT NV ey --fenrf8l- - - - - CGTGAAGAGETINGE - CEEVENA A NeleIehFNe il - T - i e A el G C o A e N N e e i e T R G- CGARTIGCAT TN AGCTAAT TGTATGTGCTTGAA-CCAA—~--CC/8AT
3159893 +

droBipl|scf7180000396640:34486- TCTAAA-—-—-- B------ - EeeGTTT- - - - GTEGTTTCAGTTIE TGN - el - - — - - -—-—-——- cAAACGCATCAASNNIIN L LchiEE e CClEA T CC A i N S e A MNrcirdecRe-2aancdrTeccTac TR~ —RTHcG s - L\ - AR A A TGET TEC - — - — - — - ——— =~ = - = —— oo G- CGARTIGCAT THGINNAGCTAAT TGTATGTGCTTGAA-CCAA—~-CCl8AT
34666 +

dp5 l2:14915948-14916138 + | |TcEr—En------ iCTAACTGCINNAT - - - - —[NEBRENT A TCAAINC A IETISI NN G ilele)EN— ST CIBEEES T GACCCCCGTCCCCIMTCCCA ISV Sor Uk Lie] /R — € C 1] T — — — — il -EaracTcTRGCRATACETH--TTHGGE /TSN - AT A ATGGTTGCC -~~~ ———=——= === === === = —— ==~ ————— AclG-coEARNGCAT THNACAGCTANT TGTATGTGC T TGEACCAA - - —CCTHT]

GrowilzscEz 1100000004921:3063650- CEATACGCATAAC R T - AT G ETR T ic T ETIETo - [ENNEE N Ee——— TS — RIS e e T RS o e S 0 o N T T S T Ol - e -y —
3063829 +

droVir3|lscaffold 13047:15297721~ ’@TATAA —————— Tlé------ T-ACARIEIC AR — — - — BT T TCAGT T~ GCCLEeIls C - - - ———-——---—- Y- I¥YllGclleccAaTTTTGT-- - - - - - —— - T/elca- - - B = = — — R B — e — — i 4G CheA- ~F\c - APNA A T GEISIG CC— -~ — - — - — === ————mm o AcCh-Eer R CAT TN ClEcC TE TG TATG TG T TGAN-[gCc Aehidicen/d
15297850 +

droMoj3|lscaffold 6540:18774937- EcTaNele------ - T - - A T[T Chia AGEEEEE AuY- AhlibeNelibido A Sleleloln TT T TC - - - SEEC - EEEEEEEE R OG- ---I¥CciceccaTTTTGT-- - - - - - — - - Ncreerlg---@ranfg----------- - ——_—_—— — - — —-—-—- - B — - —— - - - - GTGTIIGGCAASGC A o A N ele C C e[l et GT(e-J- - -CiiclderbiiTlen dclelehiclNGiely-Nehde T Cider-N-Sn &F:\CA T T T TClAC]
18775090 +

droGri2|lscaffold 14830:4690221- cSATALVACEEEE. A A A T/NA TA TIC AL AT TRTTTCAGT ThENNGCIEN- —— - Ry ec-8-—-—----—- AAAREEEAACTATGGHI N T IchEE ceecTe-—-TRAA- - B - ettt T T~ - (el g ¥AC[elslc - -E\c - Al\AATGEfdec CC— - - - - — - — =~ — - m e - - ARSI CACANENTA A GIEIIICIGINElINTelNe T Ci¥e NN A A CEERIelel A Ci
4690377 -
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PASS/FAIL

crit.star

crit.loop

crit.mor

crit.half

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

crit.back
rescue.total
rescue.dominant
rescue.known
rescue.confident
rescue.candidate
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:6834509-6834680
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:6834509-6834680
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_148.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:3477220-3477391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_166:24903-25075
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_137.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:6460768-6460997
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:14796588-14796767
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409804:1035962-1036141
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:546610-546791
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415256:289346-289524
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490994:547708-547881
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779900:443440-443610
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453812:245395-245569
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302256:208647-208785
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:3159704-3159893
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396640:34486-34666
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:14915948-14916138
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004921:3063650-3063829
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:15297721-15297850
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:18774937-18775090
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14830:4690221-4690377

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

der 1527 scaffold 4929:3115490-3115584 + | candidate-rescued | Canonical miRNA |3pUTR

Legend: mature star ()i iBelitg g mismatch in read

Predicted structure

004
o ®" Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
@\ T TS] o -
wPeg o ® © 0
P~g o ™ 0 o —
@\.\; < 5 § o
by 0 23 5
i § s ' g g
.g)\.\f%'m an b E o ™ % g .
< ® I I B 5 o
;‘«o@ o S ; ' . S| S
g = | : [ U « 8 1 e eyt e __e
w0 = ©
¢ e g~ 5
G = I E—
@fij?§ © ™ 55 _ -
ag. o = III | | | E
g | ! | | o - & e o & =
Bg /70 3,115,450 3,115,500 3,115,550 3,115,600 < S < 2 &
e s T TTTTTTTTTT1 & & R o -
.;j-f;’@” %.\@:‘@) Genomic Position 18 19 20 21 22 23 24 25 26 27 28 29 & ! | | | |
{ o Size Condition 3,115,450 3,115,500 3,115,550 3,115,600
20_ ©,_© Genomic Position
cm‘\©© Hairpin partition -# Sense - Antisense Mature Star
'
T\ .-'C:“su
C%;@ Hairpin partition Mature Star
(g
-~
© ;
85 1
o ®
< ®
o) «
O O
der_1527_annot [-33.4]
Show Alternate Folds H
Flybase annnotation
utr3 [utr3 _plus 232]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
MO055
M057 V040 V107 V108 v060
ATCCCAGTTACGCACAGCTAGAAGAGATCGGATTGGCGTCAATCGGATTGAATCTGCCTAACTGCTGTCTTGCAGGGCTGTAGGCT TCGGTCCAAAATTTAGTCTACAGTCGCTGCGATTCCGGGCAGTTGAAAGGATGCAAGATGAGAGGCCCAGTCCATGACACTTAACGCTTTGTGCACCGTACATTTTCAG female
Read # Hit ||Total embryo embryo male body |head head
khkkkkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkkkkkhhhhhhhhhkhhkhkhkhkkkkdx ((((((((_ .. ((((((((((((((((( .............. ))))))))))) ')))))) _____ ))))))))**************************************************************** size Mismatch Count Norm Total body
................................................................................................ ATTTAGTCTACAGTCGCTGC . « v e e v e e te et e et e et e et e ettt e e et e e e e e e et e e et ie et eie e eineeneea. 20 0 1 7.00 7 2 5 0 0 0 0
............................................................................................................ GTCGCTGCGATTCCGGGCAGTT « « e v v e e e et e e e e e e e et e s eoe e eneeeeansenaeaneenaeeneenneanaes22 O 1 6.00 6 1 5 0 0 0 0
........................................................................................................................................................... GTCCATGACACTTAACGCTTTGT . v v vevneenneen. 23 0 1 6.00 6 5 1 0 0 0 0
............................................................. ok e ot ek o i JeToF Xl et eloliul el - clo - S 0 1 5.00 5 3 2 0 0 0 0
............................................................................................................ GTCGCTGCGATTCCGGGCA « « v v ue e te e e te et e e e e et et et e et et e e et ee et ie e ie i eiaeenneea. 190 1 5.00 5 2 3 0 0 0 0
............................................................................................................ GTCGCTGCGATTCCGGGC « « « v e v e e et e ae et e e et et e et et e e ta e eae et eaeeiaeeneenaeenaennao. 18 0 1 4.00 4 4 0 0 0 0 0
.............................................................................................. ARATTTAGTCTACAGTCGCTGC . ¢ v vttt e e ettt et e et e e e e e e e e e ettt e e e e e e et et et et e et eiaeeeeen. 220 1 3.00 3 1 2 0 0 0 0
............................................................................................................ GTCGCTGCGATTCCGGGCAGT - « « e« e v e e e e e e e ee e e e e e e e eee e neenaeaneeneeeneenaeeneenneeaaes2l 0 1 3.00 3 3 0 0 0 0 0
.................................................................... ol et oFNeeleloh el J-Nete]olii ole] el o] NN PP T ¢ 1 3.00 3 2 1 0 0 0 0
........................................................................................................................................................... GTCCATGACACTTAACGCTTTGTGCACC. ........... 28 O 1 3.00 3 3 0 0 0 0 0
..................... AAGAGATCGGATTGGCGTCARTCGGAT . « « e e v v e ue ettt ee et e e e et e e e et e e e et e e e et e e e e e ettt e e ettt e e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e et 2T 0 1 3.00 3 2 0 1 0 0 0
............................................................................................................................... GTTGAAAGGATGCAAGATGAGAG . « « ¢ v e vt o et et ene e e neenaeeneenaeennenaeens 23 0 1 3.00 3 1 2 0 0 0 0
....................................................................................................................................................................... TAACGCTTTGTGCACCGTAC. ....... 20 O 1 3.00 3 2 1 0 0 0 0
................................................................................................. TTTAGTCTACAGTCGCTGCGATTCC . « v e vt e e ee ettt ee et e e et et e et et et ta e eee et eaeeaeeaeennaenaenaaen 25 0 1 2.00 2 2 0 0 0 0 0
........................................................................................................... AGTCGCTGCGATTCCGGGCAGTT « « v e e e e e et et e e ee et e e e e e e et et et tee e eia e eneenneen. 23 0 1 2.00 2 1 1 0 0 0 0
........................................................................................................................................................... GTCCATGACACTTAACGCTTTGE. ... vvvvennee.. 23 1 1 2.00 2 2 0 0 0 0 0
................................................................................................. TTTAGTCTACAGTCGCTGCGATTCCGGGC « ¢ v v e v e e e e te et e e ettt e e et e e e e e et ie e ie et ie e eieeaeeneennees 29 0 1 2.00 2 2 0 0 0 0 0
...................................................................................................... TCTACAGTCGCTGCGATTCC « &+ v e e et e e e ettt et te e e e e et e ae e et et ea e eaeeaeeneeeneenaeenneaaeen. 20 0 1 2.00 2 0 2 0 0 0 0
.......................................................................................................................................... GCAAGATGAGAGGCCCAGTCCAT . o vt vt ve e ieeeieeeneenaennaenneen. 23 0 1 2.00 2 0 2 0 0 0 0
................................................................................................................................... ARAGGATGCAAGATGAGAGGC . « e v v v vttt et ie et eie e eiieeaeenneen. 21 0 1 2.00 2 2 0 0 0 0 0
........ TACGCACAGCTAGARGAGATC . + ¢« e vt et e ue e te et e et et e et et e e et e et e et ettt e et et et e ettt et et e ettt ettt et e e et et e et et e e e e e e e e e e et 210 1 2.00 2 2 0 0 0 0 0
................... AGAAGAGATCGGATTGGCGTCAATCGGA « « ¢ e e v e te et e e te et e e e et et e ettt e e ettt e e ettt e e ettt e e e e e et e et e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e, 28 0 1 1.00 1 0 0 0 1 0 0
.............................. GATTGGCGT CARTCGGATTGA . « ¢+ e v e e e e e e et e e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e ta e e e e e e e e e tae e e e aae e e e aae e e e aneeaaeaneeaaeaneeaaeaneeaaeeneeeneenneaaaea2l 0 1 1.00 1 0 1 0 0 0 0
............................. GGATTGGCGTCAATCGGATTGAATC . « & e e e e et e e ee et e e e et e e e e e e e e et e e e et ae e e e e e e e e e ee e e e e e e et e e e e e e ae e e et ee e e e e ae e e s et te e eeeeeneeaeeeneeaeaneeeaeenneeaeeaa 25 0 1 1.00 1 1 0 0 0 0 0
.............................................................................................................................................................. CATGACACTTAACGCTTTGT. .« vvvneenneen.. 20 0 1 1.00 1 0 1 0 0 0 0
..... AGTTACGCACAGCTAGAAGAGAT . « « ettt ettt te et et e e et et e e ettt e ettt e e e et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 230 1 1.00 1 0 0 1 0 0 0
.................................................................................................... AGTCTACAGTCGCTGCGATTCCGGGCA  « « v e v e et e e te et e e e et ae e et et et tae e ta e eaeeneenneenaeen. 2] 0 1 1.00 1 1 0 0 0 0 0
.................................................................................................................... GATTCCGGGCAGTTGARAGGAT . « & e et e ettt te et e et e e et et e ie e ia e e, 22 0 1 1.00 1 0 1 0 0 0 0
................................ TTGGCGTCAATCGGATTGA « ¢« + e v e et e e e e et et e e e e e et e e e e e e e e e e e e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e ee et ne e e e eaeeneeaeeneenaeenneeaaea. 19 0 1 1.00 1 1 0 0 0 0 0
................................. TGGCGTCAATCGGATTGAATCTGC . + ¢ v e e e e e ue et e et e et e et e et ettt et et e e et e e e et e e e e et e e et e e e et et e e e e e e e e e e e e et e e e e e e et 240 1 1.00 1 0 1 0 0 0 0
............................................................ o eloh el ol e o NeTeT et ol e - NPNN PP S~ A 0 1 1.00 1 0 0 1 0 0 0
............................................................................................................ GTCGCTGCGATTCCGGGCB . « v v v v e v ettt e et e e e e e e e et et e e et e e eie i, 191 1 1.00 1 0 1 0 0 0 0
............................................................................................................................................. AGATGAGAGGCCCAGTCCATGACACT .« e vt eeeieeeneeneecnneen.e 26 0 1 1.00 1 0 1 0 0 0 0
............................................................................................................................... GTTGAAAGGATGCARGATG . « e e e e et tee e et ee et iae e eneenaeeneeneeen. 19 0 1 1.00 1 0 1 0 0 0 0
.................................................................... CTTGCAGGGCTGTAGGCTTCGGTC . + ¢« e e v s e ae ettt e e et e e e e ettt et e e et e et ettt e e et e et et e et et et e e e taeeie e eneeaneenaeanaenaen. 24 0 1 1.00 1 0 1 0 0 0 0
................................................................................................................................................ TGAGAGGCCCAGTCCATGACACT « vt e e eeeeeeeeeeeeneennaeen. 23 0 1 1.00 1 0 1 0 0 0 0
B olo]0) ek iy NoleTo-No). el ol NP 18 0 1 1.00 1 0 1 0 0 0 0
....................................................................................................................................... GATGCAAGATGAGAGGCCCAGT « « v vt ve e e e eie e eeeeieeneenaeennenneen 22 0 1 1.00 1 1 0 0 0 0 0
....................................................................................................................................... GATGCAAGATGAGAGGCCCA . vt o vt te e neeeeeeneeaeeneenneenneeaees 20 0 1 1.00 1 0 1 0 0 0 0
............................................................................................... AATTTAGTCTACAGTCGCTGCGATTCC . « v v vt e e ue et e e ae et e e e e e e e e e e e e e et e e et e e ie e eee e eiaeenneneee 2T 0 1 1.00 1 0 0 0 0 1 0
......... ACGCACAGCTAGAAGAGATC . « « e ettt et ettt ettt e e et et et e et e et e et e e e e e e ettt e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e . 2000 1 1.00 1 0 0 1 0 0 0
................................................................................................. TTTAGTCTACAGTCGCTGC « « v e e e ue et e e ae et et e e et e e e e et et et et et ta e eee e ta i eae e aeennaeneena. 190 1 1.00 1 0 1 0 0 0 0
........ i Noleloy.No) Neloki Nl V.Yl Ne3. N ol e c NN PP -3c B ¢ 1 1.00 1 0 0 0 0 1 0
..................... AAGAGATCGGATTGGCGTCARTCGGATT « « ¢« e e e e et e e ee et e e e e e e e e et e e e e ea e e et e e e e e em e e e e ea e e e e ta e e e e e e e e et a e e e e ea e e et tae e e e ne e e e neeeeeneeaaeaneeaaeeneeaaeenneaane. 28 0 1 1.00 1 0 0 1 0 0 0
........................................................................................................................................................... GTCCATGACACTTAACGCT ..o v v veveevneennenn. 19 0 1 1.00 1 1 0 0 0 0 0
........................................................................................................................................ ATGCAAGATGAGAGGCCCA . « v vt et ee e ie e ine e eneenaeenaenaee.. 19 0 1 1.00 1 0 1 0 0 0 0
.................................................................................................................... GATTCCGGGCAGTTGARAG . « « + e ee ettt e e et e ee e et et ie e e ie e eieeiaeenaeeaeeneee. 19 0 1 1.00 1 0 0 0 0 0 1
......................................................................................................................................... TGCAAGATGAGAGGCCCAGTCC .« v v ve e tee et iieeiaeeiaenaeenneen. 22 0 1 1.00 1 0 1 0 0 0 0
........................................................... 8L el e o LT oF-X e c PR - I ¢ 1 1.00 1 0 1 0 0 0 0
........................................................................................................ TACAGTCGCTGCGATTCCGGGCAGTT « « v e e e e ve et e et e et e e e e e ettt e e et e et tee e eeieeaeennennees 26 0 1 1.00 1 0 1 0 0 0 0
........................................................................................................... AGTCGCTGCGATTCCGGGCAG e « + ¢ v e e e e e te et e e ee et e e et e e e ee e e e ete e eieeeaeieeeneenneen. 2l 0 1 1.00 1 1 0 0 0 0 0
....................... GAGATCGGATTGGCGTCARTCGGAT . « ¢« v e v e e et e e e et e e e e e e e e e et e e e e e e e et e e e e e et m e e et e e e e e e e e e et e e e e et e e e et e e e e et e e e e e e e et ettt 250 1 1.00 1 1 0 0 0 0 0
.............................................................................................................................................. GATGAGAGGCCCAGTCCATGACAC . + vt v v e e eeeeieeeaeennennee. 24 0 1 1.00 1 1 0 0 0 0 0
.................................................................................. GGCTTCGGTCCARAATTTAGTCTACA . & o et e et ettt e et et e e e ettt e e e e et e et et e e et et et e ettt e et eia e 260 1 1.00 1 1 0 0 0 0 0
................................................................................................................................. TGAAAGGATGCAAGATGAGA . -+t e et te e tee et taeeiaeeneeeaeeneenneenaenn. 20 0 1 1.00 1 0 1 0 0 0 0
.................................................................................................................... GATTCCGGGCAGTTGARAGG « « + ¢ v e e e e e et e e ee e ae e eeneenaeeneenaeeneenaeennenaaens20 0 1 1.00 1 0 1 0 0 0 0
.............................................................................................................................. AGTTGAAAGGATGCAAGATGAGAG « « « « v e et et e e eeeeee e eneennenaeenaenaeen. 24 0 1 1.00 1 0 1 0 0 0 0
...................................................................... i elo)Netelel ot ek Nelel ot Jod el el o o7 NN~ B 1 1.00 1 0 0 0 0 1 0
...................... e et ofele). i et elol el oF- V. o]eT eV - X S 1 1.00 1 1 0 0 0 0 0
......................................................................................................... ACAGTCGCTGCGATTCCGGGC « « e v v e e ve et e e ae et e et e e et e et e e et te e e ee e eie e e 20 1 1.00 1 1 0 0 0 0 0
......................................................................................................................................... TGCAAGATGAGAGGCCCA . ¢ vttt oe ettt iee et iieeineenaeenaenaee.. 18 0 1 1.00 1 0 0 0 1 0 0
.................................................................................................... AGTCTACAGTCGCTGCGATTCCGGGC . + « v v v v e ettt e te e et e e e et e e e e e et e et et e e e ie e eia .. 260 1 1.00 1 1 0 0 0 0 0
....................................................................................................... CTACAGTCGCTGCGATTCCGGGC « & ¢ v e e v e e et e e e et e e e e e e e et e e e ea e e e eaeneeneeaenaenneneeaenneae23 0 1 1.00 1 0 1 0 0 0 0
......................................... ATCGGATTGAATCTGCCTARC . « e e e e e e te et e et e et e et ettt e e ettt e et et e e e ettt e e e et e e e e e e e e e e e e e e e e e e e et e e e e e e e e e 210 1 1.00 1 0 0 0 1 0 0
................................................................................................................................. TGAAAGGATGCAAGATGAGAGGCCCA . « v vt et e e tee e e eeeeeaeeenneennenn.e 26 0 1 1.00 1 1 0 0 0 0 0
............................................................................................... AATTTAGTCTACAGTCGCTGCGATTC . + ¢ v e et e e ee et e e e et e e e et e e e et et tae e et e ea e eaaeenaeaaeennenaees 26 0 1 1.00 1 0 0 1 0 0 0
.................................................................................................... AGTCTACAGTCGCTGCGATT « « & v e vt e ue ettt e e ettt e e ettt e e e et e et et te e e ie e eeaeeneeea. 20 0 1 1.00 1 0 0 1 0 0 0
............................. el ey el ol el o)V ol el L - I ¢ 1 1.00 1 0 0 0 1 0 0
........................................................... AACTGCTGTCTTGCAGGGCTGTAGGC . + ¢« e e v e e ue et et e e et e et e e e ettt et et e e e et et e et ettt et e e et et e et et et et e ta e e ie e e eia e 26 0 1 1.00 1 0 1 0 0 0 0
.............................................................................................................................. AGTTGAAAGGATGCARGATGAGA . « « e e e o et ee e n e eeeaetneeeneenaeeneennenaaeas23 0 1 1.00 1 0 1 0 0 0 0
..... AGTTACGCACAGCTAGAAGAGATC . « . vttt ettt te et et e e et et e e ettt e e e e e et et e e e e e e e e e ettt e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 240 1 1.00 1 0 0 0 1 0 0
........... 107 No Nl oi-Xe).V.Ve)- e N Lo : S 1 1.00 1 0 0 0 0 1 0
........................................................................................................................................................... GTCCATGACACTTAACGCTTTGTH................ 24 1 1 1.00 1 0 1 0 0 0 0
.................................................................... ok et oFXeT et el ol el et e] ol o N P-4 ¢ 1 1.00 1 0 0 0 1 0 0
........................................................................................................................................ ATGCAAGATGAGAGGCCCAGTCC . ¢ v vt v e et et ieeeieeeeeeaeeaennaeen. 23 0 1 1.00 1 1 0 0 0 0 0
........................................................................................... CCAAAATTTAGTCTACAGTCGCTGC . « v e vt e e ue et e e ae et e e e et et e e et et e et et et et e ta e eiaeaeiaeeeeea. 25 0 1 1.00 1 1 0 0 0 0 0
......................................................... CTAACTGCTGTCTTGCAGGGCTGTAGGC . « ¢« v e v e et e e e e et e et e et e et e et e e e e et e e et ettt e e et e e e e e e e et ettt e e e e e et e et et ettt e ta e 28 0 1 1.00 1 1 0 0 0 0 0
.................................................................................................. TTAGTCTACAGTCGCTGCGATTCCG . « v e e e e e ee et e e e e e e e et e et e e e e eoe e e e eneeeneenaeaneenaeenaenaeeae25 0 1 1.00 1 1 0 0 0 0 0
N o) ek iy NoleToy-Xo). N elol YTV Y cF-Ne T AP 220 1 1.00 1 0 0 1 0 0 0
.................................................................................................................................. GAAAGGATGCAAGATGAGAGGCCCA . « vttt e e ie e eeeeie e enaeeneenaeea.e 25 0 1 1.00 1 1 0 0 0 0 0
...................................................... TGCCTAACTGCTGTCTTGCAGGG « « « « v v e e ettt ae et e e e et e e e e et e e e e et ae e et e e e et e e e e et a e e et e e e e e et e ee e e e et tneeee e eaeeneeneenaeeneeeaaea 23 0 1 1.00 1 0 0 0 0 1 0
............................................................................................................................... GTTGAAAGGATGCAAGATGAGAGGCCCA . ¢ttt te e ee et iee e ineeaeenaennaeen. 28 0 1 1.00 1 1 0 0 0 0 0
............................... ATTGGCGTCAATCGGATTGA . « « + e v ettt e e et e e e e et e e e e et et e ettt ettt et e et e e e e e et et e et et ettt et e et et ettt e e e et et e e e e e 200 1 1.00 1 0 1 0 0 0 0
............................................................... GCTGTCTTGCAGGGCTGTAGGC  « -« ¢ v e e e e e ee et e e e e e e e et e e e e e e e e e e e et et e e e e e e e e e e e e eee e e e enaeaneeneeeneenaeeneenaeennenneeaaa22 0 1 1.00 1 0 1 0 0 0 0
............................. GOATTGGCGTCAATCGGATTGAAT .« ¢t e v e vt et ettt et e et e e e e et e ettt e e ettt e et et e e e et e e e e et e e e e e e et e e e e e e e e e e e e e e e e e e e e 240 1 1.00 1 1 0 0 0 0 0
.................................................................................................. TTAGTCTACAGTCGCTGCGATTCCGGGC . « v« v e ee e e e e e e e e e et e et e e e e e ee e e e e eaeeneeaanenaeeneenaeene 28 0 1 1.00 1 1 0 0 0 0 0
............................................................................................................................... GTTGAAAGGATGCAAGATGAGAGGCC . « v vt o vt e e eee et eeeeaeeneenaeenaenneen. 26 0 1 1.00 1 1 0 0 0 0 0
.................................................................................................................................... AAGGATGCAAGATGAGAGG . + ¢ vt v e tee e et e eneenaeeneenaeennenaeea. 19 0 1 1.00 1 0 1 0 0 0 0
.............................................................................................................................................................. CATGACACTTAACGCTTTGTGCACC. .. ......... 25 0 1 1.00 1 1 0 0 0 0 0
........................................................................................................... AGTCGCTGCGATTCCGGGC . « ¢ v e v e e ettt et te e e e e et et et et ta e eee et eieeaeeneeeneeneee. 19 0 1 1.00 1 1 0 0 0 0 0
................................................... ATCTGCCTAACTGCTGTCTTGC . « ¢« e e ee et e et e et e e e et e et e et et e e e e e e e e e e e e et e et e e e e et e e e e et e e e e e e e e e e e e e e e e ettt et 220 1 1.00 1 1 0 0 0 0 0
................................................................................................................................................. GAGAGGCCCAGTCCATGACAC . ¢ vt v e eeneeneenneenneenaen. 2l 0 1 1.00 1 0 0 1 0 0 0
......................... &3 N el ele) N e eToleki o3Vl olcTe . LN AP~ S 1 1.00 1 0 0 0 1 0 0
...... e Noleo) NoF-NeToh - e.V.Ne X7 o D B0 1 1.00 1 0 0 1 0 0 0
...................................................................... TGCAGGGCTGTAGGCTTCGGTC AR . ¢« v vt e et et e e et e et e e e ettt e e et e e e e ettt e e et e e e e e e e e e e et e e et i e e te et et eie i 25 0 1 1.00 1 0 0 0 1 0 0
................................................................................................................................................. GAGAGGCCCAGTCCATGACA. « vt et veeeieeeeeeneennaenneen. 20 0 1 1.00 1 0 0 1 0 0 0
.......................................................................................................................................... GCAAGATGAGAGGCCCAGTCCATGACA. « t vt vve e eeneennennaennenn. 27 0 1 1.00 1 0 0 1 0 0 0
................................................................................................................................. TGAAAGGATGCAAGATGAGAG . « ¢« v et e e te e et ee e eieeaeeaenneenneea. 2l 0 1 1.00 1 0 1 0 0 0 0
........ i NoleToyNo). Nelok NtV NeT-Ne3 i o] c - ¢ 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
V107 v108
TAGGGTCAATGCGTGTCGATCTTCTCTAGCCTAACCGCAGTTAGCCTAACTTAGACGGATTGACGACAGAACGTCCCGACATCCGAAGCCAGGTTTTAAATCAGATGTCAGCGACGCTAAGGCCCGTCAACTTTCCTACGT TCTACTCTCCGGGTCAGGTACTGTGAATTGCGAAACACGTGGCATGTAAAAGTC
Read # Hit Total male head
dhkkkhkhkkhkhkhkhhhhhhkhhhkhhhkhhhhhhhhhhkhhhkhkhhhhhhhhhkhhkhkkhhhhhkdhhkhkrkkx O € MDY DIN)) .. ... ))))))) ) Fhkkkkkkkkkhkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkk*k**** gize Mismatch Count Norm Total body
................................................................................................................................................................... GTGAATTGCGAAACACGTGGCATG. ....... 24 O 1 1.00 1 0 1
.......... elo]el el ol N o Lo ol Y P - B0 1 1.00 1 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|scaffold 4929:3115440- der 1527 |[ATCCC-=—=--—————————m—mm—m—— AGTTA--CGCACAGCTAGAA--GAGA——-———-——-———- I e e CGGATT------- GGCGT----CAATCGGA-TTGAATCTG--CC--TAACHGCIGICITICCAGCEC =S GIAGGE - - — T TCGGTCCAAAAT-===TT-AGTCTACAGTCGCTECGATTCCG-GGCAGT TGAAA-GGATGCAA-GATGAGAG-—--GCCCA--—-GTCCATGACACTTAACGCTT--TGTGCACC-GT-—--——--——~- ACATTTTCAG--——-—=--——--—
3115634 +
ldrovak3|21:3063696-3063892 + laya_1801 |laTccc--—----mmmmmm AGTTA--CGCACAGCTAGAA--GAGA—-—-—-—-——=-——— R e CGGAT®------- GGCGT----ClgATCGGA-TTAgTCcTG--CcCc--TAACTECTETCTTCCACGEEC-T-=CTACGC - - - T TRGGTCCAAAAT- -~~~ TT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGARA-GATGCAA-GATGARAGIGAGCCClg---GTCCATRACACTTAACGCTT--TGTGCACC-GT-—————————— AcAfIrTRCAG---—-—-—————-
droSec2|scaffold 5:1224940-1225145||dse 1854 [[ATCCC—--—--——————————————————— AGTTA--CGCACAGCTAGAA--GAGA NN e T - — — - oo oo BGGATT-—---—- BecGT----CEATCGGE-TTGAATCTG--CC--TAACTEETETCTTCCACCEC-T-"CTAGCC - —- TTCGGTCCAAAAT-———TT-AGTCTACAGTCINCTGCGATTCCG-GGCAGT TGAAA-GAT GCAA-GATGAGAG---GCCCA---GTCCATACACTTAACGCTT--TGTGCACC-GT——-——-————— ACARTTRCAG-——-——-———-—-
+
ldrosim2|21:2946882-2947087 + R ] N e e —— AGTTA--CGCACAGCTAGAA--GAGAR VYoV F¥el N - — — o ___ BGGATT-—---—- BccclE----clgaTcceg-TTeaaTCcTG--Ccc--TAACTEETETCTECCACEEC—T-=CTAGCC - - TTCGGTCCAAAAT-———TT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-GATGCAA-GATGAGAG---GCCCA---GTCCATACACTTAACGCTT--TGTGCACC-GT——-———————— ACARTTRCAG-———————————-
|dm3 lchr21:3067697-3067902 +  |ldme 436 |ATCCC---------mmmmmmmmm AGTTA--CGCACAGCTAGAA--GAGA NI N -FNXFN 7 — - — — — - WGGATT---—-—- BGCGT----CEATCGGA-TTGAATCTG--CC--TAACTECTETCTTCCAGCEC-T-~CTAGGC- - - TTCGGTCCAARAT--—-T-AGTCTACAGTCHCTGCGAT TCCG-GGCAGT TGAAA-GATGCAA-GATGAGAG-—-GCCA---GTCCATACACTTAACGCTT--TGTGCACC-GT—-—-————-—- ACAITTRRAG---—-———————-
droEugl|lsc£7180000409554:3024268~- ATCCC-————=————————————— o AGTTA--CGCACAGCTARAA--GAGA NIV -OFNlEr - — - — - - oo CGGATT------- GGGl - - —-[d8ATCGGA-TTGAATCTG- -~ - TAACTCCTETCTTCCACEEC=T==CTACLC - - TIiGGTCCAAAAT-—--TT-AGTCTANAGTCGCTGCGATTClG-GGCAGTTGHAA-GGATINAAINGATGAGAG---GCCCA---E¥CCAT@ACACTTAACGCTT--TGTGCACC-IIT—- - — - - ————- acr g BAG--—--———————-
3024474 -
droBial|lsc£7180000302188:2121990- AdccC-—- - AGTTA--CGCACAGCTAGAG--Gacapg¥Yy¥®\- -99%80T - CGGATTlE- -GG T-- - -gaTceca-TTCEATClgG--CcC--TAACECCTCTCTTCCACEEC o= =CTAC N - - - T THGGTCCARAAT-——-TT-AGTCTACHGTCGCTGCGAT TCCG-GGCAGT TGAAA-GGATGCAA-GAGAGAG---[Aclca---cTccayAldaACTTAACGCTT--TGTGCACC-GT-—--————-—- ACAETTECAG--—----—--——-
2122201 +
droTakl|lsc£7180000415438:753080~- ATCCC-——=—=———————————————— - AGTTg--CGCACAC T — I — — = === ——————— R e e - - - - - —- BelGT----FeaTceea-TlgcdaTcTe--cc--TAACTECTETCTTCCACCECem=CTee/\ e - - - T THGGTCCAAAAT-- -~ TT-AGTCTANEGTCGCTGCGAT TCCG-GGCAGT TGAAA-GGATGC A - TGAGAG---[cCC A - - - 7. ClIT AACGCTT--TGTGCACC-Glg--—--—-——-- e — — — = = = = = === = —
753236 -
droElel|scf7180000491046:1758532- ATCCC—=———=———————————————————— AGTTA--CGCACAGHTAGAA--GAGAW NN I N - I - — - - - - CGGATT----—-- GAIGT----[eATCGGA-TTCETCTG--CC--TAACTCCETCTTCCACNC-T-—CTACHC - -TTHGGTCCAAAAT--—-TT-AGTCTACAGECGCTGCGATTCHG-GGCAGT TGAAA-GGATGCAANGATGABAG---GCCCA--—GCCATEACACT TAACGCTT-~TGTGCACC—GT-—————————— aca@rTRcacl------------
1758739 +
droRhollscf7180000780028:158211- ATCCC—=—=——=———————————————————— AGTTA--CGCACAGCTAGAlE--cAGA NN -1 - — - - - - CGGATT----—-- GolNT - - --eaThiceA-TTCEATCTG--CC--TAACTECETCTTCCACEEC-T-—CTANIC - - - TTHiGGTCCAAAAT- -~ - TT-AGTCTAWAGTCGCTLCGAT TCG-GGCAGT TGAAA-GATcAA-GAldGAGAG-~--GCCcCcA---IdTCCATEACACTTAACGCTT- - TGTGCACC-GT-————-————— ACAETTRCAG----———-————-
158416 +
droFicl|scf7180000453924:1051713- AccC—-—-—- oo AGTTA--CGCACAGCTAGAA--GAGANE--t\-—-—-—- e e e CGGATT----—-- colleTEgNicEaTcce- TlEceaTcTG--cCc--TAACTECETCTTCCACEEC 8- ~CTACLNC - - - TThiceTcCcAAAAT--—-TT-AcBcTAClEccecTiiccaTTCCG-GGCAGTTGAAA-GGATcAE-GATCcAGH-cccca---IXdcclitacAacTTAACGC TT- - TGTGCACC-GT- - - - - = - ——— INIGIdN-INeTAGTTCAGTACAG
1051930 +
droKik1|scf7180000302246:274508~- ATCCC—=———=———————————————————— AGTTA--CGCECAGC R — i~ ————————————- - R e i - —— == == B -~ e - - B - -\, ACTECTETCTTCCACHCCET==CTedIC - — - TicGTCcCARART-— -~ T AGTCTACAGTCECTGCCAT TCCG-GGCAGT TGACH - GGUeeln —(eToRiit — — el - - -ErEer TecacTTAACGCTT/METGTGCACC-GlY- - - -IXGXEY- - AgrET TRcAG- - - - - - - ————-
274656 +
droAna3|scaffold 12916:9588076- dan 4042 [ATCCC———=——=———-———————————————— AGTTANNCGCACAGCTRRIAA - -Gl - ——————————-—- R e e i - — = == == - - - -RerCEch- T TREA TC T/ - -l TAACTECTETCTTCCAC\CIET—~CTEci\C - — -GG TCCARART-— -~ TG TCTACACEICENC TGCGATTCCG-GGCAGT TGAAAUGA T A A - AN - - -[fcccAlNYRNTNC A Tfen c Al TRECGC T T- - TGTGCACC-Glg--—-—--—-—- A — — — = == == === = -
9588247 -
droBipl|scf7180000396580:1442837- ATCCC—=——————————————————————— AGTTANNCGCACAGCTRRIAA - -Gl - ——————————-—- R e e e i - — = == == - - - -ReAT G T TR T C Tl8- - LT A ACTECEETCTTCCACCIET=~CTecl\C - — - [eiccTccAarr@T-———TR-HcTcTACACEcECTGCCAT TCCGEGGCAGT TClgaAeiic ALY C S - AR - - -[SciicAl)- -Ari\c A Tfea c AlSTReECcGCTT-- TGTGCACC-Glg--—-— - - ———- A~ — = == == === ===
1443009 +
dp5 Unknown singleton 3046:18-|dps 31 ‘ﬁcc ————————————————————————— AfTTA--CcGCACAGCHAAA - -acA g NNV - -7 - - - - e NicceaTlg------- ol - — - - e - T TL\ 2SR - - Cly- - TAACTCCETCTTCCACHC ST~ CTledI e - -G TCccAAAAT-— -~ TTAGTCTACACLCGCTGCGAT TCCG-GGCAGT TGAEM- GGA T i w6 G AR - - —Ecidc - -Hri¥aTldacacTTarRNcc T - TeTecAci- G- - - - - - -—- ncAE T A G- -~~~ ———————-
209 +
droPer2|scaffold 1:8612773-8612992(dpe 229 TCCCAETTA——CGCACAGCQAAA— A S T A7 AR CT A T R e g ticceaTlg------- L R - - - - e - T Ti\ A SR - - Cl{- - TAACTCCEeTCTTECACECET==CTledI e - -\ TccArAAT-— -~ TT/AGTCTACACLNC GCTGCCAT TCCG-GGCAGT TG A - GGA T mmC e C AR - - —Ecid - -Hri¥a tldacacTTardcc T} --TeTecaci- G- - - - --—- A A T A G-~~~ ————————-
droWil2|scf2 1100000004945:407265-|dwi 5419 |[ATCC-—--—-—-———-—oc——— AGTRA--cccACAGHTAA NI NG AW STty - -V ey — - — -~ BeRaTT-—-—--- AEaTATAAGTTINNATCCRAGTGINNSCAREIT TRERNAT| JElecEhishi le@NEEle TCliT TELF A AGAA TCC ARSIV - it A AR AR T CI TISATINEA T C/E/lI TN r[eRtelelel A TN VA Ten - CA - - -B- - - - — - — B B _ [N TH - - B R G — — = = = = = = === = —
407435 +
drovir3|scaffold 12963:14467451- |dvi 24646|ATRCI--------—---—-—- - ————— IR T TTTAN- - — - — - - - - — - EEEEEE e CATGIEEEEE CCAACAGT TTAGCAAG T C i - — = — = —- e~ — -~ - T CHEEE ¥ — e - - T A A CTCCECTCTTCCANSCCET==CTetiR - F¥N\ccTcca A Al - - — = 1T - AT oA C AT NG T G CCA T TCG -GG CAGT TG A - i E — — -~ - — - T gy~ C TR ASC T T - - TRTGCACERG TEVE NS Melele - - AlenfeTleTcAG-— - - - - - - ————-
14467620 -
droMoj3|scaffold 6500:15423873—- dmo 3155 [ATEC---------—-——-———————————— ARTTH--ccllARRmiCleaa A - -[dnfdn - - - - - - - - —-—- B-—-—--m - CCCACAACCAACGATTTREEEE WG cA eI XSS YNNG - - - -[Xen ECiNGlE - [elcle~ e cilehiEy- - T2 ACTECleTCTTCCACCET==CTlecNe-SeldAcc TccanfialN-— - —fdr-AlNrclda C Al NG C TGCGAT TCCG-GGCAGT TGAe-GGARGC A A -HnEc A e - - - R — ~ e — — R — - - == == === D — — = = = == == == ==
15424047 -
droGri2|scaffold 15252:2029209- dgr 469 ‘@c ————————————————————————— IAChiA T T TN A TG N T N A GG AA TCA TR C AT AA T T TG TATATCAATCTAT AT AA T C e i - —— ——— - B - -t - M LY YT G - -[%- - TA ACTCClECTCTTCCEcCECleT==CHecCCLY- Sele\c o Tcea A /- I - ficlelclela c AlechiCldc C oA T TG -G CAG T TH R A - e i — — -~ BREICA - — - C T T T ARAC T T - - AT CcACI,- R - — - - — - ———- g\ - — = — = = = == = — = —
2029384 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:3115440-3115634
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:3115440-3115634
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1527.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:3063696-3063892
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1801.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:1224940-1225145
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1854.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:2946882-2947087
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32463.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:3067697-3067902
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_436.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409554:3024268-3024474
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302188:2121990-2122201
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415438:753080-753236
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491046:1758532-1758739
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780028:158211-158416
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453924:1051713-1051930
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302246:274508-274656
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:9588076-9588247
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4042.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396580:1442837-1443009
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_3046:18-209
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_31.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:8612773-8612992
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_229.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004945:407265-407435
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5419.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:14467451-14467620
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24646.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:15423873-15424047
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3155.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:2029209-2029384
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_469.html
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[View on UCSC Genome Browser {Cornell Mirror}]

der 94 |scaffold 4784:2108833-2108897 - | candidate-rescued|| Canonical miRNA ||intergenic
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Flybase annnotation
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No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
V107 V108 GSM1528801
AACCTGCACAAATCAAAAGATCAAGTATACGCGGTCCTTCCATGTGTGTCATGTGCATTATCCTGGCTGATCCTGGCAAGGATTATACGCTGGAGCAGCCAAGATAGTGTCTGAAAATTTGTGGACACTCTCAAACGGAGATCATTGGGCCAATGCAAGGTTTTC
Read # male head body follicle
**************************************((((((. ((. (((... ((((((((. ((((((. (((. ((( ........... )))))) .)))))) .)))))))) .))) ..)) .)))))) L. kkkkkkkkkkkkkhkhkhkhkkkkhkkkkkkkkkkhkkkkkk gjze Mismatch Count Norm Total
.......................................................................................... TGGAGCAGCCAAGATAGTGTCTGA + « v v vt e tete e e e e eeee et ete e taaaaeaanenananneneneaaa 28 0 1 12.00 12 4 1 0 0
............................................................................................. AGCAGCCAAGATAGTGTCTGAR . « e v e e et e e e te e eeaeesaeneneneeeeasanaenenenans 22 0 1 0 0 0 0
.......................................................................................... TGGAGCAGCCAAGATAGTGTCT « & v v et et et et e e e e e e e e e et e e e e e eeaenenananaeneneaaa 22 0 1 4. 4 1 2 0 0
.......................................................................................... TGGAGCAGCCAAGATAGTGTC TG M « « e v e e et e teeeeaeaeaeeeeeeeeaaaenenenenneeeaeaeaanaa23 0 1 4. 4 1 0 0 0
............................................................................................. AGCAGCCAAGATAGTGTCTGA t « « v e e ettt ettt te e e e et eteeaeaaenenena. 20 1 2. 2 0 1 0 0
..................................................................................... TACGCTGGAGCAGCCARGATAG . « ¢« e v e e et e te e e e e e e e et et e te e teeaeneneneeeeaeaeaenenenas 22 0 1 1. 1 0 1 0 0
........................................................................................... GGAGCAGCCAAGATAGTGTCTGA . ¢ o e e e ettt et e te e e e ettt teiaeaeneneneneeaea 23 0 1 1. 1 0 1 0 0
..................................................... TGCAT TATCCTGGCTGATCCTGG . « « + v e e e e e e e e e e e e e e ettt et et et e e e e et et et et et e e e e et et et ee e e e e e eaeaeeeeaeaeaenenena 23 0 1 1. 1 0 1 0 0
......................................................................................... CTGGAGCAGCCAAGATAGTGTC e & e e e ettt et et e te e e e e e e et ettt et eaeaeneneeneenea 22 0 1 1. 1 0 1 0 0
...................... -8 Neh N No e o eled o ol o] oF- X c i c PP 2 SN O 1 1. 1 1 0 0 0
............................................................................................. AGCAGCCAAGATAGTGTCTGARR . « ¢ e e et ettt e te e e e e e e et eaaeaeaenena. 23 0 1 1. 1 0 0 0 0
.................................................. ATGTGCAT TATCCTGGCTGATC . « « v« v e et et et e e e e e e e e et et et et e e e e e e e e et et et e et e e e e et e e et e e e e e e eaeeeaeeaeanaeaenena 22 0 1 1. 1 1 0 0 0
Anti-sense strand reads
V107 V060
TTGGACGTGTTTAGTTTTCTAGTTCATATGCGCCAGGAAGGTACACACAGTACACGTAATAGGACCGACTAGGACCGTTCCTAATATGCGACCTCGTCGGTTCTATCACAGACTTTTAAACACCTGTGAGAGTTTGCCTCTAGTAACCCGGTTACGTTCCAAAAG
Read # male head
e sk e sk e ok e ok e ok e ok e ok e ok e ok ok e sk e sk e sk e sk e sk ek ek ek (. (e (e e COCCCCCC CCCCCC €O (e e e e e e e I IINIIYIINIDD)) D)) ) ) )))))) ... kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*** 5ize Mismatch Count Norm Total body
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|scaffold 4784:2108783~ der 94 AACCTGC—=—=—=—=—=—=————————————— ACAAATCAA--—=-—=-—=-—~~— R N —— CAAGTATACGCGGTC------- CTTCCATGTGTGTC-ATCHECCATTATCCTCGE T-=GATCCTGGCAAGGAT TATACGCTGGAGCAG— === == = = = = = = = = = = = o~ —CCAAGAT--—-—-—————- AGTG-TCTGAAAATTTGTGGA = === == == == === = — == C--ACTCTC-AAACGGAG ATCATTGGG--CCAATGC--A---AGGTTT---TC
2108947 -
ldrovak3|31.:2067759-2067922 - ldya 1787 |aaccTeC----------—mmmmm - ACAARATCAA--—=-—=--—~-—~ A--AGAT--—=-—=-—=——=———=———~ cABGTATACGCRGTC------- CTTCCATGTGTGEC-ATINEGCATTATCCTGEE T--GATCCTGGCAAGGAT THTACGCTGGAGCAG= = === === === = = = = = — = o e CAAGAT - - - - AGTG-TCTRAAAARTRG TGO~ --- -~ C--ATCTC-AAACGGAG ATHATTGGG--CCAATGC--A-—-AGGTTT---T(|
droSec2|scaffold 2:2140505-2140669 |dse 1837 |AACCTGC-—-—-=-=-—-—-—-—————————— ACAAATCAA--—-—-—-—-—- A--AGAT----—-—-—-——————-- CARGTATACGCGGTHY------- crldccaTcTeTce-ATGECCATTATCCTEEE R R 8 C ~. 2 GG AT TAT ACGC TGGAGC A G = == == = == = — —— — o — o o o - ————-CCAAGAT------------ AGTCETCTCAA A ATlEGTEA — -~ - - - C--AQTCTC-AAECGGAG ATCAMTGGG--CCAATGC--A---AGGTTT---TC
ldrosim2|[31:2012829-2012993 - lasi 32442|AnccTGC-—-- oo mmmm - ACABRATCAA--—=-—==-—=-—~ A--AGAT-—=--==—=======—=—-~ CABGTATACGCGGTRH----—-- CTECCATGTGTCHE-ATCEGCATTATCCTGEE T-—GATCCTGGCAAGGATTATACGCTGGAGCAG= === === = = = = = = = = e e e e e e e e e e e — = —CCAAGAT -~ =~ = === —— AGTG-TCTGAAAARTEGTCA- -~~~ C--ATCTC-AAACGGAG ATCA@ITGGG--CCAATGC--A---AGGTTT--~TC
|dm3 lchr3n:2114918-2115082 - ldme 114 |laaccTeC---------ommmmm ACAAATCAA--———=--———~ A--AGAT--—=-—=-—=——=——=———~— CAEGTATACGCGGRY------- ErfccarcTeTcde-ATINEGCATTATCCTEEC T--GATCCGGCARGGAT TATACGCTGGAGCAG= = === === = = = = = = = =~ = = = e~~~ CCAAGAT---————————= AGTG-TCTGAAAARNTTGTEMA -~~~ —— oo C--ARTCTH-AAACGGAG ATCAETGGG--CCAATGC--A---AGGTTT---T(|
droEugl|scf7180000409091:158118~ AACCTGC——=-=——===——==—————————————— ACAWATCAA--—-—--—-—- A--feaT--—-—----- - cifdcraTaAcclerc------- crlgccarcreTRTE A TGECCATTATCCTEEE T—-GATCCTGGCAAGGA T TAd8CGCTGGA A G~ — = == = = — — - — - — o o - -CCAAGAT-------—-—-- AN Tl-feciNea A 2 aldT TG TEA - - - - A BT TR TINSA TNE ATCATTGGG--CCAATGC--A---AGGTTT---TC
158283 +
droBialllscf7180000302428:8837688- AACCTGC-—-=—==——=——=———————————— ARANATCAA-———————-—- A--AGAT-—-=-—-———————————- caldcfdaTaiiccolrcllel- - - -cTlecCATGTG TG TN T CECCAFATCCTEEC T--GATCCTGGCEAGGATTAECGCTGGANC G- -~~~ — =~ — - — - — - -CCAAGAT-------—-—-- AcTG-fEch\cErr A ETCoTEA - -~ - - \- - afircThy-deeci¥ac ATCATTGGG--CCAATGC—-A-—--AGGTT®---TC
8837856 -
droTakl|scf7180000414400:42688— AACCTGC-————=—————=———————————— aflaflaTClEA--—-—-—-—-- N2 AFNEENNC TCATREIA T A BEEEE - - T/ - - TaldecCAREEEEE ErleccaTcTeToT@IATGECCATTATCCTEEC T--GATCCTGGCAAGH AT TAECGCTGGA N AG -~~~ —— - m oo CCAAGAR-—-————————- ANTI-Eci\cEr anfdrreTelA - - - - NS - - AT A ACI¥ A G ATCATTGGG--CCAATGC—-A-—--AGGTTT---TC
42864 -
droElel|lscf7180000491249:3380317— AACCTGC-—-————————————————————— aplapnfEcEn - - - ----—-—- AYEAGAT--— - ACEll- - - — - — - - - - B ERCCATGTGTCHENATGEGCATTATCCTCEC T—-GATCClEGGCAAGGA T TA8CGCTGGA G —— — = — == == = — - — —— — o ccanal-—fy--—----—- AGTG-fechNcEr rfdTToTCA - - - - BTN TR NNGAAANE BTCATTGGG--CCAATGC—--A---AGGTTT---TC
3380473 +
droRhol|lsc£7180000779211:43049- ATCATTGGG--CCAATGC--A---AGGTTT---TC
43201 -
droFicl|scf7180000453052:945722— ATCATTGGG——CCAAGC——A———AGGTTT———TC
945886 +
droKikl|scf7180000302441:1692352- BcETTeocIREadeT GC - - AXGNEGGTTT-- - TC
1692503 +
droAna3|scaffold 13337:715323~ dan 4047 ecYrcldY- - coan T - - AldclgrT---TC
715493 +
droBipl|scf7180000395155:42404~ el - B - - — - — - — - G NN A e T ABATA T TGINGGEETE FelcallrcEY--Heaa g - - -AcETT---TC
42570 -
B w08

dpb5 XR group6:12020040-12020220

droPer2|scaffold 33:40922-41110 - ||

droWil2|scf2 1100000004729:1284523-|dwi 5428
1284717 +

TR T e — el ok T TR TH
i TECGG - - A n\c- - 8- - - AchTEle- - -[ec

drovVir3|scaffold 13049:11999096-
11999300 +

droMoj3|scaffold 6680:8821376—
8821573 -

11439378 +

droGri2|scaffold 15110:11439203- I A I S T apARATI AR - - - - - —-—- A--ApAT---[Nele- I\ - - - ———- TICIERCI¥AGA T T/l TREEE i C AN T G T LA I\ CECCATTATECTEEC
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:2108783-2108947
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:2108783-2108947
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_94.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:2067759-2067922
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1787.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2:2140505-2140669
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1837.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:2012829-2012993
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32442.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:2114918-2115082
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_114.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409091:158118-158283
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:8837688-8837856
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414400:42688-42864
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:3380317-3380473
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779211:43049-43201
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453052:945722-945886
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302441:1692352-1692503
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:715323-715493
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4047.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395155:42404-42570
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:12020040-12020220
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_33:40922-41110
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004729:1284523-1284717
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5428.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:11999096-11999300
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:8821376-8821573
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:11439203-11439378
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[View on UCSC Genome Browser {Cornell Mirror}
der 1512 |scaffold 4770:13232554-13232657 + |candidate-rescued | Canonical miRNA || intergenic
Legend: mature star mismatch in read
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Genomic Position 18 19 20 21 22 23 % | | I | |
Size Condition 13,232,500 13,232,550 13,232,600 13,232,650 13,232,700
Genomic Position
Hairpin partition - Sense - Antisense Mature
Hairpin partition Mature
der_1512_annot [-25.2]
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
MO055
V108 V107 V040
ACGGAAGTGTTGATATGGCCGCAGCTCAGTCGCAGTCGCAGTCGCAGCTCAGTCGGTATAGAAATTGTCATCTCATAACGACTTAAGCTGCTCAGCACGCAACATGACCGGGCTGAGCAGCATAGTCAGCATTTCTGCACCTCCCAGAATCCAGCCCATCCCCCATCTTCCACCACTATTGCCACCCACTTTTCCAGCCCACTG female
Read # Hit |Total head body male embryo
ok kkk kR ko kR ko k ok kR kR ko kR kR kk (L. P A A N N C A S COCC e e GO0 (Ceeeeeenn )) )N e DI )) e )) . KHAKkkkkkkkkkkkkkkkkkkkkkkkkkkk*¥**** 5ize Mismatch Count Norm Total body
............................................................................ AACGACTTAAGCTGCTCAGCACG « + ¢ v v e et e et et ettt e et e e e e ettt e e e e et e et e e ettt et e e e e et e et et et e et et et e 230 1 9.00 9 7 2 0 0
............................................................................ AACGACTTAAGCTGCTCAG  « ¢« e e e e et et e e et et e e e e e e e et e et e e e e e et et e e e e e et et e e e et et te e ee e ee e eeaeneeneeaeaenaenaea. 19 0 1 5.00 5 4 0 1 0
............................................................................ AACGACTTAAGCTGCTCAGC « « ¢ v v et et et e et e e e e e et e et e e e e e e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e 200 1 4.00 4 3 1 0 0
............................................................................ AACGACTTAAGCTGCTCAGCA . « « + e e e e et e e e e e ettt a et e e et e et e et e e e e e et et e e e e e e e e et e e ee et e teeee e enetaeaenaeneeneeaenaenaea. 2l 0 1 4.00 4 3 1 0 0
............................................................................ AACGACTTAAGCTGCTCAGCAC « « + et e e e te et et ettt e et e e e et et e et e e e et e et e e e e e et et e e e e e e et e e e et e ettt ettt et 220 1 3.00 3 0 3 0 0
............................................................................ AACGACTTAAGCTGCTCAG A . - o ¢t ittt et ittt ettt ettt et ettt e ettt e e e e e 221 1 2.00 2 1 0 1 0
............................................................................ AACGACTTAAGC TG T CAGCACH . & ittt it ettt et ettt e e e e e e e e e e e e e e e e e e e e e e 231 1 1.00 1 1 0 0 0
............................................................................ 28 ofe) Yol iV Neloh eloioF-Ne!. . R P2 N 1 1.00 1 0 0 1 0
............................................................................ AACGACTTAAGCTGCTCAGE . & ¢ . vttt ittt ettt ettt e e e e e e et et e e e et e e e e e e e e e e e e e e e e e e 201 1 1.00 1 0 1 0 0
............................................................................... &3 Noi . Nel ol eTol o7 Xe oy Nolc! RN R 1 1.00 1 1 0 0 0
............................................................................. ACGACTTAAGCTGCTCAG . « &+« e e e et e e et e et e e e e e et e et et e ettt e et e e et e e e et e e e et e e e et et e et ettt ittt 180 1 1.00 1 0 1 0 0
Anti-sense strand reads
MO55
V107 V040 V060
TGCCTTCACAACTATACCGGCGTCGAGTCAGCGTCAGCGTCAGCGTCGAGTCAGCCATATCTTTAACAGTAGAGTATTGCTGAATTCGACGAGTCGTGCGTTGTACTGGCCCGACTCGTCGTATCAGTCGTAAAGACGTGGAGGGTCTTAGGTCGGGTAGGGGGTAGAAGGTGGTGATAACGGTGGGTGAAAAGGTCGGGTGAC female
Read # Hit |Total male embryo head body
RH KKK KA KKK KKK K IR KRR H IR IRIRAI* (L. ... P O A A A N P COCC e e GO0 (e )) )N )N D)) e )) e )) e )) KEKEKK KKK KKK KKK KKK KKK KKK KKK KK XX ¥ X %% 5ize Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|Coordinate ID Alignment
droEre2|lscaffold 4770:13232504- der 1512 |ACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCGCA--—--- GTCGCAG————=————————————————— CTCm————m o AGTCGGTATAGAAATT-—-—-- GTCATCTCATAACGACTTAAGCTGCTCAGCACGCAACATGACCGGG——-—- CTGAGCAGCATAGTCAGCATTTCTGC-—-—-- ACCTCCCAGAATCCA--—--—- G-———————- CCCATCCCCC—--A--—--TCTTCCAC--CACTATTG--—--—-——-—- CCACCCAC-TTTTCC-—--—-—- AGCCCAC-TG
13232707 +
ldrovak3||3R:12705448-12705649 - ldva 1782 |ACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCGCA-———-- it G — — — = — = — === — == —————————— CTCm————m——m o AGTCGGTATAGAAATT-—-—-- GTCATCTCATAACGACTTAAGCTGCTCYGCACGCAACATGACCGGG——-—- CTGAGCAGCATAGTCAGCATTTCTGC-—-—-- ACCTCCCAGAATCCA--—--—- G-—-——-——- cccaTCClcH- - TCTTCCAC--CACT[ET TG--—————————- CCACCCAC-TTTTCC-—--—-—- allcccac-1g|
droSec?|lscaffold 0:13567281- dse 131 |ACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCGCA-—-—-- - — - — R e S e AGTCGGTATAGAAATT---—-— GTCATCTCATAACGACTTAAGCTGCTC[EGCACEGCAACATGACCGGG--—~- CTGAGCAGCHTAGT CABMCATTTCTGC-—-—-— ACCTCCCAGAATCCA--—-—-— G--—------ cccaTCCcChpINe- - - - R ClEA NI CACTATTG- - - - - - —-—-—- CCACCCAC-TTTTCC-—-—-—-- AGCCCAC-TG
13567479 +
ldrosim2|[3r:12738962-12739160 + ldsi 32436||ACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCGCA--———- - - - CTCm ————m——m oo AGTCGGTATAGAAATT-—-—-- GTCATCTCATAACGACTTAAGCTGCTCEGCACGCAACATGACCGGG——-—- CTGAGCAGCATAGTCAGCATTTCTGC-—-—-- ACCTCCCAGAATCCA--—--—- G-—-—————- cccarccicciiiNe- - - - Eacleai¥\cacTATTG- - - - - - - —- CCACCCAC-TTTTCC-——-———- accecfgc-Tgl
|dm3 lcnrsr:8419591-8419787 - ldme 234 |lacceaacTGTTGATATGGC--CGCAGCT-CAGTCRCAGTCECA------ — — — — — [ CTCmm == === mmmmmmm e AGTCGGTATAGAAATT---—~~- GTCATCTCATAACGACTTAAGCTGCTC[EGCACGCAACATGACCGGG--——~ CTGAGCAGCATAGTCAGCATTTCTGC-—~~~-~ ACCTCCCAGAATCCA-—----- CHR . —— cceatcclicciiINe - - - - CAAR- - CACTATTG-~~—--—--——~ CCACCCAC-TTTTCC----~---~ afcccac-Td]
droEugl|scf7180000409615:635431- ACGGAAGTGTTGATATHMGC--CGCHGCT-CAGTCGCAGTCGCA--———- - —— - [ e CTCmmm—mmm o m o AGTCGGTATAGAAATT--—--- GTCATCTCATAACGACTTAAGCTGCTCEGCACCGCAACATGACHGGG-—--- CTGAGCAGCATAGTCAGCATTTCTGC--—-—- ACCTCCCAGAATCClE------- ------—-- ERic AR cclcChi - B - - - - AT - - — - - —————— cllacccac-rtrfgrcc----gXderBcccac-IYe
635621 =
droBiallscf7180000302402:97555- FCGGAAGTGTTGATATEGC——CGCEGCT—CAGTCGCAGTCGCE —————— GTCGCAG-—=—=—=—=—————————m— crci-Eee- - -V - - - - - - CrcEceGTATAGAAATT-—-—-- GTCATCTCATAACGACTTAAGCTGCTCEGCACGCAACATGACCGGG-——-- CTGAGCAGCATAGTCAGCATTTCTGC—-—-—- ACCTCCCAGEATCCA-—-—-—- G---—-—--- clicaBlccCECilEee- - - - R — - — ~ ——— =~ -—~- CCACCCAC-TTT[gcC-------- afcccac-TG
97755 -
droTakl|scf7180000415366:130681— ACGGAAGTGTTGATATHGC--CGCHGCT-CAGTCGCAGTCGCA--———- = = — - — R e crc\-Gyele---Evey- - - - - - - - - [@AGTCGGTATAGAAATT------ GTCATCTCATAACGACTTAAGCTGCTC[EGCACGCAACATGACCGGG--— -~ CTGAGCAGCATAGTCAGCATTTCTGC-—-—-— ACCTCCCAGAATCCA--—-—-— G--—-—--—-- ClcARCCE - - - — i - — g T - — — = == —————~- CCACCCAC-TTTTCC-—-—-—-- aflcccac-16
130875 +
droElel|[scf7180000490994:97226- ACGGAAGTGTTGATATHGC--CGCHGCT-ClGTCGCAGCHCcA--—--- GTCGCAG=——=——=——=———————————————m crci\-gdele---E@Ney- - - - - - - —-—-——— - ——— [EAGTCGGTATAGAAATT------ GTCATCTCATAACGACTTAAGCTGCTC[EGCACGCAACATGACCGGG--——- CTGAGCAGCATAGTCAGCATTTCRGC------ ACCTCCCAGAATE I - —-——-—- CCCAC - - — e — — — — = = = = = = — = BmcccRcErTTRc-------- afcccac-TG
97421 -
droRhol|[scf7180000777772:6573-6767 AlgGGAAGTGTTGATATHGC--CGCHGCT-CAGECGCAGTCGCA--—-—- - — - — R e crc-gyele---E@Ney- - - - - - - - - - - [EAGTCGGTATAGAAATME------ GTCATCTCATAACGACTTAAGCTGCTC[EGCACGCAACATGACCGGG--—~- CTGAGCAGCATAGTCAGCATTTCTGC---—-— ACCTCCCAGAATCCA----—-- ErnACCAGCA Y- - - —— R — B — - — - _[CEEEEEEEE CCACCClC-TTTTCC--—----- afcccac-TG
droFicl|scf7180000453812:694069- ACGGAAGTGTTGATANC--CGCGCT-CAGTCGCAGTCGCA--—-—- - — - - [ crci-Eee- - - - - - - - - - - - EAGTCGGTATAGAAATE-—-—-- GTCATCTCATAACGACTTAAGCTGCTCEGCACCGCAACATGACCGRG-—--- CTGAGCAGCATAGTCAGCATTTCTGC—-—-—- ACCTCCCAGAATCCA-—-—-—- G---—-—-—- O — -~ e - T S EINT\C Acccac- T c- - - -FXerfcccac-TG
694269 +
droKik1|scf7180000302256:649525- ACGGAAGTGTTGETATHGC--CcocljccT-caGgceccTeoea--—--- - —— - [ e e ARGTCACTGAGACEREEIGCCGAGGCGCTGAGT CRRGCT CT/eheelehACNEENN N T GTCATCTCATAACGACTTAAGCTGCTCGCACCGCAACATGACCGGG-——-~ CTGAGCAGCATAGTCAGCATTTCTGC—-—-—- afiTcccacanfdeca-—-—--- G---—-—--- B - — -l —— - — T — — - =~ = === CCACCCAC-TTTTCC--—----- aflcccac-TG
649726 +
droAna3|scaffold 12911:3351170- ACGGAAGTGTTGATATEGC--COCHGCE- e R~~~ — - == — - e CTfg--————— - EcleccoTEgracEaaTT------ GTCATCTCAAACGACTTAAGCTGCTClEGCACGCAACATGAC - - -~ BTGAGCAGC[ETAGTCAGCATTTCTGC—-———- ACCTCC i — — — = == = B----—-—-- - — -~ — R — i - — - — = — === === i - i — - — - — — = = -
3351290 -
droBipl|lscf7180000396640:216821— ACGGAAGTGTTGATATEGC--COCHGC - e~~~ — == — - — — S e e AGECGGTETACEAATT-—-—-- GTCATCTCATAACGACTTAAGCTGCTClEGCACGCAACATGACN— - - - - BTGAGCAGC[ETAGTCAGCATTTCTGC—-———- ACCTCCCACH I~ ———=— B-----—-——- e~ — -~ — A — i - —— — == === === i — i — - — - — == = e
216944 -
dp5 l2:2527940-2528072 - | |acceaacTerroaTallccEcececT-cacrcleagTceea------ GTCGCAG=——=——=——=—————————————m—m — — — R e GCCTTTCTCT(eh-[leCINUNTVVNiCEEEEE GTCATClECATAACGACTTAAGCT/EC TClECC A — — — — - .G T CAGCAT TTCT G NN AN ClEC C R — — — — — - B-----—--—-- i~ — -~ E-— — — i — - — === == == i~ T — - — - = = = = --———--F--
droPer2|scaffold 7:2696939-2697071 ACGGAAGTGTTGATAUGCEcccecT-caccidcacTclca--—--- GTRGCAG-————————— e = — R GCCTTTCTCTe-[ecICINT VNN ICEEEEE GTCATClgCATAACGACT TAAGCTC T CAC . — — — — — B C A GTCAGCAT TTCTGC NGNS AN ClC C R — — — - — - B--------- B - — -l — - - — T — — - =~ — === i e — — - — === = ---———-H--
: B o
droWil2|lscf2 1100000004943:2230139- ACGGAAGTGTTGATATHGC - - ClolRGCCT - C i~~~ — — == — = — e TR i T A TECAAA TSI L e8I G T CATC TCATAACGACT TAAGCTICTCAGCACGCACHTcACHN EINec TcAGcaGecaTAGTCAGCART TCTGClNEaXge Al C TchblalA A cA - - - - - - - --------- cilcaNchice-- - - — - CAC- —CACRING - — - - — - —————- $acanl- -B-ccceTTcaTEEE - WeAINe AN
2230326 -
drovir3|scaffold 12855:538339- ’ECGGAAGTGTTGATATEGE——CGCEGCT—CAGCHCGEGCE —————— I | — — — = = T A GG C T GRE C G A C T FecEccrdsicanaldr---—-- GTieTClgcATAARNGACTTAAGCTGCTCAGCAlGCAECE Tl dCciE-—---- TCCGETTHE- —-—----—-—-—- - - - EEEEE e — — — — = — = B-—--—---—-- e — — - — — — e — g — — — — — — = — === — Bpicclec-TTri\cl-------- Ecccide-fEe
538484 +
droMoj3|scaffold 6540:12428185- [ECGGARGTGTTGATATHGC - -coClcClsicAcEc e cEecclE------ = — = — et C SIiGCGACTGRREICGACTGAGGCAREEEEE e e GIXeGeleCCGINTCLENACIEEEEEE GTHETClecATAACCACTTAAGCTCIICAGCACGCAECET/dAdCciE----- TCCGEETHETCTE - - - - [¢- IiGIeleEEEEEt EccrEddecmmccA-—-—-—- CACTTCAAZEIGTOACA- - -EEE - EER - - — - — - — - — - — - — - - EEEE e RAeaclgcac-Nerifc-------- Rcilcac-Tfd
12428378 -
droGri2|scaffold 14906:1656720- GCGACGGTGGAGATGGAGACGGAGGTGGAGGCGGAGGGTGACTGGACTGAGGC —————————————————— i Tl TicAAA T T/ — - -G T T ClECATAACGACT TAAGCTGCTCAGCACGCAECIE TR — — — - - ———— - ————— - _FINelcAIIVE - - -EEEEE e = = = = = = = B-—-----—-- e~ — - - — — e — g — — — — — = = — === — ccaccgec-rrfgrcc-------- CCE—TE\
1656910 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:13232504-13232707
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:13232504-13232707
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1512.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:12705448-12705649
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1782.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:13567281-13567479
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_131.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:12738962-12739160
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32436.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:8419591-8419787
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_234.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409615:635431-635621
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:97555-97755
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415366:130681-130875
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490994:97226-97421
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777772:6573-6767
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453812:694069-694269
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302256:649525-649726
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:3351170-3351290
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396640:216821-216944
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:2527940-2528072
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7:2696939-2697071
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:2230139-2230326
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:538339-538484
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:12428185-12428378
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:1656720-1656910
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[View on UCSC Genome Browser {Cornell Mirror}]

der 1520 |scaffold 4845:11355726-11355830 + | candidate-rescued | Canonical miRNA || CDS

Legend: mature star {0511 =10d BT 11911 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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11,355,700 11,355,750 11,355,800 11,355,850 o T T T T T T T 11 23 .
Genomic Position 18 19 20 21 22 23 24 25 26 27 | | | |
Size Condition 11,355,700 11,355,750 11,355,800 11,355,850
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
CDS [Dere\GG22110-cds]
Repeatable elements
|Name ”Class HFamily HStrand‘
|(CAG)n”Simple_repeat”Simple_repeat”+ ‘
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
MO055
M057 V108 GSM1528801 V040 V107 V060
CATATAGCGACCCAAGTCAAGGGAATCGCCAGCAGTAGCAAGCAACAGAAGCAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACAACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGCAGCACCCGCCCACTCCAACGTATCCACCTCCGGTTCCCTTAGCACAATAGAAGGCTCTGCTTCGCCGC female
Read # Hit Total body |embryo head follicle |embryo male head
AR e L N A T (N N N 1))))) D)) DNN)))NDND)D)) L)) ) ) L Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk* gjze Mismatch Count Norm Total cells body
......................................................................................................... oF:Xe1oF:V.V-Nolelelo N} NeleloF-V-Yole] et ol Nt o P R 1 7.00 7 0 0 0 7 0 0 0
.......................................................................... TGTGCCGCTGTCGCCCTTGCC G« « =+« o e e e st e n o e e e tan o e e e aano e aaa e aa e asoaaaatesoeaaeaeceaaaaneeeeaaaaseaecaaasanecaaaacasoaaaaaancaacaaa"22 0 1 3.00 3 3 0 0 0 0 0 0
.......................................................................... iy el elololelok el ole]efoloki TN G PUPR PR A SO 1 2.00 2 1 0 1 0 0 0 0
.................................... AGCAAGCAACAGAAGCAACTGGCCAGT « - « ¢ e e e e e et et e e e e e et et e e e e e e e e e e e et et e e e e e e e e e e a e e e e e e e e e e e e e e e e e e e e e e e e et e e e ettt ettt 2T 0 1 2.00 2 1 0 1 0 0 0 0
.......................................................................... i el elolelelol e ole]edoleli el oAU~ SO 1 2.00 2 1 0 0 0 0 1 0
.............................................................................................................................................................. ATCCACCTCCGGTTCCCTTAGCAC . v v v v veeveeneenennen. 24 0 1 2.00 2 0 2 0 0 0 0 0
..... - XeTofe)-NolooF-V- Vel o7V et clc - NPu OO A S O 1 1.00 1 1 0 0 0 0 0 0
....................................... -9 Nelo)¥-Ne) N3V Nelo. Vo el eloloNeTiic ol N O PD~ X I ¢ 1 1.00 1 0 1 0 0 0 0 0
........................................................................................... TGCCGCAACAACAACAGCARACGGC . « - ¢ v e e e et te e et et e e e et et e et e e et e et e e e e et e e e et te e ee e eeeneaaaanaenaeaanaa 25 0 1 1.00 1 1 0 0 0 0 0 0
............................................................................................. CCGCAACAACAACAGCARACGGCAGA . & ¢« vttt e ettt et et et et e e e e e ettt e et e et e ettt et et e et ettt ettt e, 26 0 1 1.00 1 0 0 1 0 0 0 0
........................................ AGCAACAGARGCAACTGGCCAGT . « « + e e e e e et ettt e et e et e e e e ettt et e et e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 230 1 1.00 1 0 0 1 0 0 0 0
X NeTole) ol oloy- Vel 1oV Vet ele VXl ofc] o 26 0 1 1.00 1 0 0 1 0 0 0 0
....................................................................................................... AACAGCAAACGGCAGAGGCAACGGC « ¢ v vt e e ee e ettt e e et e et e e e ettt et ettt et et ettt et e 250 1 1.00 1 0 0 0 0 0 1 0
.......................................................................... TGTGCCGCTGTCGCCCTTGCC « « ¢« v e e e e e e e e e e e et e e e e e et e e e e e e et e e e e m e et e e a e e e e e ee e e et aeea e eeeaeensaneaaenaeaeaaenaenneaenaaa2l 0 1 1.00 1 1 0 0 0 0 0 0
................................................. -Xelo). Vo eleloloF Vel et o] e AN PO A B 1 1.00 1 0 0 0 0 1 0 0
............................................................................ i elololeloli ek o]elolo] o et o]o] cto)-NPuN AU S O 1 1.00 1 1 0 0 0 0 0 0
................................................................................................................... CAGAGGCAACGGCAGCAGCAG . « « -« e e et e e et et e e e et e et e e e e e e et e e e tneaeeenetaenaaneeneeaanaaa2l 0 1 1.00 1 0 0 0 0 0 1 0
........... 0100 VNeloF- V. NeleTeT-V. i o] clo] 2NN PN PU P ° BN ¢ 1 1.00 1 0 1 0 0 0 0 0
......................................................................................................................... CAACGGCAGCAGCAGCAGCACCC .t v et et et e et eta e e e e te e e e e aeaeneeaenaenneneeaenaea23 0 1 1.00 1 1 0 0 0 0 0 0
................................................................................................................................. GCAGCAGCAGCACCCGCCCA &+ vt ee e et e ea e e e e e e ee e eaeeaeneeneeaenneneeaenaaa 20 0 1 1.00 1 1 0 0 0 0 0 0
N XeTole).No{ e F-V- el 1oV c PP 19 0 1 1.00 1 0 1 0 0 0 0 0
........................................... AACAGAAGCAACTGGCCAGTGCGCAGC « & « « v e v v e et e e e ettt a e e e e et et e e et et e e e e et e e e e e et et e e e et e e e e et et et e e et e et et e ettt 2T 0 1 1.00 1 1 0 0 0 0 0 0
...................................................................... ielolol el elololelol et ol eto] ool il clol o clo R AP~ A ¢ 1 1.00 1 1 0 0 0 0 0 0
.......................................................................... i ehielololelolieloleTofo ol [N ORI A B 1 1.00 1 0 0 1 0 0 0 0
.......................................................................................................... AGCARACGGCAGAGGCAACGGC « &+« v et ettt e et e e et e et e e e e e et e e e et e e e e ettt 220 1 1.00 1 0 0 1 0 0 0 0
........................................... ARACAGAAGCAACTGGCCAGTGCGC « « + ¢ e e e e e e e et e e et e e e e e et et et e e e et et e e e et e et e e e et et et e et e e et e e e et e et e e e e et et 240 1 1.00 1 0 1 0 0 0 0 0
...................... 08 ol eto]e) NeloyNeiiy-NeT oF-V-elo PP~ NN ¢ 1 1.00 1 0 0 1 0 0 0 0
................................................................................................................... CAGAGGCAACGGCAGCAGCAGH. « . o ittt it i it i i it it ittt it et e et 221 1 1.00 1 0 0 1 0 0 0 0
........................................................................................................ ACAGCAAACGGCAGAGGCARAC . « + « v v e et et e ta e et et s e e e e e et e eae et ea e e enetaeaaenaeneaaenaeneeaenaena.a 2l 0 1 1.00 1 0 1 0 0 0 0 0
...................................................................................................................................... AGCAGCACCCGCCCACTCCARCGT « - v v e et et ete e et ee et te e eeee e taeiaeneeaennen. 24 0 1 1.00 1 1 0 0 0 0 0 0
.......................................................................................................................... AACGGCAGCAGCAGCAGC ¢+ e e et ettt et ee e et et e e e et e e e te e ta e 18 0 20 0.05 1 0 1 0 0 0 0 0
Anti-sense strand reads
GSM1528801 V060 V040 V107
GTATATCGCTGGGTTCAGTTCCCTTAGCGGTCGTCATCGTTCGTTGTCTTCGTTGACCGGTCACGCGTCGACGGACACGGCGACAGCGGGAACGGCGT TGTTGTTGTCGTTTGCCGTCTCCGTTGCCGTCGTCGTCGTCGTGGGCGGGTGAGGTTGCATAGGTGGAGGCCAAGGGAATCGTGTTATCTTCCGAGACGAAGCGGCG
Read # Hit |Total follicle |head embryo male
khkkkhkkkhkkkkkhkkhkhkhkhkhkhkhkhkkkkkkkkhhhhhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkkhhhhhhhk ((((_ .. (((((_ .. (((_ (((((' (((. (((((( '''''''''''''''' )))))) _))) .))))) _)))))))) _)))) L. Kk kkkkkkkkhkhkhkkkkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkkkkkkkkkkhkkhkkkkkkkkkx*x g]jze Mismatch Count Norm Totalllcells body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|lscaffold 4845:11355676- der 1520 [[CAT---ATAGCGACCCAAGTCAAGGGAATCGCCAGC--—---- A--—--———- GTAGCA--——-——-———————- AG---CA---—-—- ACAGAAG---CAACTGGCCAGTGCGCAGCTGCCHETECEECTETCECCECTTECCECAACA—--ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGCA-———————————————————— GC———ACC————————————————— CGCCCAC—--—-—--———- T-———————- CCAACGTA--——-—-——-————- TCCACCT---—--—--— CCGGTTCCCTTAGCACAATAGAAGGCTCTGCTT-——-——-————~ CGCCGC
11355880 +
ldrovak3|2R:11976229-11976433 - ldya_1795 [lcaT---ATAGCGACCCAAGTCAARGGAATCGCCAGC-—-———- A--—-————- ceallcA--—-——-———————- A---cA--—--- ACAGAAG---CAACTGGCCAGTGCGCAGCTGCCEEGTECCECTETCECCCTTCCCECAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGCA-———————————————————— GC===ACC———=——————————m—m CGCCCAC-—-—=--—-—-—- T-—-—————- CCAACGTA--——-——————-———- TcilaccT-—-—-—--- CCCTTCCiJel8AGCACAATAGAAGECTCTGRTT-—-—-—--—-—- CGCCGC|
ldrosec2|scaffold 9:543248-543455 + |ldse 1843 |[CAT---ATAGCGACCCAAGTEAAGGGAATCGCCAGC-———--- A-—--—-- F\cTAGCA-— -~ - - - ————— A---cA--—--- ACAGAAG---CAACTGGCCAGTGCGCAGCTGCCEEGTECCECTCTCECCCTTECCECAACA-—-ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGCA-———————————————————— GC-—-ACC————————————m—m CGCCCAC---—-—-———-- T--—————-- CCAACGTA--—-—-—-—-——-—- TCCACCT-----—-—- CCGITTCCIo@AGCACAATAGARALNYCTCTGTT---—-—-—-—-- Heccac|
ldrosim2|2r:17766310-17766517 + ldsi_32456[cAT---ATAGCGACCCAAGT/@AAGGGAATCGCCAGC-—-———- A--—--- GC A NS A--—-ca--—-——- ACAGAAG---CAACTGGCCAGTGCGCAGCTGCCEGEGECECTETCECCCTTECCECAACA—--ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGCA-———————————————————— e e CGCCCAC————-——-———- T-———————- CCAACGTA--———————-————- TCCACCT---—--——— CCGHTTCClIl8AGCACAATAGAAGECTCTGTT-—--——-——-——- Weccac|
|dm3 lchr2r:17211888-17212089 + |ldme 419 |CAT---ATAGCGACCCAAGTEAAGGGAATCGCCAGC------- A-—-—-- Fd\cErcca-—-—-——————————- A---cA--—--—- ACAGAAG---CAACTGGCCAGTGCGCAGCTGCCEEGTECCECTCTCECCCTTCCCECAACA-—-ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGCA-———————————————————— GC-—-ACC——————————————m CGCCCAC---—-—-———-— T--—————-- CCAACGTA--—-—-—-—-————- TCl—— - ——————- BCGlTTCCl{l8AGCACAATAGAAGECTCTGHTT--—-—-—-—-— - Hcccac]
droEugl|[scf7180000409474:730362- cald---[riicceacccaacliAAGGGAATCGCCAGC—-—-—-- N G CAGC A el o ---Ea---—--- ACAGAAG---CAACTGECCAGTGCGCAGCTGCCEGTECCECTETCECCCTTECCECAACA-—-ACAACAGCAAACGIICAGAGGCAACGGCAGCAGCAGCA-————— ==~ === ————————— c—--nXg- - CGCCCAC------—-—-—-- T--—-————- TN T CCh e TCCACClg------ BXecic TN~ ccacaTAGAAGEC TCBGHTT- - - - - - - - - - CGCCGC
730572 -
droBial|scf7180000302143:1194589- CAT---ATHGCGACCCAAGEAAGGGAATCGCCAMC—-—-—-- NG CAGCAGC A e ---Ea---—--- [ECAGAAG---CAACTGGCCAGTGCGCAGCTGCCEEGTCECECTETCECCCTTECCECAACA---ACAACAGCAAACGEICAGAGGCAACGGCAGCAGCAGCA-————— GTAGCACTAGCAGT A o N O CGCCCAC---—-—————-— T--—-———-- ccaACHeA--—-—-—-—--—-—- idleceleliic ccccaeGTETAECAMEANCINEENG CINUNEEVNE Cldie cle Tk Wccae
1194823 -
droTakl|[scf7180000415722:103138— CAT---ATHGCGACCCAAGECAAGGGAATCGCCAGC—-—-——-— A-—-—-———- GTAGCA----—————-—-—-- - -E--—--- BAGAAR---CAACTGGCCAGTGCGCAGCTGCCEETECCECTETCECCCTTECCECAACA---ACAACAGCAAACGI\CAGAGGCAACGGCAGCAGCAGCA-—-——-fg-----—-—- CAGT Ao e e e e E e T Sele - - - - R B-—--—--—--- D — — = = = = = = == == == — - - - — - — e~ G CACEATAGAANEC TCHGHTT -~ - - - - —-—-- cllccae
103312 +
droElel|[scf7180000491232:161869- caT@XleriicccacccaacaailccaaTcecace------- A-—-—-———- GEAGCA----—-————————- ---Ea---—--- ACAGAAG---CARCTGECCAGTGCGCAGCTGCCEETEECECTETCECCCTTECCECAACA---ACAACAGCAAACGIICAGAGGCAACGGCAGCAGCAGCA-———————————————————— GC-——AC— === ———m—mmm e CGCCCAC---—-—————-— - ccAAClen—-—-—-—-——-———- TcclgccT------ ediccil e ccierGeacaTacarGcTCTGHTT- - - - - - - - - - - - CGCCGC
162076 -
droRhol|[scf7180000780265:156473—- caT---[racceallccaacaallccaaTcocace------- A-—-—-———- GTAGCA----—=-—————-——- ---Ea---—--- ACAGAAG---CAlgcTi¥CCAGTGCGCAGCTGCCEETEEEECTETCECCCTTECCECAACA---ACAACAGCAAACGI\CAGAGGCAACGGCAGCAGCAGCA-—-——-fg-----—-—- CAGC A R Y S T CGCCCAC-----—-—-—-- R ccAAClen—-—-—-——-—-———- TccldccT------ Se\ccil e ccierGeacaTacarl8Cc TCBGHTT- - - - - — - - - - - ceeclde
156683 -
droFicl|scf7180000453811:56703- caT@XleriiccEaldccaacaallccanrTCcGoecCcaGe--—-—-- A-—-—-———- GTAGCA----—=-———-—-—-- ---Ea---—--- ACAGAAR---cafdcTdldccacTeeGeAGC TGCCEETEECECTETCECCCTTECCECAACALYNACAACAGCAAACGIICAGAGGCAACGGCAGCAGCAGCA-—————— =~ === —=——————— GC-—-ACC-——=————————m e ceeeccaca Xty - - - - - - —-—--- cCARpIeen ——— - ——————————- TCclgccT------ SXicM T ccidddcacldaTacAAGEcTCTGHTT- - - - - - - - - - CGCCGC
56922 -
droKik1|[scf7180000302411:441422— cald---EX¥ecclcccaacgraceealgrcceecace------- A-—-—-———- GTAGCANIIMINIG YTl - - - AGfe- -Pr NI NeCAGAAG---CAlgcTaldccaGTGCGCAGC TGCCEEEEECECTETCECCCTTCCCE e Cl- — - EMAACAGCAAACGLCAGAGGCAACGGCAGCRREToREtY Yeletele e - - — - — - — - - CAGCAHEA C T GooE e CGCCCAC-----—-—-—-- T CCACTMONCTTCTACAARRIGT T TRAAA TINET GlCHEE cci¥scciXder e aAlfdr TAGAANEC T CEGHAT - — - - - - - —-—- CGCCGC
441668 +
droAna3|scaffold 13266:5014085- dan 91 cald---EYlecoaclcaldcdarlccanTcoeclgec------- A-—-—-———- e - LXLXS XTeIlelY - - - 18- - - ALY NN CAGArGlecAlEc TGlccaGTGCGCAGC TGC CEETEECECTETCECCHTTECCECAACl- - - EMAACAGCAAACCLICAGAGGCAACGGCAGC I SREEY Yelelsle Yo - — - — - — — - — CGGC A A G A C cGeccnlXe---------- - T N T - — R TCCACCT-----— e ci\eTiXeCiXer Gealfea TAGA AN C TCRAGHTT- - - - — - — - - - - - CGCCGC
5014313 +
droBipl|scf7180000395751:823775- cald---EX¥eccoaclcaldcd@aaccaaTceecacc ¥ NN --A- - - - - —-—- Nercea-—-—--- GGCCAACCAREEIC) R EcacaacedecaldcTcldccAGTGCGCAGCTGCCEEEECEECTETCECCITTECCE ChinCl- - - BRANCAGCAAACGIICAGAGGCAACGGCAG R NeleserNe - - — — - — - — - CGGC ARG C T e cceeca¥Ye-—--—--—-—- - cCln - - — - ——————————- BccaccT------ i cileTiXecierGeacaTAGAANEC TCBGHTT- - - - - — - - - - - CGCCGC
824000 +
dp5 [3:9802137-9802349 - laps_3826 |cAR-- - D cAc2rggeA2RccaErcfdacacE---—--- A-—--—-- W\ TACNg-------—-—-—-—- A& cr------ ACAGEAG---caldcTcccAGTGCGCAGCTGCCEETEECECTCTCECCCTTECCE CnCH- - - BMARCAGCAAACGIICAGAGGCAACGGCAG R eleserNe - - — — - — - — - TAGCA e NS¢ A CCTACAACCACAAC i — — — = === ====~ B-------—-- - - — (S I yclicT------ FNiccodcciercerifeaTAcAAGC TCMGCT- - - - - - - - —-—- cGeeac|
droPer2|scaffold 4:5118111-5118332 ||dpe 2480 [(CAlE---emcacarseerrtlccaETr cldeiach------- A--—-—- WIcTACNe---—-—-——--————- AYIEca-—-—--- AcAclaG---caldcTalccacTacceaGCTGCCEETEECECTETCECCCTTCCCE A CH- - -BMAACAGCAAACCI\CAGAGCCAACGCCACC RNy Yelelele Xl - — - — - —— - — TAGCA[JSREEFNSIeACCTACAACCACAAACACACTCGTCTCATC/SEIele) e T-—-—————- Rt - — = == === ======— R — — — = === —- ccoldeicciNercealfdrTacanclcTcocT- - - - - -----—- CGCCGC
droWil2|lscf2 1100000004510:1465966-|[dwi 5424 |- - e GG GA AR GlEgyA Gl — - - - - R GTAGC G/ NI R GTTREEEE - --E------ - - B — - - T llancAl- - - - - - — - - - - -G TERECIECAINNTNA A 2 INTNNTNEITNC A C A NI Nl NN A A B T T el T e G a6 T R GC-—-[dey--—-—-—— - - Sn Slel- - -EEEEE. GCATCAJICEEEEEE. CCAAQJR— —————————————- A — — = == === e 2. CA A G A A CleR TE T T — - — - - - ccacTTEa e
1466124 +
drovir3|lscaffold 12875:18068715-  [dvi 24649|cAlg--- A n B C i e G CI XY XI ¥ el — - ———- A CC A ---Ea-—---- EcacEaG---calgcTadlicAGTGCGCAGC TGCCEEEGECECTC T LY N T T Gl — et G/.\C A GAGGCAACGGCAGCAGC A P Xl Yo - - — — - — - —— CAGCA R T T e e cllci®iac--—--——--——- T-———————— NN TACINGCAACAGCAGAAACCIHUSCUSIEEEEEEEE - ——————___[crclicaGaTTCCACAGCHEEEAS
18068893 -
droMoj3|scaffold 6496:11689326- dmo 3164 (CAE--- Al 2 CCC . G CLY ¥l - - — A — - — - ———- Nerilen-——— - B---ca-----—- ACACAG---CcAldcTGicAGTGCGCAGCTGCCEEEECCECTCTCE N T T C R - - — e CACAGAGGCAACGCCAGCE G C A PR XeleTele X - — - — - —— - - CAGC A T T e ci\cl¥Ac-—-—-—--———- T-—-—-- leficcaniifen — - - - - —-———————- - - — - — - - ----GléanaINe- - - - - CINgTACNSCETIINCAGAGTCAATAGHEISlE
11689500 -
droGri2|scaffold 15245:4197227- dgr 473 |(calg--- A clen N it — — — — — — — B----—-—- R - — — == —=—===—===— AIEcA—-—--- ACACAG---cAldcTaccAGTGCGCAGCTGCCEEEEECECTC TN T T C R - — e CACAGAGGCAACGGCAGCEccAGCAIXIdINe - — - —- —- - - CAGC T T T R e S - - SR R A CATCAICATCATCAT/O N T C - - R R — — —— === —~- -SaTcaaTanAINE----- CININNe - - -[SlielcGlEEEE ccacGacddeles
4197401 -
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http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1520.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:11976229-11976433
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1795.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:543248-543455
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1843.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17766310-17766517
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32456.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:17211888-17212089
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_419.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:730362-730572
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:1194589-1194823
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415722:103138-103312
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491232:161869-162076
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ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
der 1522 [scaffold 4820:530528-530614 - || candidate-rescued | Canonical miRNA |5pUTR
Legend: mature star [t iir1ed B 1T 11911 mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Size Condition 530650 530600 530550 530500
Genomic Position
Hairpin partition -# Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
utrS [utr5_plus_12954]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
MO055
V108 GSM1528801 MO57 V040 V107
GTAGCAACGTCTACAATCCGCGAAAGTGCAGTCGCAGAATTTTCCGGCGGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGT TGGATGCTCTCAGTATTGGTTAT TGGCGAGATTGGCCCCGGGGCAGCATAACTAGACAGT TCCGATCAGTCCGCACTAAACCC female
Read # Hit Total head body follicle embryo embryo male
R e N AR N R T O N N IIIIIIIDD) o)) )I))D))) ) i) )) L)) ) L)) ) ) ) Kk ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total cells body
....................................................................................................... TTGGATGCTCTCAGTATTGGT T« ¢ v v e e e e et et e et e et e et e e et et et te et 22 0 1 4.00 4 4 0 0 0 0 0
........................................................................................................ TGGATGCTCTCAGTATTGGTTAT . « ¢ e e e e e e e ee e e ee e e eae et e eeaeaaenaenaeneeneeneeneeaeeas 23 0 1 3.00 3 3 0 0 0 0 0
....................................................................................................... TTGGATGCTCTCAGTATTGGT « « + ¢ v v et et et e e e e e e et e e e ettt ettt te e ia a2 0 1 2.00 2 2 0 0 0 0 0
....................................................................................................... TTGGATGCTCTCAGTATTGGT TAT TGO . - - - o it it ittt ittt it it it et i eieen .28 1 1 2.00 2 0 0 2 0 0 0
............................................................. TAACCAATGTGGCACTTCCA . + « e e et et et e et et et e e e et e ettt et e et e et e et e et e et et e e ettt e e ettt ettt ettt it et 200 1 1.00 1 0 0 0 1 0 0
............................................................. TAACCAATGTGGCACTTCCART G . « « « e e e e e e et e e e e e e e e e e et e e e e e e et et e e e e e e e e e e e et e e e e e eeeeaeeneeneeaeeaeaaenaenaenaenaenaeaa23 0 1 1.00 1 1 0 0 0 0 0
............................................................................................... GCAAGGCGTTGGATGCTCTCA + « e v e e e e e et et e e e e et e e e e e eaeene e aneeaeaaeaaenaenaenneneenaeaa2l 0 1 1.00 1 0 1 0 0 0 0
............................................................................................................... TCTCAGTATTGGTTATTG « « + e v e et et et et e et e e et e et et et te e eiaeneenaenaenee. 18 0 1 1.00 1 1 0 0 0 0 0
................................................................................. ATGAGAAATCAATTGCAAGGCGTT . + ¢« e e e e e et et ee e e e e e e e e ta e e e e e e e e eneeneeneeneaaeaaeaaenaennennenaennenaea24 0 1 1.00 1 1 0 0 0 0 0
.............................................................................................................. CTCTCAGTATTGGTTATTGG ¢ « ¢ e e e e et ettt et e e et e e et ee e et eaeneneeaenenaeaena 20 0 1 1.00 1 0 1 0 0 0 0
......................................................................................................... GGATGCTCTCAGTATTGGTTATTG  « « ¢« e e e e e et et e e eaeeeeneeneeneeneeaeeaeeaennennenaenneas 24 O 1 1.00 1 0 1 0 0 0 0
.................................................................................. TGAGAAATCAATTGCARGGCGTTG e & ¢ v v e e e et et et e e et et e e e et e e e e e e e ettt e e ettt e e ettt ee et taeaeniaenea. 24 0 1 1.00 1 0 1 0 0 0 0
.............................................................................................. TGCAAGGCGT TGGATGCTCTCAGTAT « & « v e e e e e e et et et e eeea e e e e eneeaeeneneaaeaeneaneaenenneaenenaes26 0 1 1.00 1 0 1 0 0 0 0
....................................................................................................... TTGGATGCTCTCAGTATTGGT . « . ottt e e et i it ettt e e e 231 1 1.00 1 1 0 0 0 0 0
............................................................................................................ TGCTCTCAGTATTGGTTATTGG ¢ & ¢ v e v e e e e et et et et e e ettt e ettt eeeiaaenenneaena 22 0 1 1.00 1 1 0 0 0 0 0
............................................................................................................... TCTCAGTATTGGTTATTGG ¢ « ¢+« e e e e et e ea e eaeeeeeeneeneeneeaeeaeaaennenaenaenaeas 19 0 1 1.00 1 1 0 0 0 0 0
............................................................. TAACCAATGTGGCACTTCC « « + e e e et et e e et et e e e e e et e e e e e e e e e e et e et e et e e e et e e et e e e e e e e ettt e ettt 190 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
GSM1528801 V107 V040
CATCGTTGCAGATGTTAGGCGCTTTCACGTCAGCGTCTTAAAAGGCCGCCCCGAAGACCGAATTGETTACACCGTGAAGGTTACTCTTTAGT TAACGTTCCGCAACCTACGAGAGTCATAACCAATAACCGCTCTAACCGGGGCCCCGTCGTATTGATCTGTCAAGGCTAGTCAGGCGTGATTTGGG
Read # Hit |Total follicle male embryo
AR R e e L N N N O O 1)INIIDDD) e o)) )))))D)) ) i) ) ) L)) ) L)) ) ) ) Kk ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**x g5jze Mismatch Count Norm Total cells body
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|scaffold 4820:530478-530664|der 1522 |G-TAGCAACG-------—-—--- TC-TACAATCC--—--- GCGAAAGTGC-—-—=--—=—=—=-——-— AG--—---- TCGCAGAA---TTT------ TCCGGCG--GGGCTTCTGGC TEAACCAATCTCCCACTTCCAATCAGAAATCAAT TGCAAGGCGTIGGATGCTCTCAGTAT TGGT TAT TGGCGAGAT TGGCCCCGGGGCAGCATAACTAG= = = — = == — = = = = = = — = o = o o~ AC-————-—————m—— - AGTTCCGATCAGTCCGCACTAAACCC
|drovak3|[3R:28380157-28380343 + laya_1797 |G-TAaccancG------------—- Th- TEf§AATCC- - —- - - GCGAAAGTGC-————-—————————— AG-—-—-- TCGCAGAA-—-TTT-——-—- TCCGGCG--GGGCTTCTGGC TRARCCARTCTCCCACTTCCARTEA GAAAT CAATTGCAAGGCGTEGEGATGCTCTCAGTATTGGTTAT TGGCGAGATTGGCCCCGGGRcAaGCATlaCAG- - - - -~ - - e —— BerrcceatiiacTeccilriranaccc]
ldrosec2|lscaffold 2807:1085-1271 + |ldse 1845 |G-TAGCAACG---------—-—- TH-TACAATCC------ GCGARAGTGC-——-------—————~- Go------ TCGCAGAA---TTT------ TCCGGCG--GGGCTTCTGGCTEAACCAATCTCECACTTCCAATEAGAAATCAATTGCAAGGCGTIGGATGCTCTCAGTATTGETTATTGGCGAGAT TGGCCCCGGEMCAGCATACTAG-—— === == === e —— AGTTCCGATCAGTCCGCACTARACCC|
ldrosim2|3r:26724016-26724202 + ldsi 32457|c-TAGCAACG----————---—- TR~ TACAATCC--—--- GCGAAAGTGC-——-——-—-———————— AG--—---- TCGCAGAA---TTT----—- TCCGGCG--GGGCTTCTGGCTEAACCAATCTCCCACTTCCAATGAGAAATCAAT TGCAAGGCGTTGGATGCTCTCAGTATTGGT TAT TGGCGAGAT TGGCCCCGGGECAGCA T ACTAG =~ — = = — = == = — — — - —m o oo N AGTTCCGATCAGTCCGCACTAAACCC|
|dam3 lchr3Rr:27444043-27444229 + |dme 422 |G-TaccafcG------------- Tl-TACAATCC------ GCGAAAGTGC-——————————————— AG--—--- TCGCAGAA—--TTT--——-— TCCGGCG--GGGCTTCTGGCTHARCCARTCTCCCACTTICCARTGAGAAATCAATTGCAAGGCGTEGCATCCTCTCAGTATTCETTAT TGGCGAGAT TGGCCCCGGGECAGCATIAC T AG - — =~ — = == = — =~ — o o o I AGTTCCGATCAGTCCGCACTAAACCC|
droEugl|lscf7180000409488:463421- G-TAGCAACG-—-—-—-—-——=~— TR-TACAANC------ GCGAAAGTGC-—-—-—-—-—-—-—-- ------ 2 GAA -~ —TTT-————— TCCGGCY-86GGCTTCTGGC TEAACCAATGTCECACTTCCAATGAGARATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTAT TGGCGAGATTGGCCCCGINGICAGCATRRNC TAN - — -~ - - e Ec--—-—-— - AGTTHCGHTCAGTCCGLXETAA AR CH
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M055
V107 V108 MO57 V040
AACGAGGCGGAGGCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCGGGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGACCGCGCATTGCCATCCTCACGCAGGGTTGCGATCCTGTGCTGCTCATCCAGCAGGATTCGGTGCAGGAGTTCCCGGTCACG female
Read # Hit |Total body male head embryo embryo
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............................................................... i felele).¥XeTole) Noliilcle e et o PR~ o I 1 4.00 4 0 2 0 1 1
.......................................................................................................... GACCGCGCATTGCCATCCTCA .+« e e e e e te e e te e e e ta e e e eaeesaaeneeaeneneeaeneeaenenaeaaa2l 0 1 2.00 2 2 0 0 0 0
...................................................................................................................................................... CTCATCCAGCAGGATTCGGTG. « v vt vevvvnenenn.. 210 1 2.00 2 2 0 0 0 0
.............................................................. &8\ eTele).V-NeToley.Noli e e e clo AP~ N O 1 2.00 2 1 1 0 0 0
.............................................................. eF\ i felelo) V-Netofey.Noli e e e elol e\ OO PRT-c SO 1 1.00 1 1 0 0 0 0
................................................................................................................................................................... ATTCGGTGCAGGAGTTCCCGGTC. .. 23 0 1 1.00 1 0 1 0 0 0
.................................................................................................................................. AGGGTTGCGATCCTGTGCTGCTCA . « v vt e e e eeeneeacaeneencaenneaas 24 0 1 1.00 1 1 0 0 0 0
........................................................................................................................ ATCCTCACGCAGGGTTGCGAT « « v e vt vt teee e e e eeeee e eeaeneeaenenneaeneeaes 2l 0 1 1.00 1 0 1 0 0 0
.................................................................................................................................................................. GATTCGGTGCAGGAGTTCC........ 19 0 1 1.00 1 0 0 1 0 0
.................................................................................................... CGACGCGACCGCGCATTGCCA . « v vt e et ettt e et et et e e et e et e e ettt e et te ettt et ie e i 200 1 1.00 1 1 0 0 0 0
.................................................... ACCTGCGCGAGATTGGCARGCGACTGGT . ¢« ¢« v e e e e e et e e et et e te e e et e e et a e e e ea e e e e n e e ee e e e e e e eaeneaeeneaeeaeneeeeneaneaeneeaenenneaea. 28 0 1 1.00 1 1 0 0 0 0
................................................................... GCAAGCGACTGGTGGCGATGGAGA  « « « v v e e et et e ettt et e e et ettt et e e et et e e et e et e e e e e et e ettt e e e e 240 1 1.00 1 0 1 0 0 0
......................................................................... GACTGGTGGCGATGGAGAR . « ¢ v e e ettt e e ettt e e et e e e m e e e et e e e et et et e e e et e e e et e e eeeeeneeeenenaeaeneeaenenneaea 19 0 1 1.00 1 0 1 0 0 0
....................................................................... elelesNedifelel elelelel. N eled.Ne).V-Ne- NN PP AP -Jc SN0 1 1.00 1 1 0 0 0 0
.................................................................................................................................................................... TTCGGTGCAGGAGTTCCCGHM. ... 21 2 1 1.00 1 1 0 0 0 0
............................................................................................................................................................ CAGCAGGATTCGGTGCAGG. « v e v vvuen.n.. 19 0 1 1.00 1 1 0 0 0 0
.................................................................................. CGATGGAGARGARRRACCCGA . « & e e e e e et et et et e e et e e et e et e e et e e e et e ettt e e e e e teeneeeeaeneeaeneeaenenaeaaa 2 0 1 1.00 1 0 1 0 0 0
....................................................................................................................... CATCCTCACGCAGGGTTGCG e « « v e e e e e eeem e e e eeeeeneaaeaeneeaenenneaenneaes 20 0 1 1.00 1 0 1 0 0 0
........................................................ elelelofe) Ne). N i elelor-V.NeloTel-N o el NN PO N 0 1 1.00 1 0 1 0 0 0
.................................................................................................................................................................... TTCGGTGCAGGAGTTCCCG..... 20 1 1 1.00 1 1 0 0 0 0
..................................................................... ARAGCGACTGGTGGCGATGGAGAAG : - « -« « e« s s e et e e s e e a e s teeasoeasaseeensoeeneaseeeasoetaeaseeeasoeeeeareeensoaeneancacnnaanaaa-24 0 1 1.00 1 1 0 0 0 0
............................................................................................................................................................. AGCAGGATTCGGTGCAGGAGT . . .. ....... 21 0 1 1.00 1 0 0 1 0 0
................................. oFNelo) Nehelelolo]e7.NeT ol e eleT.No] NN P23 S O 1 1.00 1 0 0 1 0 0
................................................................................ GGCGATGGAGAAGARARACCC . « « + e e e et et e et e e e e e e e e et e e et et e e e e ea e e ta e eaeneeeaaeneeaeneaeeaeneeaenenaeaan2l 0 1 1.00 1 0 1 0 0 0
.................................................................................................................... TGCCATCCTCACGCAGGGTT « v v v et v e te et te e et e et e eaeneaenenaeaenaeaeneeaes 20 0 1 1.00 1 1 0 0 0 0
............. ooy Nelelol ol i ofeloleleT-Neelo] o el NP PPN~/ S ¢ 1 1.00 1 1 0 0 0 0
.......................................................................... ACTGGTGGCGATGGAGARG . « « & e e e e e et et e e et e e ettt ettt et et et ettt et e ettt e e ettt e ettt e e ettt et e 190 1 1.00 1 0 1 0 0 0
...................................... EhieTelolole) Nelo eleeley. Yoo e o c] o~ B 1 1.00 1 0 0 1 0 0
....................................................................................................................................... TGCGATCCTGTGCTGCTCATCH. . ... oo i 22 1 1 1.00 1 1 0 0 0 0
............................................................................................................ CCGCGCATTGCCATCCTCACG - + v e e e e e e e e e et e ee et e et e e eneeeaeneeaenenaeaenneaeneaa 2l 0 1 1.00 1 1 0 0 0 0
....................................................................................................................................................................... GGTGCAGGAGTTCCCGGTCA.. 20 0 1 1.00 1 1 0 0 0 0
......................................................................... GACTGGTGGCGATGGAGARGARARACC . & ¢« vt e et te e et et e et e e et e e e et et et e e e et e e et e en e ete e eeeneaeaeneeaenenneaea 27 0 1 1.00 1 0 0 1 0 0
.................................................................. GGCAAGCGACTGGTGGCGATGG « « + « e v e e e e et et e e et e et et e e et ettt et e e e ettt et e ettt e ettt e ettt et ettt 220 1 1.00 1 1 0 0 0 0
B NeleyNelele]ele).NeleTohioF-Ne c]e] ol 20 0 1 1.00 1 0 1 0 0 0
................................................................. TGGCAAGCGACTGGTGGCGATGGAGA . « ¢ e ¢ e e e et e e e et a e et e e s e e aeaste e s aeeeaseeensoeeeaeeeeaseeeaeareeensoeeneaneaensoeeneaneaaa26 0 1 1.00 1 1 0 0 0 0
............................................................................................................. CGCGCATTGCCATCCTCACGCAGG .+ « + « v e v et e et et et e e e e et e et te e e eaeneaenenaenen. 24 0 1 1.00 1 0 0 0 0 1
............................................. Nelofeleleles Nod ol eto]eTe]eT.Ne N iU~ N ¢ 1 1.00 1 1 0 0 0 0
............................................................................................................................................................... CAGGATTCGGTGCAGGAGTT.......... 20 0 1 1.00 1 1 0 0 0 0
...................................................................... el ofe) Nokieleli elete]es. Nl cle). N7 NUuu AN~ NN 1 1.00 1 0 1 0 0 0
.................................................................................................................................................................... TTCGGTGCAGGAGTTCCCGGTC. .. 22 O 1 1.00 1 1 0 0 0 0
.......................................................................................................................................... GATCCTGTGCTGCTCATCCAGC . « v v v e e e e eeeeaeeeeaenennes 22 0 1 1.00 1 1 0 0 0 0
......................................................................... GACTGGTGGCGATGGAGA . « ¢ e v e e e et e eta e et e e et e e e a e e e et e e e et et et e e ea e ae e e e e eeneaeeaeneeaeneaaeaeneeaenennenan. 18 0 1 1.00 1 1 0 0 0 0
........................................... of0)Nelolele]ele)-Yofokifelolelo el Nes- Nk e el o PP~ S 1 1.00 1 0 0 1 0 0
............................................................... i feTele). ¥ XeTole) Noliilcle L e e NN P - I 2 0.50 1 0 1 0 0 0
............................................................ eF-Nel i Jelele). V- NeTofe) Nokielek .. RO I 2 0.50 1 1 0 0 0 0
Anti-sense strand reads
M055
V107 V108 V040
TTGCTCCGCCTCCGAGTCCGGAAGCGGCTCCGGGTCGTCACCGGGTCGCCCCTGGACGCGCTCTAACCGTTCGCTGACCACCGCTACCTCTTCTTTTTGGGCTGCGCTGGCGCGTAACGGTAGGAGTGCGTCCCAACGCTAGGACACGACGAGTAGGTCGTCCTAAGCCACGTCCTCAAGGGCCAGTGC female
Read # Hit |Total body male head embryo
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........................................................................................................................ TAGGAGTGCGTCCCAACGCTA . « v vt e et te et et e et ee e eaeneeeaeneeaene. 2l 0 1 3.00 3 3 0 0 0
....................................................................................................................... GTAGGAGTGCGTCCCAACGCTA . ¢ e e ettt teee e e e e eaeneeaeaeneeacnenneaenneaas 22 0 1 2.00 2 2 0 0 0
....................................................................................................................... GTAGGAGTGCGTCCCAACGCT . + v vt ettt te et e e et eea e iaeneeaenenneaeneeaes 2l 0 1 2.00 2 2 0 0 0
....................................................................................................... GCGCTGGCGCGTARCGGTAG : « « o« ¢ e e e s e e e e e s teeasoeensaaeeeasoaeneaasaeasoacnsaneacarcaanaaa20 0 1 1.00 1 0 1 0 0
.................................................................................................................................. TCCCAACGCTAGGACACGACG . + v vt vt e e e ieeeeieeeenenaeneneeaea. 2 0 1 1.00 1 1 0 0 0
..................................................................................................... - idelolelolietelotelo] el No el e iy Ne N A~ S 1 1.00 1 0 0 1 0
.......................................................................................................................... GGAGTGCGTCCCAACGCTAGG . + « v e e et e te et e et ta e ie e eiaeneeeene. 210 1 1.00 1 1 0 0 0
............................................................................. CCACCGCTACCTCTTCTTTTT . « v e e e e n et et e e et e e e et e e et e et et e ettt e e et et e e a e e e et e e e e ta e teenenaeaeneeaenea 2l 0 1 1.00 1 1 0 0 0
....................................................................................................................................... B GCTAGGACACGACGAGTA . v vt e et ee e i e e iieenennenen. 20 2 1 1.00 1 1 0 0 0
........... ole]eyNeli ool eley. VN elo]eTclex: o PP B S O 1 1.00 1 1 0 0 0
...................................................................................................................... GGTAGGAGTGCGTCCCARACGC . « v vt e et e teee e e e et eeneeeeeeneaeneeaenenaeaen. 2l 0 1 1.00 1 1 0 0 0
......................................................................... ohileT-Nofof-Nolo]et oy No ot o i ol PO~ B ¢ 1 1.00 1 1 0 0 0
................................................................. ACCGTTCGCTGACCACCGCTA « « + v e e et et et et e e et et e e et e e e e e e e et e e e et et e et e e e e et e e et e e et ettt ittt e iea e 200 1 1.00 1 1 0 0 0
............................... GGG T CGTCACCGEGTCGC « -+« + v o e s o e e o s aso e e ms e e o s aeoaaas o sosasoeeasaseesasonensasessasonassassesasoneesassosasoaeesasonensoaensasonaeasastosasoasasaasesarcaesnasa-18 0 1 1.00 1 1 0 0 0
...................................................................................................... TGCGCTGGCGCGTARACGGTAG . « « v v e e v et e et ee e e e et e e et e ettt e et ee et eieaeneeaenea 2l 0 1 1.00 1 0 0 1 0
..................................................................................................... CTGCGCTGGCGCGTARCGGTA . + « e e et et e et et et e et e e et e e et e et te et ee e 20 1 1.00 1 1 0 0 0
........................................... elehiolelolelolehicle).No]eTo]eT ol oL N PO~ RN 1 1.00 1 1 0 0 0
.................................... ey Nololelel ek ofelole] ool cle).Yo]c ol P~ B 1 1.00 1 1 0 0 0
...................................................................... TCGCTGACCACCGCTACCTCT .+t v e et et e e et e et e et e e et e e e e et e e e e e e e e e e e e e e e e e e e ettt ettt ettt et 200 1 1.00 1 1 0 0 0
............................................................................................................ GGCGCGTAACGGTAGGAGT - « &+ e e e e et ee et e eeea e et eetaeneaaeaenneaeneanenenneaenenaa 19 0 1 1.00 1 0 1 0 0
.......................................................................................................... CTGGCGCGTARCGGTAGGAGT « + « v e e e et ettt et et et ettt e ettt te et e eaeneiaenenaenea. 2 0 1 1.00 1 0 1 0 0
....................................................................................................... GCGCTGGCGCGTARCGGTA . ¢ o e v et et et eete et e et e et ae e en e e taenetaeneaaeaeneeaeneeaenena 19 0 1 1.00 1 1 0 0 0
............................................................................................................ GGCGCGTAACGGTAGGAGTGC . + v v e e e v et ettt e te et e e et a et ee et eeaeneaeaeneeaene. 2l 0 1 1.00 1 0 0 1 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate iD Alignment
droEre2|scaffold 4784:13021109- der 1523 ||AACGAGGCGGAGGCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCCACTGGTGGCGATGGAGAAGAAAAACCCGACGCEACCECECATTECCATCCTCACGCAGGGTTGCGATCCTGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
13021297 -
|drovak3|31:13092479-13092667 - ldya 1798 |laaccaceclGAGGCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGECAACCCACTCETGECGATGGAGAAGARAAACCCGACGCHECCECECATTCCCATCCHOACGCAGGGETGCGATCCTGTGCTGCTHATICAGCAGGA- -~ TTCGGTGCAGGAGTTCCCGGTCACG |
ldrosec2|lscaffold 0:5185161-5185349 -|ldse 1846 ||AACGAGGCGGAGGCTCAGHCETTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGECAACCCANTGETGECGATGGAGAAGAAAAACCCGECGCElECCECECATTCCOATIOTCACGCAGGGETGCGATCCTGTICTGC THATICAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG |
ldrosim2|[31:12704025-12704213 - ldsi_ 32458 ||AACGAGGCGGAGGCTCAGGCETITCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCCANTGGTGGCGATGGAGAAGAAAAACCCGECGCEEEEECECATTCCCATIICTCACGCAGGGETGCGATCCTGTRCTGCTHATHCAGCAGGA---TTCGGTGCAGGAGT TCCCGGTCACG |
|dm3 lchr31:13013576-13013764 -  |dme 245 ||AACGAGGCGGAGGCTCAGGCETITCGCCGAGGCCCAGCAGTGGCCHAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGARARACCCGACGCHECCECECATTECCATHICTCACGCAGGGETGCGATCCTGTRCTGCTHATRCAGCAGGA---TTCGGTGCAGGARTTCCCGGTCACG |
droEugl|lscf7180000409711:6101265- AACGAGGCGGAGGCRcallcccTTcGeceacaeccaGrlTGGC iR GG - - - GGGARC THCGIGAGATTGGCAAGCCHCTCGTGECGAT GG A ALNENA A AN GACGCElECCECECATTCCATECTCAC GCAGGGETGHGATCCTGTEC TGCTIATCCARCAGGA- - -[MTCGGTRCAGGAGT TCCCGGTCACG
6101453 -
droBialllscf7180000302193:2253856- AACGAGGCGGAGGCECAGGCCTTCGCCGAGGCCCAGLYEMT GGCCCAGCG-—-GGGARWCTGCGCGAGATTGGCAAGCEECTCCTGGCCHT/ECARA ALXgNeA Aflic calgc GCElECCECECATTICCCATICTCAC GCAGGGETGCGAMCCEGTGCTGCTCTCCAGCAGGA---TTCGGTGCAGGAGT TCCCGGTCACG
2254044 -
droTakl|lscf7180000415706:66147-66335 AACGAIBICGGAGGCTCAGGCCTTCGCCGAGGCCCAGLXEMT GGCCCAGCG-—-GGGAMCTGCGCGAGATTGGCAAGCCEICTCGTGECCMTGGARAA G NEA Alic calgc G CBlEECECECATIGCCATCCTCAC GCAGGGETGCGATCCHGTC TGCTCATCCAGCAGGA---[§TCGGTGCAGGAGT TCCCGGTCACG
droElel|scf7180000491255:1412089- AACGAGGCGGAGGCICAGGCCTTCGCCGAGGCCCAGAMTGGCCCAGCG---GGGARCTGCGCGAGATTCGCAAGCEECTCETGECGATGGARAAGIEAANCCGACGCEACCECECATTECCATINCTCACGCAGGGETGCGATCC/@GTGCTGCTCATCCAGCAGGA-—-TTCGGTGCAGGAGT TCCCGGTCACG
1412277 -
droRholl|lsc£7180000769477:967-1151 + || |aaceaceeeeaceceaceeeTTececcaceeccacialiTeeeclaGeG---66GANC TGCGCGAGATTEECAAGCGACTCETCEC T coalAANeA Allccclgc o cElEEECECATTECCATINGTCACGCAGGGETGCGATCCR/GTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGT TCCCGGT
droFicl|scf7180000454048:724234~ arflGAGGCHGAGGCEcAGGCCTTCGCCGAGLYNNCAGKIANTGGCCCAGCG---GGGANCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGARAANEA Aficcalac G CElECCECECATTECCATNCTCACGCAGGGYTGCGATCCHGTCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACH
724422 +
droKikl|lsc£7180000302272:666717~ AMNGAGGCGGAGGCEcAGGCCTTHGCCGAGGCCCANNAATGGCCEAGCG- - -Aeealc TGCCHGAGATTGGCAANCCHCTGECTGGCIA TGGAMA AIXSA A AllC ColC G CElECELNCGEATTECCATCCTCACGCAGGGTTGIGAT CCl8G T@C TGC TCATCCAGCAGGA-—-TTCGGTGCAGGARTTCCCGGTCACE
666905 -
droAna3|lscaffold 13337:4137395- dan 4038 [AACGAGGCGGAGGC[ECAGGCCTTCGCCGAGGCCCAGLNGSTGGCCEAGHG---GGGARMCTGCGGAGATTGECAAGCEECTCCTCGCCHT/ECARAAGENEA A Clicclic GINEECCECECATTCCCATICTCAC GCAGGGETGGATCCEGTGCTGCTCHTCCAGCAGGA---@TCGGTGCAGGAGT TCCCGGTCACH
4137583 +
droBipl|lscf7180000395450:265900- AACGAGGCGGAGGCECAllcccTTCGCCGAGGCCCAGINESTGGCCEAGHG---GGGARMCTGCGGAGATTGGCAAGCEECTCCTGECCH T/ AR A GNeA AN LY NN e A T T G CCATRIC TCAC GCAGGGTTGCGATCCEGTGC TGCTCTCCAGCAGGA- - -[TCGGTGCAGGAGT TCCCGGTCACG
266088 +
ldps [XR_group6:4377266-4377454 - |dps_3829 |[paRGAGGcGGacecEcafcceTTHoCHRScGCCccadgasTcceclgrcs---MAGARCTGCGCGAGATTGGCAAGCCRCTGETCEC T GG AR ANSEEA Alic C fc G CEACCRCECATTCCOATICIRAC GCAGGCET GGATCCEGTGCTGCTCATCCAGCEGGA- - [8rCcGG THEARGAGT THCCGGTCACH |
[aroper2|scaffold 9:2666447-2666635 —|[dpe 2483 |raficacccccaccdgcaficecT ThcCHNScGCCCAcBasTcGecEAlcc-- -AGANCTGCGCGAGATTGECAAGCEHCTCETCECCST GGARA ANSeA AliC CClgc G ClEACCHICCOAT TG COATINCIINAC GCAGGCETGHGATCCJ8GTGC TGC TCATC CAGCEGGA - - -BT CGG THEARGAG T THCCGGTCACH |
droWil2|lscf2 1100000004511:5276750- ||dwi 5417 [jaAlcaGGcGeacGeTcapcecTTiGCCiXycEccacasrcccciladec---tRcalicTcccecacATTeeCcANNCCEN N Tlecleide T coaca ALkl A Alic CIA /i EECCINEECATTECCATNC T NAC ccacealTeljcaTcclgc ToTGe TeATHC ARRARGA - - - TTCoo TieAINGAG T TRicc o e ThACA
5276938 +
drovir3|lscaffold 13049:22492152- dvi 158 [laaccaccceecaceclgeacccrTiiceci¥eicclcAXgeauTcccccldec ol lcallc TGColcAGATTGECAAGC A TeETiecC T cllakiA AlXSNeA AlFAC Clelec CEACCINEECATECCCATINC TCACGcAGaaTolicAldcclicTecTacTa T c AGCAldeA - - - TTcoaTcAGeAG T TicCllG Tlga iy
22492343 +
droMoj3|lscaffold 6680:17099712~ dmo 114 [(aaccailecileacacfdcagcecTTiceCiNdGeCE AT G ccldec GiMdecGAC T GCGHGAGATTGECAALNC GEEITGGT GGCLXS T Gldeleln AR\n ifein ARBNCINING CEACCINEECATTCCCATNCTCACGCAGGGETGHGAMCCBGTGCTGCTCATCCAGCAGA - - -GG TCAGGAGTTCCCGGTCACH
17099903 +
droGri2|lscaffold 15121:203613-203807||dgr 465 [aalcaGGCGGAGGCGacGCHTTHGC CIXSGGCic AN T cGlgc cldec clMlaNccalic TGCGlGAGATTGGCAEGCEC TG TIGCIN T GG AlgA ARITeA ALBNCINEC G CERCCLNEECATTCCEATINETCACGCcAGGGTelcaTCCfdcTGeTGCTCATCCAGCABGAEYTcGaTcaGGaGTTCCCi\ e ThACY
+
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:13021109-13021297
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:13021109-13021297
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1523.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:13092479-13092667
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1798.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:5185161-5185349
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1846.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:12704025-12704213
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32458.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:13013576-13013764
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_245.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:6101265-6101453
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302193:2253856-2254044
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415706:66147-66335
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491255:1412089-1412277
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000769477:967-1151
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454048:724234-724422
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302272:666717-666905
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:4137395-4137583
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4038.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395450:265900-266088
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:4377266-4377454
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3829.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_9:2666447-2666635
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2483.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:5276750-5276938
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5417.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:22492152-22492343
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_158.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:17099712-17099903
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_114.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15121:203613-203807
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_465.html
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Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
MO055
V107 v108 V040 MO57 V060
CTGTGAATTTACTATATAACTTATTTATGAAAAAGCTTTAGGATTTAATT TTTCGGACAATGCGATCTAGGCGTTTCTATTGCTGATGTAGTATAGTTTGAAAGATTAAGT TAAAGCGTAATCAACAAAATTTTAAAATGTACAAAAATATGTGTA female
Read # Hit |Total male head body |embryo embryo head
***********************************(((((. . ((((((((((((((((. (((( ...... (((( ....... )))) ...... )))) .))))))))))))))))))))) L. kkkkkkkkhkhkkkkkkkkkkkkkkhkkhkkkkkkkkkkk gjze Mismatch /Count Norm Total body
................................................................................... TGATGTAGTATAGTTTGARAGA . & v et e et e et et eetee e eeeeaaneasaneaneaeeaeenennenen 22 0 1 12.00 12 7 3 1 1 0 0
................................................................................... TGATGTAGTATAGTTTGARAG . « « v e v e et e e ee e eansaneeseneaneaeeneaneaeenennennnae.2l 0 1 4.00 4 2 1 1 0 0 0
.................................................. TTTCGGACAATGCGATCTAGGCGTTTC e « v v e v e e e et e et e e e e e et e et e e e et e et e et e e et e et at et eaeeaeaeeaaaneaeeananenneaa 2T 0 1 2.00 2 2 0 0 0 0 0
.................................................. TTTCGGACAATGCGATCTAGGCGTT . « v e v v e e e e e e e et e e e e e e e e et e aa e e e e e ae e aaeaeaeeaeeaeeneaeeaeeaeeneaeeaenneaneaa25 0 1 2.00 2 1 0 1 0 0 0
.................................................................................... GATGTAGTATAGT TTGARRGA . + & e et v et et et et e et e e et et ae e eaeeaeaneaeaa. 210 1 1.00 1 1 0 0 0 0 0
.................................................. TTTCGGACAATGCGATCTAGG « + « ¢ e v e et e e e e e e et e et e e e e et et e et e e e e et et e et e e e e e e e et aeaaaaeaeaaaaneaea.a 2l 0 1 1.00 1 0 0 1 0 0 0
................................................................................... TGATGTAGTATAGTTTGARR .+« v e et e et e e e eeeeneaneesaneaneaseneaneaeeneanannaaea 20 0 1 1.00 1 0 0 1 0 0 0
.................................................. T TTCGGACARATGCGATCTAGGC . & ¢ ittt ettt e et ettt e e e e ettt e e et ettt et et et 231 1 1.00 1 0 1 0 0 0 0
.................................................. TTTCGGACAATGCGATCTAGGC . « « e v e et e e e e e e e et e e e e e e e e e e e ae e eaaeaeeneseneaneaeeneeaneaeeaeeneaneaeeasnneannaaa22 0 1 1.00 1 0 0 0 0 1 0
Anti-sense strand reads
M055
Vv040 V108
GACACTTAAATGATATATTGAATAAATACTTTTTCGAAATCCTAAATTAAAAAGCCTGTTACGCTAGATCCGCAAAGATAACGACTACATCATATCAAACTTTCTAATTCAATTTCGCATTAGTTGT TTTAAAATTTTACATGTTTTTATACACAT female
Read # Hit |Total body |embryo head
dkokdkokdkkkokddkokdkokdkkdkokkdkokddkkdkrdkrdk (((( (.. (CCCCCCCCCCCCCCC- CCC(ennnn (CCCe e .. 1)) e 1)) IIIIIIIINIDIDDDD)))))) ... kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k**x gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|/Coordinate ID Alignment
droEre2|scaffold 4845:10617204- ||der 95[C---—--—----- TGTGAA----TTTACTA-—-——-——~ TATAACTTATTTA-——-—-—-——--~ TG---AA-ARAGCTTTAGGATTT-AATTTTTCGGACAATGCGATCTAGGCGTT TCTAT TGCTGATGT — = AGT AT AG T T = = = = = — = = = = = = = = = = — = = o TGAAAGATTAAGTTAAAGCGT ———-——-——~ AATCAACA--—-—-——- AAATTTTAA-—————=-—-——~ AATGT------ AC-AAAAATATGTGTA
10617359 -
ldrovak3|2r:12724093-12724257 + |dya_34[c-----------—- Tl - - B IR TIICEEEE T G CAAJ- GGEVTIEN- - - -I\T T TREEEE - - - - B GC T T TAGGAT TT- AT T TT TCGGACAATHCA T CTEGGCGT TEC T TG C TG A G T - — A G T A T G T T - — = — =~ = —————mm oo TelearcaldrarcTTAAEGIN G- - ---—-—-- I TIOATETCATTT T TGN NN - TG TGT TCA TR GGl T AR AAATATGTGTA|
AroSece|scaiiold 1:18026243- axaaaTTGTATICHTETTGREE LT S B - R e - CECEECE T AT R - A T MO - ET0T- - - ARAAARRTOTTA
14026327 -
[Grosinelpriizesisoi-i0aises - | [NNE ATT i T - I — R I e e - - e T AAR TR - HEto1———— @i arnilhioTng
an3  Jonezriiestzosi-tearaizs o  Jo---------—— T e EEEEEE B T e B -~~~ ——~——————<———————————————__—-ooooo——cooooooo- T e ————— - e g TAAGCTAACTN e T EEefc]icATACATAT T T C e~ UV D)
droEugl|lscf7180000409474:1489501- [, —— AT G AGTANGINTIFNEEE T T A A A AJJNA TIN TGN - - BT AR CATTTEVEINGCAIEENCE- - - - - BN T LA AT N C (AN - - Glele Teia C AR T - - TilA A T - B - - - - - — - — e A 7 TTATTGTTCGAGCGTTGAGT TAT T T T A B Yo AT T A ARG T - — - — - - ———- anEfelecA---—-——- B T GG e AATGT------ G-B------Tiiacaaly
1489664 +
droTakl|scf7180000415401:100679- C-mmmm——————- TGTRAANSN A T T8 - - cINic T TN - -BEGATTTATACAGAGINNA TINNE /g~ /N8 - - - -B- - - - —~- - -~ - -~ - - ———— - IGAATTCGCEEEEE PP CAAAAATGGTTAAAZEEEEEEEEEE GCTAAAAAAGTGCGTGTTTAAGTTCCTATCGGAATCAGTACTTTTATTTGCTTTTCTGGATTATTTAACRAAAGGTATT TINEG/VNECCIFNNIRIUNY - - - - —-EEEEEEEEE — - — - GTEEEEE ] — — — == == === = - - --lTccaca- - NG TARANA A
100874 -
droElel|scf7180000491201:736776- ------—-—-—- TGTAA NN TeAlTA - -~ ———-- CaNeeTTATETA- - - - - - ——- WA A TARVARLSNAA Tk INEAINC ARG NUlN B GO ARG - - — - — A ATIWATE T - — - — - - - - - - — - — - - B8 - - - - — - — - - R G CEEE PP e e e e CAATAACGGTTAAAAAAATGAAGCATTTCAAGASEEEEES AT T T A A T T T T T T T A T it T e e A 2 CTTGTGCTATAAAN- - — - — - — - — - -LNACAHEEEE Rt AFgN¥racA-—————-- A — — — = — = === === - - - -WTAAAGA - - FNINVGNGINTIN TP
736956 -
droRhol|scf7180000780104:82875- F ———————————— WISV~ GGGACA-TaAccTCAAAAT]- GINAGHA - - - -IATA A EEEEEE- - B - — - [EARANNT TINEEEF TG A E T/ AT/ AT T TATI TACA/elic CRITIlNA TCCINGAAAINA AL A I T GG T T TG TCAAAGGGTAATAAACT TCAAGAACCG T TCAAAAAT A TAAAATCTGAAGAAA T T TAAA T TGAAA T G T T A T T A T oo o o o s P2 GTAGTGC ittt e — — = = = = = = — = I — = = = = = I £, — — — = = = = = = — = — AL ————- --B--IMraTAA¥EAG
83079 -
PASS/FAIL
crit.star 1
Generated: 09108420 15 at 08:01 PM
crit.mor 0
crit.half 0
crit.total 0
crit.pairing 1
crit.top3 1
crit.tptop3 1
crit.uri 1
crit.back 1
rescue.total 1
rescue.dominant 1
rescue.known 0
rescue.confident 2
rescue.candidate 7


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:10617204-10617359
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:10617204-10617359
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_95.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:12724093-12724257
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_34.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:14026243-14026327
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17041507-17041583
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:16472037-16472124
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:1489501-1489664
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415401:100679-100874
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:736776-736956
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780104:82875-83079

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

der_ 567 |scaffold 4770:6547457-6547525 - ||candidate | Mirtron || intron

Legend: mature star (i1t (ie1ed B 1T 11811 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
(45
1 © = 0 =
1 o
— w0
o 0
- S o -
¥ 0
®
0 c
o - - @ O
0 & c © g T -
= g : :
L) © o 0
o b O oy - [
— L = Q
- O o me— — =" — e e o m mm - - - —
o o
— — _I
o
S - =
o = =
| | | ° 7 a
o = |
6547550 65547500 65547450 5547400 o I I
. - D o -|
Genomic Position 20 o1 & | | | |
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Show Alternate Folds
Flybase annnotation
intron [Dere\GG23206-in]; CDS [Dere\GG23206-cds]; CDS [Dere\GG23206-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
V108 V107 V060 V040
GGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGAAAGTACAGCGATGGACTTGCACGATGTGGCACCACTAACATCCAACTTCTTTCACTGGCAGTCGTCAATGGATGCGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG
Read # Hit Total head male head embryo
e sk e ok ok ok e ok e ok e ok ok ok ok e ok ok ek ke ke ok e ok sk ke ke ke sk ek ke (L ((((((( (... .. CCCCe e e o (e e e een e 1)) e )))) e )))))))) L)) . kkkkkkkkkkkkdkkhkkhkhkkkkkkhkkkkkkkkkkkkkkkkkkkkkk*k**x gize Mismatch Count Norm Total body
.................................................................................................. TCCAACTTCTTTCACTGGCAGT « « « v v e v e ettt te e et e ee e eaeeaennennenae 22 0 1 29.00 29 23 4 2 0
.................................................................................................. TCCAACTTCTTTCACTGGCAG . ¢ ¢ v e e et e et te e eaeee e eneeeeaenenaeaenenneaenan 2 0 1 3.00 3 3 0 0 0
.................................................................................................. TCCAACTTCTTTCACTGGCA . « v v e vttt ettt e te e et e ee e eeeee e eeaenaennena. 20 0 1 2.00 2 2 0 0 0
.................................................................................................. TCCAACTTCTTTCACTGGCAGT . -« ottt i i e et i i e 231 1 1.00 1 1 0 0 0
Anti-sense strand reads
V060 V108 V107
CCCCTAAGGGTGGCTCTCGACACGGCTCCCGCACCCGCAGACGACACACACACTCACTTTCATGTCGCTACCTGAACGTGCTACACCGTGGTGATTGTAGGTTGAAGAAAGTGACCGTCAGCAGTTACCTACGCCGCTACAGTGGTCGGTCGTCTAGGAGATGAAGCTC
Read # Hit |Total head head male
Jek gk ek ok k ke ko ke ok ek ke ko ko k ke ke (L ((((((((...... CCCCe oo (e e e e e e 1)) e 1))) e )))))))) L)) . hkkkkkkkkkkkhkkhkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkk*k** gjze Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
droEre2|scaffold 4770:6547407- der 567 |GGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGARA - —— == — === == === —— —— = GTA--CAG---—--- S AT--—-——-——- G-——————— - GACTTGCACG-A----TGTGGCACCACT——-——-——————————————— AACATCCAAC---—-——-- TTCTTTCACTG--GCAGTCGTCAATGGATGCGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG
6547575 -
ldrovak3|[3R:3793871-3794047 + | [BesGaTTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTAGTGARA == === === === == —————————————————————————- GTA--CAG-—-—-—- CG--—-————————- AT-—-—————— 8- - GARTTGCECG-A-—- - TR TN A - — -l {eI N - - - Y- -ercaTcpac---—-—--- TTCM TCACTH--GCAGTCGTCAATGGATGHGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG)
ldrosec2|lscaffold 25:682357-682529 | [BGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGARR == === == === === —=————=——=————————————=——- GTA--CAG------- CG-—-—-———————- AT--—-————— 8- — - GafTTGCANG-A----TiR\tcaceac TSRy - - - —-------- A TCRAAC-—————— -~ TTCTTTCACTH]--GCAGTCGTCAATGGATGHGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG)
ldrosim2|3r:6178110-6178282 - ldsi_20785|HGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGARA- = === === ———=————————————————————————— GTA--CAG---—--- CG-—-—-———————- e C R cafjTTGCApG-A----TidEcaccac TNl - - —-———-—-—-- A TCHAAC--———-—-- TTCTTTCACTH--GCAGTCGTCAATGGATGHGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG)
|dm3 lchr3R:15084397-15084569 + | [BGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGARR == === = === === —=————=——=———————————————- GTA--CAG-----—- CG--——————————- e C caprTecaAmG-A----T TR cAc TNl - - - - - —-—————- B~ TCRAAC————————- TTCETTCACTH-~GCAGTCGTCAATGGATGEGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAR
droEugl|lscf7180000409804:1349242— GGGGATTCCCACCGAGAGCTGEGCCGAGGGCGTGGGCGTCTGITGTGTGTGTGAGT GAAA = == == — = — = — = — = — = — == GT--ca-—-—-—- CG-—-—-———————- N e C R GARTTGIANG-2A- - - - TR TG, e — — —— ———————-—-—-—-—-~- BrtaTcianfy--------- N CTTTCACTH--GCAGTCGTCAATGGATGHGGHGATGTCACCAGCCAGCAGATCCTCTACTTCGAG
1349403 +
droBialllscf7180000302402:846250- GGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGT GAAA -~ —— == ————— = ——————— =~ — oo GTE--ca------- CG-—-—-———————- e C e capjrreclEce-iy--- -t e - - - - - - - AnEATCHAAC-————-—-- T CTTTCACTH--GCAGTCGTCAATGGATGHGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG
846418 +
droTakl|[scf7180000410451:111104- GGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTITGCTGTGTGTGTGAGT GAAA = == == == — = — = == — = — GTe--Cleg8------- CG-—-=—-——=————- N e C R GARTTGCACG-A----TRd N - - - - - AACAT/EAAIN-———————- [ETCTTTCACTH--GCAGTCGTCAATGGETGHGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG
111272 +
droElel|lscf7180000490994:858866- GGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTITGCTGTGTGTGTGAGT GAAA -~ —— == ————————————————— GTE--cEs------- CG-—-—-———————- AT--—-————— 8- — - GACTTGESCE-A- - - -\ clehic TEV el - ——————————- AACATCHAAC--—-—---- T TTCANTE--GCAGTCGTCAATGGATGHGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG
859041 +
droRhol|lscf7180000779522:16958- GGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTITGCTGTGTGTGTGAGTGAAA - — == == == — = — = — = — GTE--Cleg8------- CG-—-=—-—-—————- N e C R GAI T TGCACG-A-— - - [ — — — — — = ———=—=—======="= A TCRAAC--———-—-- N CTTTCACTH--GCAGTCGTCAATGGATGHGGCGATGTIACCAGCCAGCARATCCTCTACTTCGAG
17112 +
droFicl|lscf7180000454126:64938- GGGGATTCCCACCGAGAGHTGTGCCGAGGGCGT GGG GI{TG TG TG TG TGAGT GAAA - ————— == —— === ————— GTE--cAl------- T/EATCCACEEEEEE. - ---—-—-—- - GARTTENC ALNG-[8- - - [ T e C T —— —— —————————=———————"— ancaEclEalic--—--—---- TTCTTTCACNINNCAGTCGTCAATGGATGIGGCGATGTCACCAGCCAGCAGATCCTITACTTCGAG
65105 +
droKik1l|lscf7180000302707:304273~ GGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTTGCTGTGTGTGTGAGT GAAA - — == == — = — = == == —— — GTE--cAG-------[f-------- T CAG N e GAN TG AR - - — - [T R — — - — - ——————————————— BacaTcclddc--------- N CTTTCACTH--CAGTCGTCARNEGEETGCGGIGATGTIEACCAGCCAGCAGATICTCTACTTCGAG
304438 +
droAna3|lscaffold 13340:15302669- GGGGATEcCCACGAIIAGCTGTGCCGAGGGCGTMGGHGTCTGC TG TG TG TGTGAGT GARA -~ ———— == ——— === ————————— o GTH--Ccif8------- Ec----—-—-—————-- e C R B N B — — — - g~~~ —— — TCCTAGAGREEEEE - - —CITGIACGEEEEE rcfdrrepicTh- -[§CAGTCGTCAATGGATGCGGCGATGTCACCAGCCAGCAINATCCTITACTTIGAG
15302824 -
droBipl|lscf7180000396708:4731422— Recd@rf@icccaccearGCTGTGCCGAGGGCGTGGGRGTCTGCTGTGTGTGTGAGTGARR = === === === == m == mm = mmmmmmmmmm e m GTH--CclG------- m------------- B---------- B---------—————- e - 2.~ - - - AT cCACh-—--- I NS NNV N da Al R VY- - — BRI T Tielcel]- -fdcac TG TCAATGEETGCGGHGATGTCACCAGCCARNCAIATCCTHTACTTCGAG
4731587 +
dp5 2:29533035-29533206 + I |lccaTTcccaccGAAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTT GTGAGTGAAR - —— === === = — === — =~~~ —————————————————_ EiiTCC-CACTEEEEN, ) CTCCGAGG - e ————- )t e — — — e — — — — — SN NN - - Biec A TChA AR - [y e TN T TR 18- - GCAGTHGTCAAGGATGHGGCGATGTCACCIgccCAGCAGATC§THTACT TCGAG)
droPer2|scaffold 6:4903732-4903903 kccEaTTCCCACCGAIAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGT T GTGAGT GAAA— =~ — = — = — = == — = ———— EiTGC-CACEEEEEE AAGTCCGAGGREEEEE e C e e B - — - D — - = - = WSS VVUITT N - - fififelc A Tchiaall- NS TIAC T TREEE T/el- - GCAG TG TCAAMGGATGHGGCGATGTCACCIEGCCAGCAGATCETITACTTCGAG
+
droWil2|lscf2 1100000004943:3829843— ecatidccllacceallaciiTcTeccoAlNG GG THIGGHG TRT G T GRS T G TE\A G TGl — —— — =~ = —————=— === == ————————————— -~ Bre--ce------- B Ag--—-—-—--- B----------————- G i — — — i — — — — — — — TTcEEGACERccTGTTAINISTIGECGTGCTREE - - AlliicAT T TEEC AN TENIVNNele Tide T/ele T T/N{A C AR TINIJINIFNI-Ni T GiReh NSl Ly T /eF:\e
3830004 +
drovir3|lscaffold 13047:16559345- bcclaTicccacccacaceTeTGCEGAGGOHGTHGGCOEC TGC TGI8 GTGAG T GRyAA - -~ =~ =~ =~~~ Era--ce------- ----—---- cccAGINIGAACATAAAGTGATCAAGTGATCATGT NNC/HE T T/l T GG T TilAJiC - Al G TGl CIAGIACHIT/ VR AT T Ty Th- -HcAG TG THA GG TG coclGATGTACCAGCCAGCAGABICIETITACT TCGAG
16559545 -
droMoj3|lscaffold 6540:12876035- Clefecr-Nuaolele)Xelele)\a Clelnideliielelofe)Nelele T(ehiC elelole cohde TiNelC AuNCiNelNey Nehy A C Y T e Ol - ———-—- ------------- ------- A AGTGEEEIA AGTGATAT TGCG TjNNele T Tl - - — - - — - — - — — — R e eeC === === === TACTTTClEc Th- —HCAG TG THA ARG G TG GCGATGTIACCAGCCAGCAGATC/ETITACT THGAG
12876190 -
droGri2|lscaffold 15116:1514235- T/ECENA ST NI NI Neleldelidele r e Nelele rlehi T ele T /€ c/Shle T ¥l A i C NN NeIA T GCG T TACATGTGTGCTCATGTGCACCATCAATAAAGAGTGATCIEIAGTGCTCAAAT[EA T CREEEEEEEE -------L% CTGATCAAGTGATCATGTGEUENCAT TR TGG T T AIC - ARG T Gl CIGGCTT/NCEEEEEEEE [ecrrrcfdcTiy- -ficacTiicTiAAldccETGeeelcaTeTlACCcAGCcAGCAGAlClTRITACTTCGAG
1514471 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:6547407-6547575
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:6547407-6547575
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_567.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:3793871-3794047
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_25:682357-682529
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:6178110-6178282
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_20785.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:15084397-15084569
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409804:1349242-1349403
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:846250-846418
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000410451:111104-111272
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490994:858866-859041
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779522:16958-17112
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454126:64938-65105
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302707:304273-304438
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:15302669-15302824
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:4731422-4731587
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:29533035-29533206
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:4903732-4903903
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:3829843-3830004
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:16559345-16559545
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:12876035-12876190
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15116:1514235-1514471
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[View on UCSC Genome Browser {Cornell Mirror}]

der 100 |scaffold 4820:4569103-4569164 -

candidate-rescued || Canonical miRNA || antisense to_intron
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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4569200 4569150 4569100 4569050 I
Genomic Position 03 - | | I I
Size Condition 4569200 4569150 4569100 4569050
Genomic Position
Hairpin partition -#= Sense - Antisense Mature Star
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
Antisense to intron [Dere\GG12102-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M055
V108 V107 V060 MO57
AAAGGAGTTAACAAACATTGGGCCCTTCGCGGGCACTACTGTCCTTGCCCGTGGGCAGAAGCCCAAGGATCGGGATTCTATGTACACCGCATCATTGGGAGT TTGCCCAGGGACAGGCCAGTTTACATCATCTATACACCTTACGCGGGCTAGCCCTTGAAG female
Read # Hit |Total head male body |head embryo
khkkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkhkhkhhhhhhhhhhhk ((((. (((._ (((. ((((((((._ (((((. (((((( ............. ))) .))) _))))) __))))))))))) ._))) .)))) L. Kk kkkkkkhkhkhkhkhkhkhkkhkhkkkkkkkkkkkhkhkhkhkhkkhkkk gize Mismatch/Count Norm Total bOdy
.......................................................................................... ATCATTGGGAGTTTGCCCAGG + « + t v e e ettt tete e e e et te e e e ieeaeneneneeaeae 20 0 1 6.00 6 3 1 1 1 0
.................................................. GTGGGCAGAAGCCCARGGATC G + ¢« e e e e e et et et e e et et et et e e e e et et et e e et e et et et e et et te e e en e etetataeneneeaaeaenenaa 22 0 1 2.00 2 1 1 0 0 0
................................................... ielelelo)-Ne).-Velolofe).V-VeleT-Xii o] clc TN~ A 1 2.00 2 0 2 0 0 0
................................................................................................................................ CATCTATACACCTTACGCGGG. « v vvvveu.n.. 21 0 1 1.00 1 1 0 0 0 0
......................................................................................... CATCATTGGGAGTTTGCCCAGH . - oo ittt i e et e it e e 221 1 1.00 1 1 0 0 0 0
....................... ook o elof eleTelor-Noki- ok e o7 ol e ol o X S 1 1.00 1 0 0 0 0 1
........................................................................................ GCATCATTGGGAGTTTGCCCAG . « + v e v e e et et e e tete e e eee e e eaaneaeeaeaeaanenenneas 22 0 1 1.00 1 0 1 0 0 0
........................................................................................ GCATCATTGGGAGTTTGCCCA t « t e e ettt et et e e et et e e e ettt ieeneneeeeneaena. 20 1 1.00 1 0 1 0 0 0
.......................................................................................... ATCATTGGGAGTTTGCCCAGH . &« vttt e ettt et e ettt ettt et ettt e 201 1 1.00 1 0 1 0 0 0
................................. o0\ ook el Tof o il cTo o] o c i PN AP SN0 1 1.00 1 0 0 1 0 0
.................................................... GGGCAGAAGCCCARAGGATCGGGA . + & v e e e et et e e e e e e et et et e e e e e e et e e et e e e e e te e et e e e e teeaeaeaaaeaeaaeaeaeanaana 23 0 1 1.00 1 0 0 1 0 0
.......................................................................................... ATCATTGGGAGTTTGCCCAGG. -« oo ittt i i i i et it e e e e e 22 1 1 1.00 1 0 0 1 0 0
......................................................................................... CATCATTGGGAGTTTGCCCAGG + « + v e e et et et e te e e e e e e tetaeee e eaeaeaanenanneaaa 22 0 1 1.00 1 0 0 1 0 0
......................................................................................... CATCATTGGGAGTTTGCCCAGH . &« ot ittt ettt ettt ittt et ettt e 22 1 1 1.00 1 0 0 0 1 0
Anti-sense strand reads
MO055
V108 V040 V107 V060
TTTCCTCAATTGTTTGTAACCCGGGAAGCGCCCGTGATGACAGGAACGGGCACCCGTCTTCGGGTTCCTAGCCCTAAGATACATGTGGCGTAGTAACCCTCAAACGGGTCCCTGTCCGGTCAAATGTAGTAGATATGTGGAATGCGCCCGATCGGGAACTTC female
Read # Hit |Total head body |embryo male head
AR R e e L N N (A N N (N N A 1)) )Y D) o IIIN)D)))) L)) ) L)) )) L KRk kkkkkkkkkkkkkkkkkkkkkkkkkkk*k* 5jze Mismatch Count Norm Total body
...................................................................................... (efelofedi-Yeli:V-NoTofod o-V--Nolc]e]c i LB -2 B O 1 52.00 52 33 16 1 2 0
....................................................................................... GCGTAGTAACCCTCARACGGGT + « v v vt e et et et ettt e et et e et e e et eaaaeaeneaea 22 0 1 7.00 7 5 2 0 0 0
................................................. ele) NoTolof el ol Joleele: il of ot -V TN -3 A O 1 5.00 5 2 1 2 0 0
....................................................................................... GCGTAGTAACCCTCARACGGGTC t v e e e e et e te e e ee e et ete e e e e eteiaeaaaanenaeaeaa 23 0 1 2.00 2 2 0 0 0 0
...................................................................................... GGCGTAGTAACCCTCARRCGGG + « « v e e e e et e eete e e e et e teeeeaeaeeeeaeaaneneaeeanaeneas 22 0 1 2.00 2 0 2 0 0 0
......................................................................................................................................... TGGAATGCGCCCGATCGG....... 18 0 1 1.00 1 1 0 0 0 0
...................................................................................... B GCGTAGTAACCCTCARACGGGT « « e e e et et et et et e e et e e et eneaeaeeenenea 23 1 1 1.00 1 1 0 0 0 0
..................................................................................... TGGCGTAGTAACCCTCARACGGG « & ¢ v e v et et et et ettt et e e ettt ea e ieiaeaenenea 23 0 1 1.00 1 1 0 0 0 0
................................................ i elo) Noloteled ol ofe]eleL: ot oliuy-Ne Jouu PO~ S 1 1.00 1 0 0 0 1 0
........................................................................................ CGTAGTAACCCTCARACGGGT « « v v e e et et et et e eaee e e eaeaaaeeeaneneaaaeaeenenanaa 2l 0 1 1.00 1 0 1 0 0 0
...................................................... i el i oleTeTe ool N o PP - S 1 1.00 1 0 1 0 0 0
......................................................................................... GTAGTAACCCTCAAACGGGTC . + v e v v e e et e teeeee e ae e e eaaaeneeseaeaaneneeneanaaa2l 0 1 1.00 1 0 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|scaffold 4820:4569053— der 100|AAA-------- GGA-GTTAACAAACATTG-GGCC--—-—-—- CTTCG--CGGGCACTACTGTCC-TTGCCCEEEEECACAAGCCCAAGCATCEGG-———————————————————————————————— AT----- TCTATG----—- TACACCGC-=——=—=——=——=————————————— AT AT T—— = — = ——— = ————m oG- GGAGT--TTGCCCAGGGAC--AGGCCAGTTTACATCATCTATACACCTTACGCGGGCT—————————-——=—=— AGCCCT TG — === — = — = — = — = m—m—m AAG
4569214 -
ldrovak3|3r:23018673-23018817 - |dya 101|aARA-------—- GGA-GTTAACAAACATTG-GGCC——-——--—~ CTTCG--CGGGCACTACTGTCC-TTGHCCHTCEECHEAANCCCARGEATEEGN-— -~~~ ————————— =~~~ -~ AT----- TCRAATG---—-- TACACCGE--—--—-——————m -~ ATCAT T === === == == = m = G GGAGT--TTRCCCAGGGAC--AGGCCAGTTTACATCATCTATACACCTTICC - - ———-——-———-——~ — — — — — — — -]
droSec2|scaffold 22:111543-111693 AAA--—-—-—- GGA-GTTAACAAACAESEGGCC-—-————— CTTCG--CGGGCACTECTGcCc-TTGCCcCEN N GCACAANICCCAAGEATCEGG-———————————————————————————————— AT----- TR ATE------ Tcaccifg--—--—-———————————————— AT T T - ———mm oG- GGAGT--TTI\CCCAGGGAC--AGGCCAGETTACATCAT C it G CGGGCT —— == === == —————— - afccerle------- - AAG
+
ldrosim2|[3r:22893183-22893333 + | |a2A------—- GGA-GTTAACAAACANEGGCC-——————— CTTCG--CGGGCACTECTGcCc-TTGCCcCEN N GCACAANCCCAAGEATCEGG-———————————————————————————————— AT----- AT ----- Tlecaccifg--—--—-———————————————— AT T T - ———mm oG- GGAGT--TTI\CCCAGGGAC--AGGCCAGETTACATCAT i G CGGGCT —— == == === ——————~— affccerle--------- - AAG|
|dm3 lchr3R:23468153-23468303 + |22a-----—-- GGA-GTTAACAAACA[JIIEGGCC—————— -~ CTTCG--CGGGCACTACTGRCC-TTGCCCEGENGCACAANCCCAAGCATCEGG-———————————————————————————————— AT----- TcIATE------ TEcACCHE--—-—-—-—-————————————- ATCT T - =~ — oG- GGAGT--TT\CCCAGGGAC--AGGCCAGET TACATCAT Clnaaaa G C GGGCT —— == — === === ————— afdccerl¥g--- - AAG]|
droEugl|lscf7180000409770:952511— AAA--——-——- GGAWGT TAACAAACATTG-GGCC—-—-—-—~ cTlelicigcccecacTacTGTCC-TTGRC CINENNCCACAAINCCCAAC Nttt - — — —— ————————————=——==——=—————=—————— ----- - - - - - - i — — = == === === === ————————— S N e B GOl - T ThIChNAGGGAC--AGGHCAGTTTACATHATCTATACACCTTOCINNGGGCT--— - - = - = - == ———— afdccidfrTG- - AAG
952652 +
droBial|scf7180000302075:1453673- nede-------- GGA-GTTAACAAANATTG-GgcC-------- cTlliG--caeacicTacTelcc-TTeecCHECINGCACIERNCCAAC Nttt - — — —— ————————————-——-—=————————————— ----- - - - - - - i — — = == == === === —————————— = IS N e e e ceaRredrreLbichiceclec--accecacTTacABaTcTATECACC TR CIM GGG T - - - - - - - - - - - BecclIrTG-——— - AAG
1453811 -
droTakl|scf7180000413872:362751~ AAA-——-——-- GGA-GTTAACAAACETTG-ji———-—--- i -~ e C T GRc C -[dTGCccCTCEECAIARICCCAACC i — —— ————————————————-—-—————————— ----- - — - — - B i — — = == === === === ————————— = NS N e e GGALNTENET TG CICAGGGEY- - AGGHCA G T TR A THIA T C T A T A C A e — — — ———————————— - — - — - -]
362852 + \
droElel|[scf7180000491261:1964193- AAA--—----—- GGA-GTTAACAAACATEG-GGCC—-—-—-—- cTielicEgcccealgTacTerec-TTocc YNNG CACHEC ChiAlEC CT G- — - — - — - - - -~~~ — = ——— - AT----- TN AT - —-—- TS Cppy- - — - ——-——— - - - - — - BT CYE T — — = — =~ — - —mm G- clleN)--Trechicaceclec--acccacrTacAiaTcTATACACC T TRCER GG cT- - - - - - - —— - e aflccidfrTG- - AAG
1964356 +
droRhol|lscf7180000779391:18309- AAA--——-——- GGA-GTTAACAAACATTG-GGCC—-——-——- cT/elicE-EccccalgracTerce-rroccciMEeNeCACAA N chiAlEc e G- - - — - — - — - - TGTGATTTTALUEEEES A Th------ TS Cpp- - — - ————— - == — - - B Ty T T = — = — = — =~ — —— —— — o — oG- ¥\ -rrecicacecEc--acccacrTacaTrcarcTaTacacerTc¥ceeeT- - - - - - m oo - afdccdrTG- - AAG
18481 -
droFicl|lscf7180000453826:246849- afga------—- GGA-JTTAACAAACATTG-HCEC-—-—-—--- cTlelic--RHececicTacTercly-Erocc XN CAlRETNCCCAAG T CINGG - — - — - - - - - - — R cTaT}------ TACACCHg-——————-—-——=——=———————- ATCRT T—— === — = ———mmm oo A B celgNr--TrechcElicclEc - -aci¥icacdTTacaTlaTCcTATACARC T T CIN G GGT - - - - - - - - - - - - ——- e rTg-— - AR
247009 -
droKik1|lscf7180000302697:740329- AT NI NIelelcGA-GTTAACARACATEG-GGCg-—-—---- - - - - - - - - - - -JicleifecleT T Cllelsele Clie el [0-NE T G Ao T GIE|C - - Tl c C R TCTGRE GINTAAA TS AINETEEEEE NSO T GGCCGGATCGCAAGAGCATCCCTCC I T CC R e elecalEE Cilelelo[e) NeleleGleRErNele A NeiC G CITINNC CINSAINCINTINS THli - - - - - - - - -EEE R - — - — - e e -]
740498 + \
droAna3|lscaffold 13340:19221691- AAA-——-———- GGA-IATTAACAAACATTG-[AGCC--—-—--- L C G- -pGcGEcaItEcTeTcc-TTocccHNC Sl Al N ChE i Ch e i — — —— —————-—-—————————-———————————— AT--—-- T A T T2 A T A C - - — - — - — — — — C 2 e G-——--- cifer\r- -[Selicccacecac--acalcactacarcarcraracacierEcicoig- - - - - - - -- -4 TG T AT C T T 2 i —_—_—_| | 5 GIAc]
19221849 -
droBipl|lscf7180000396413:3143036- AAA--——-——- GGA-IATTAACAAACATTG-RG6CcC--—----- i — g C - TlEc c c CHTCEE e AlEC C ek R T i — — —— ————————————————————————————— AT---—- G A T T2 A T A CH - - — - — - e — — — C A e G-—-—-- ciye\r--[Sebicccallecac--acailcactldacarcarcraracaciXoreciccig)- - - - - - - -- -4 TCGTATCT T A e T GIAc]
3143179 +
dp5 |2:3822359-3822573 + [
droPer2lscaffold 7:528117-528331
droVir3|lscaffold 12855:2154417~
2154529 -
droMoj3|lscaffold 6540:32461035=
32461163 -
droGri2|scaffold 15074:2155838-
2155993 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:4569053-4569214
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:4569053-4569214
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_100.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:23018673-23018817
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_101.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_22:111543-111693
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:22893183-22893333
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:23468153-23468303
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409770:952511-952652
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302075:1453673-1453811
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413872:362751-362852
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491261:1964193-1964356
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779391:18309-18481
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453826:246849-247009
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302697:740329-740498
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:19221691-19221849
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396413:3143036-3143179
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:3822359-3822573
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7:528117-528331
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:2154417-2154529
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:32461035-32461163
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:2155838-2155993

ID: Coordinate:

Confidence: Class:

der 109 |scaffold 4784:18883360-18883418 - | candidate-rescued | Canonical miRNA |intron

Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star [f\T&) iie1(d 191 1T 1111311 mismatch in read

Predicted structure

Small RNA-seq Read Density

Read size distribution

Condition-specificity

Conservation

o
o - —
o
&
o —
wn (]
o e G
@ 3 2
[(— c o ©
(N % = >
— s ]
T o [ 0
5 i s - -
(o | 3
m - -
c
—
o
| S
= e == == e e affes e e e e e e e e e e Tl e e e = e
O o
\2\2?’ \Qe@' \Qo& \533‘»
18883450 18883400 18883350 & & Q}Q
P> P
Genomic Position & w I I I
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Show Alternate Folds H
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No Repeatable elements found
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hide 3p reads H show mid mismatch reads H
M055
V108 V107 V040 V060
TTTCAGCGATTTGAAGGTCGTTTCCACTGTTATTCACGTTTGTTTTGTGGTTTTGTTTTTTCTTTGT TTTGTGTGAACTCATCAATGAAACAATCTGAACACAAAAGCACTCACAAGTGTGACACAGAACGTGACAAAAAAATATAAAAAACTATAAAG female
Read # Hit |Total head body male embryo head
***********************************(((((((('.. (((_ ((((((. (((._. (((((((((' ((( ..... )))))))))))) _'.))) .)))))) _))) _.)))))))) L. Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkhkkhkkkkkk | gjze Mismatch/ Count Norm Total bOdy
.................................................. TTTTGTTTTTTCTTTGTTTT G« « « e e v e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e et e e et et e ee et ee e eeeeeeaeeneenee. 200 1 10.00 10 5 2 3 0 0
...................................................................................... GARACAATCTGAACACARAAGC . . ot vttt ettt it ie et e eieea i, 22 0 1 3.00 3 2 0 0 1 0
.................................................. TTTTGTTTTTTCTTTGTTTTGT « « e v e e v e e ee e e e e e e e a e e e e e e e e e e e e e e e e e e e e e e e ee e et e et e e e e e eea e 22 0 1 1.00 1 1 0 0 0 0
....................................................................................... AAACAATCTGAACACARAAGC .+« e v et e ee et eee e ee i e eenenneneeneea. 200 1 1.00 1 0 1 0 0 0
Anti-sense strand reads
M057
AAAGTCGCTAAACTTCCAGCAAAGGTGACAATAAGTGCAAACAAAACACCAAAACAAAAAAGAAACAAAACACACT TGAGTAGTTACTTTGTTAGACT TGTGTTTTCGTGAGTGT TCACACTGTGTCTTGCACTGTTTTTTTATATTTTTTGATATTTC
Read # Hit Total embryo
Jekdkdokde ko kok ok ko dkkkkdkkdkkdkddkkdkkdkkrkrdk (OO CCC OO COCe - (e ceC. .. .. I e )Y IIN)))))) L)) ))))) ) .. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* 5jze Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate iD Alignment
droEre2|scaffold 4784:18883310- der 109 ||TTTCAGCGA-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTG---——-— TT-TTGTGGTTT-TGTTTTT——-——-——-——-——-—- TCTTTG--—--—- TTTTGTGTGAACTCATCAATGAAACAATCT-=============oo GAR==CACA=ARAG=CACTCACAA-GTGTGACACAGAACGTGACAAAAAAATAT - ————————————————————————————_ N AAAAACTATAAAG
18883468 -
|drovak3|3L:21530478-21530636 + ldya_1781]fTTTCARCGA-TTTGAAGGTC---GTT-TCCACTGTTATTCHCGTTTG-----—- TT-TTGTGGTTT-TGTTTTT-————-——————————- TCTTTG---—--- TTTTGTGTGAACTCATCAATGAAACAATCT—————————-——-—-—-—-—=- AA==CACA=AAAG=CACTCACAA-GTGTGACACAGAACGTGACAAAAAAATAT —————————————————————————————— R AAAAACTATAAMY
droSec?2|scaffold 19:1028759-1028922[ldse 158 |TTTCAGCGH-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTG-—--—~-— TT-TTGTGGTTT-TGTTTTT-———————————————- TCTTTG-—-—-—- TTTTGTGTGAACTCATCAATGARACAATCTS====ssoooaoes INAA==CACA-AAAG-CACTCACAA-GTGTGACACAGAACGTGACAAAAAAAAT-—IB--—-- - Af--I-araaacTATAAAG
|drosim2|31:18687169-18687331 - |dsi 96 |[TTTCAGCGH-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTG----——- TT-TTGTGGTTT-TGTTTTT—————-——————————— TCTTTG--—--—- TTTTGTGTGAACTCATCAATEAAACAATCT========—=-co-o A== CACASARACEC A C TCACAA-GTGTGACACAGAACGTGACAAANAAATAT — = ——————————————————————————— AR -aaaaacTaTanng)|
|dm3 lchr31:19064535-19064700 - | |TTTCAGCGH-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTG-—————- TT-TTGTGGTTT-TGTTTTT---——--—~ T T TCTTTG------~ TTTTGTRTGAACTCATCAATGARACAATCT-~~———~———~————~ FNAA--CACA-AAAG-CACTCACAA-GTGTGACACAGAACGTGACAAAAAAATAT - IV - ———— e AR--R-BaaanacTATAAAG)
droEugl|lscf7180000409471:411256- TTTCARNCGH-TTTGAAGGTC---GTT-TCCACTGTTATTC8CGTTTG------- TTRTTGTGINTTT- T[T T Th{e- —-—- TTTGCREEEE TCTTTG-—-—-—- TTTTGTGTGAACTCATCAATGAAACAATCT————————-————--—-=- NAA==CACA=AAAG-CACTCACAA-GTGTGACACAGAACGTGACAAAAAAATAT —————————————————————————————— AINMNNYE  nanACTATAAAG
411427 +
droBialllscf7180000302529:420860- TTcARNCGl-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTG--——— -~ TTTEcTGCETT-TGTT T Tf8-— -~ -~ - - ———————- TCTTTG-—-—-—- TTTTGTGTGAACTCATCAATGAAACAATCT————————————--—-—=- INAA==CACA-AAAG-CACTCACAA-GTGTGACACAGAACGTGACAAAARAATAld--— - - - - - A--—--- A2AAAARTATAALG
421019 +
droTakl|lscf7180000414021:74763- TTcARNCGl-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTG--————- TTRTTGTGGTTT-TGTTTTT-———————————————- TCTTTG-—-—-—- TTTTGTGTGAACTCATCAATGAAACAATCT————————————-——-—- INAA-—CACA-AAAG-CACTCACAA-GTGTGACACAGAACGTGACAAAAAAATAT —————————————————————————————— A--I\-BanfdaacTaTanAG
74925 -
droElel|scf7180000491249:6350648- TTTCARCGH-TTTGAAGGTC—--GTT-TCCACTGTTATTCACGRTTG---—--- TTETTGTGGTTT-TGTTTTlg-—-——-——-——-——-—- TCTTTG--—--—- TTTTGTGTGAACTCATCAATEAARCARTCT S -===ssssososss JNAA==CACA-AAAG-CACTCACAA-GTGTGACACAGAACGTGACARAAAAATAN-————— - A--I-BaannaacTATAARG
6350810 -
droRhol|lsc£7180000776835:46-206 - | |TTTcARCGRETTTGAAGGTC---GTT-TCCACTGTTATTCACGRI TG----——- TTRT TGTGGTTT-TGTTTTT-———————————————- TCTTTG---—-—- TTTTGTGTGAACTCATCAATGAAACAATCT—————————————-—-—=- INAA--CACA-AAAG-CACTCACAA-GTGTGACACAGAACGTGACAAAAAAASAR-——-—-——- - - B-—--aaaaacTaTAAAG|
droFicl|lscf7180000453824:438428— TTTCARCGH-TTTGAAGGTC---GTT-TCCACTCMTETTCACGITTG------- TTRTTGTGGTTT-TGTTTTT-———————————————- TCTTTG-—-—-—- TTTTGTGTGAACTCATCAATGARACAATClg==========—====co N A= CACA=ARAG=CACTCACAA-GTGTGACACAGAACGTGACAAA AL A D — — — - — o o oo B------ ArAfafdTAT A
438582 -
droKikl|lscf7180000302251:117775- TTTCARCGH-TTTGAAGGTC---GTT-TCCACTGTTATTCACGITTG------- T TGTGGT T TITGTTTT T-[ehfy- -Lhfele- - ——-- TCTTTG-—-—-—- TTTTGTGTGAACTCATCAATGAAACAATCT——————————-—-—---=- A== CACA=ARAG=CACTCACAA-GTGTGACACAGAACGTGACAAAAAATAT/VVENNNNNRSNY. - - - - - M2 ArAACTATARAG
117960 -
droAna3|scaffold 13337:18377662- T T TSN NN - TG A AGETC- - - GT T - TCC A H G G — — — = — = = ErETTGTGGTTT-TGTTTTT--——————————————— TCTTTG---—-—- TTTTGTGTGAACTCATCAATCARACAATCT=========ooooas INAASSCACA=ARRG=CrcTCcACAA-IITrGaCACAGAACGTGACAAANAAATALY- - [N NXTVNNVNN Y - &) --aanAACTATAAAG
18377827 +
droBipl|lscf7180000396741:1561617- TTTCARNCGE-TTTGAAGGTC-—-GTl8-TCCACIC T G~~~ — - TTTTGTGGTTT-TGTT T Tfg-———————————————- ] — - — == - = eI GTGTGAACTCATCAATGAAACAATCT -~~~ ——————————- INAA==CACA-AAAG-CacTcACAA-IATIATGACAlgAGAACGTGACAAAMAAATALN--INNNNNN Y- - f&- - ON¥---—-¥\aarnacTATARAG
1561770 +
ldps |xR_groups:7140822-7140973 | [T TR CGH-TTTGAAGGTC-- -G T THTECACT G T e T G~ -~ — —— - i T Ci¥elifelel LE EEllidiiC - B GC TC T TT TTGCCCAT THGHGIIC s TET(ETGTGAACTCATCAATGAAACAATCS-—————————————~ A AN CACA - AAACC A CTCACAA-GTGT ACAC AL A 1 ettty — — — — —— —————————=——=—=——————————- B----- AINNNNNCAINC-- -2
|droPer2|scaffold 36:165555-165705 +| [T TR CGH-TTTGAAGGTC-— -G T TR ECACT T i ————e T G~~~ ———— S T ClelNelehl E el il C - HGC TC T T TT TGCCCAT T GG N T e e/l T GTGAACTCATCAATGAAACAATCl- -~~~ —————————~- A AINCACA-AAACRICACTCACAA-GTGTEACACALA AR A A A A AR - — - - - — o A--—--- |
droWil2|lscf2 1100000004762:3231747- T TN NN T T TGAAGG T LG T T - TCCAC T it - -~ — - — - e R — — = == ========-=-=- Tererc------- TETGTGTGAACTCATCAATCARACAAT I Yels==ooooon oo INCASSCACAT IS Crcilcacan-\cRercaldrcaaceTGACA AR A A AR - - - - - - - - - - - - AQ——E—EAAAAAEATAA@‘
3231881 +
drovir3|scaffold 13049:13362168- TTTISACGH- T TTGAAGGTC---GTT-TCCACTGTSACECGIT Tl —---- TIRReING TG TRT- TG T T T T-— - - - - == - - ———- ey g--—---—-- T TGTGTGAACTCATCAATGARACAATINsEsssasanaanasas AEGAAR cac c A N A N N A el - - - - — - — - - — - —— - — - —— —— — — B-—---- -]
13362290 -
droMoj3|lscaffold 6680:13991813- T T TIJ&AC G- T TTGAAGGTC-—-GTT-TCCACTG T e AL T TG - e T T[E T e T~ T CT TET T —[eleh b - ——[e-—-—-- e GCiNeCTGCGATHAIN NN VNRNI-UNO V- . V.V.(&.V.U/ACAGAAAGAATCGT GGACA. Vo) N6y - — CAL o XU T/ N AC T CI¥eN T G TIATITINNA - - — - — - — - — - — - — - _EEEE GGCCGATGTGATAAGCACAGATGEES CEEEEt EAAECTATAEAE‘
13992009 +
droGri2|scaffold 15110:18794239- TT TH&INC G- TTTGAAGGTC—--GTT-T[ECACTG T mECACGTTG---—--- T T TG TG T - —————————————-———--—- - — - — - T T TGTGTGAACTCATCAATGAAACAAT = =======ccooooos e i e e T — — — — — = — = — === ————m——— - B--—--- =\
18794314 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:18883310-18883468
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:18883310-18883468
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_109.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:21530478-21530636
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1781.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_19:1028759-1028922
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_158.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:18687169-18687331
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_96.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:19064535-19064700
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409471:411256-411427
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302529:420860-421019
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414021:74763-74925
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:6350648-6350810
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000776835:46-206
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453824:438428-438582
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302251:117775-117960
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:18377662-18377827
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396741:1561617-1561770
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:7140822-7140973
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_36:165555-165705
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004762:3231747-3231881
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:13362168-13362290
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:13991813-13992009
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:18794239-18794314
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Genomic Position 20 21 22 23 24 25 26 27 28 & | 1 | I
Size Condition 8,587,850 8,587,900 8,587,950 8,588,000
Genomic Position
Hairpin partition - Sense -# Antisense Mature -o- Star
Hairpin partition Mature = Star
Show Alternate Folds H
Flybase annnotation
intron [Dere\GG1916 1-in]; CDS [Dere\GG1916 1-cds]; CDS [Dere\GG1916 1-cds]; utr3 [utr3_plus 8558]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
MO55
V108 MO57 V107 V060 V040
AGCCGCCAAACTCGACGGTGATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACAAAGTGCGTAGCTCGGGGAGCACACGCCGAACCGAACTCTATTAATGCCCTCGATCCCCTCGCACACAGATCCCTCCAACCTTTCCGTGTAAGATCAAACCCGAACCGAACACGCAGCA female
Read # Hit |Total body |head embryo male head embryo
Je sk de ok e ok de sk e ke ok ek ok ek ke ke ko ke kb bk kb ke bk ke ek ke ke ke ke (L (L (CCCCC (... (Covenn.. )) oo 1)))))))) o L)) ) ) ) hkkkkdkhkdkhkhkkhkkhkhkkhkhkhkhkhkhkhkhkkhkkkkkkkkkkkkkkk**k** 5jze Mismatch Count Norm Total body
.............................................................. GTGCGTAGCTCGGGGAGCACACG « « ¢« v v e e v ettt e et et et e e et et et et e e et et e e e e e e e et e e et e ettt e ie ettt 230 1 3.00 3 0 2 0 1 0 0
.................................................................................................. TATTAATGCCCTCGATCCCCTCGC . « v v e e e e e e et e et et e et e e e et e e ea e e eaenaanaeaenaas 24 0 1 2.00 2 1 1 0 0 0 0
.................................................................. el YelofofeTele]es-NeloF-No7-Nol cl o] o2 PR B0 1 1.00 1 0 0 1 0 0 0
....................................................................................................................................... CAACCTTTCCGTGTAAGATCARACCC. « v vvvveneenennan 26 0 1 1.00 1 0 0 1 0 0 0
......................................................................................................................................... ACCTTTCCGTGTAAGATCARACCC. o v veeeenennen.. 24 0 1 1.00 1 1 0 0 0 0 0
.................................................................................................................................. CCCTCCAACCTTTCCGTGTA  « e v vt e e eeeeeeaeneenaenanaaa 20 0 1 1.00 1 0 1 0 0 0 0
.................................................................................................................................. CCCTCCAACCTTTCCGTGT « v vt e teeeeeeeeaeeeeneenenaan 190 1 1.00 1 0 0 0 0 1 0
.................................................................................................. TATTAATGCCCTCGATCCCCTCGCACAC . &« v e e e et e et et e te e e e e e eaeeaeeaeaeeaenaanaeaanaan 28 0 1 1.00 1 1 0 0 0 0 0
.............................................................. el felolehiy-Neloli o ele]et el elo)- Yol NN PP~ N ¢ 1 1.00 1 0 0 0 1 0 0
......................................................................................... ACCGAACTCTATTAATGCCCTCGATCCC + ¢« v e e et e e et e e e e e e e e e e e et e e ettt e et eenenae 280 1 1.00 1 1 0 0 0 0 0
.............................................................. GTGCGTAGCTCGGGGAGCAC . « « & e e e e e e e e e et e e et e et e e e et et e e e et e e e e e et e e e e et e e e e et ee e e e eee s eeaeaenaeaenaanaeaana 20 0 1 1.00 1 0 0 0 0 1 0
.............................................................. GTGCGTAGCTCGGGGAGCACAC « « + t e e e ettt et e et et e et e e et e e e e e et e e e e e e e e e e e e e et e e et e et et ettt 220 1 1.00 1 0 1 0 0 0 0
..................................................................................................... TAATGCCCTCGATCCCCTCGC M « v e e e e e e e ettt e e e te e e et e eee e etaenaeneaenaenanaan 2l 0 1 1.00 1 0 0 0 0 0 1
............................................................................................ GAACTCTATTAATGCCCTCGATCCCCT « v v v v vt e ee e e e e et et e e e e e et et ee e ie et eaeiaeneenenaea. 27 0 1 1.00 1 1 0 0 0 0 0
.............................................................. GTGCGTAGCTCGGGEGAGCACACGCTGA - - o e e s oo n e e oo e s tianoaaaa e acaaasoeaaaasetaaaacasoaaaaaeaoaaasoeacaaaataaaaaasoaaa-227 0 1 1.00 1 1 0 0 0 0 0
........................................................................................................ TGCCCTCGATCCCCTCGCACAC ¢ e e v e e e ee e e ta e e e e e eeeeneeaenneneeaenaeneeaanaa22 0 1 1.00 1 1 0 0 0 0 0
.............................................................. ehieleleliy-Nelolioleleleles-Ne! . RN PP . B 1 1.00 1 0 0 0 1 0 0
................................................................................ ACACGCCGAACCGAACTCTATTAATGCC ¢« e v e e e e e e ettt e e e ettt e e e et e eee et ee e eneeaanacaeaaeneeaanaan. 28 0 1 1.00 1 0 1 0 0 0 0
Anti-sense strand reads
V107 V108
TCGGCGGTTTGAGCTGCCACTAGGTGTGCTGTGGACCGTTACGTCACGTTCACGCATTGTTTCACGCATCGAGCCCCTCGTGTGCGGCTTGGCTTGAGATAATTACGGGAGCTAGGGGAGCGTGTGTCTAGGGAGGTTGGAAAGGCACATTCTAGT TTGGGCTTGGCTTGTGCGTCGT
Read # Hit Total male head
edkokdekkdok ok kk ok kk ok ko ko k ek ke k ek ke k (L (. (CCCCCe (((ennnn (Covevnn )) oo 1))DD)))) i L)) ) ) ) Kk kkkkkkkkkkkkkkkkkkhkkkkkkhkkkhkkhkkkkkkkkkkkkkkkkkkkkkk****k*** 5jze Mismatch Count Norm Total body
Show Alignment With Reads
Re-alignment of all predicted orthologs
‘SpeciesHCoordinate HID HAlignment ‘
droEre2|scaffold 4690:8587854= der 401 |AGCCGCCAAACTCGACGGTGATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA--~AAGTGCGTAGCTC ~========== G-=GGGAGCACA========—==-=——=-—---—---—- C6C--CGA--------- ACCGAACT e ATAATGC S Ce e e e IO G A IO OO0 e e IC6 S 0A - - CACAGATCCCTCCAACCTTTCC - - ~GTGTAAGATCARACCCGAACCGAACACGCAGCA
8588031 +
droYak3|x:16895111-16895288 + ldva 1456 |AGCCGCCAAACTCGACGGTEATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA--~AAGTGCGTAGCTC ~———---—— - c-ecaceal®--—---------------- - - - C6C—-CGA---—---—- ACCGRACTCEEEERERSS S e e e e e e e e e e Ieeeee e 06 e T On - - CACAGATCCCTCCARCCTTTCC - -~ GTGTAAGATCAAACCCGAACCGAACACGCAGCA)
ldrosec2|scaffold 8:576711-576895 + || |2accccclgaaliTcGACGGTATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA-—-AAGTGCGTACLYNC === ===—=—=== G-GGGAGCA-—-—-—--—-—-—- TGGAGCACCEEo/c/cREeler R ACCGAACTC c -\ 2 A--CACAGATCCCTCCAACCTTTCC---GTGTAAGATCAACCCGAACCGAACACGCAGCA
|drosim2|x:17364855-17365039 + ldsi 32460|accceecEaaliTcGACGGTRATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCCTACINNC-——————————~- G-GGGAGCAR-—------—--———- TGGAGCACCHEIcICHelcr N —— ACCGAACTC C =N A A--CACAGATCCCTCCAACCTTTCC---GTGTAAGATCAACCCGAACCGAACACGCAGCA)
|dm3 lchrx:18267185-18267369 + |ldme 425 |accceec@aacTceaceeT@AaTCCACACGACECCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCCTACINNC-—————————— G-GGGAGCARR-—------—--——-—- CGGAGCACCEENCIcICHC ey N — ACCGAACTC C a---A A A--CACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAGCCCGAACCGAACACGCAGCA)
droEugl|lscf7180000409528:449294= AGCCGCCAAACTCGACGGTIATCCACACGACACCIEIGCAATGCAGTGCARGTGCGTAACA- ~~AAGTGCGTAGCTC -~ == ======= A e cXE--chia---—----- ElcaaCTRESSSSSSSEESEE S ARG e G IO G A e eCe e e e i - HIACAGATCCCTCCAACCTTTCC - -~ GTGTAAGATCAAACCCGAACCGACACGCARCA
449472 +
droBialllscf7180000302432:991025- AGCCGCCEAACHMACGGTIATCCACACGACECCGGCAATGCAGTGCAAGTGCGTAACA-—-AAGTGCGTAGCTC———————————— I\-GeeaGeACE--—-————— - CGC--CGA--—-—-—-- Ect¥ancTc cic - c i— - c - -\ACcAGATCCCTCCARCCTTTCC---GTGEAAGATCAACCCGAACCGAACACGCAGCA
991196 -
droTakl|scf7180000415395:271880- AGCCGCCAACTCGACGGTHATCCACACGACACCEGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC-————————-—- I\-ceeaceac-------—----—- - ci\c--cea--—-—---- EcidcaacTc Gal B T AGETE-TA C T T N XL S 3 XTI \E ~. - - CACAGATCCCTCCAACCTTTCC---GTGEAAGATCAAACCCGAACCGARCACGCAGCA
272072 +
droElel|scf7180000491006:507673- AGCCGCCEAACTCGACGGTHATCCACACGACACCEGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC-——————————- c-RccacecacH
507853 +
droRhol|scf7180000779985:1003450- AGCCGCCEAACTCGACGGTHATCCACACGACHCCGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC———————————- I\-I\ccacclec
1003621 +
droFicl|scf7180000453829:1364555- AGCCGCCEAACTCGACGGTATCCACACGACECCGGCAATGCAGTGCAAGTGCGTARMA-—-AAGTGCGTAGCTC———————————- G-Glcacclcy
1364749 -
droKikl|scf7180000302696:1335662- acccalgclaacTcacGe AT CACACGACCGGCAATGCAGTGCAAGTGCGTARNA — -~ AAGTGCCTAGCTC-——————————- -cecacclecH AAGTTGGAGCCGAACGALICIFNACCA
1335841 +
droAna3|scaffold 13248:931379- AGcCGgclan A CGGTHATICACACGACRCIEGGCAATGCAGTICAAGTGCGTAACA---AAGTGCCTAGCTCY-———-—-—-—-I-I¥\cacciie
931586 -
QroBipl|scfl180000385920:35111- AT C OO AP C GG A TIC ACAC OO0 GCAA TGCAGEIC ARG TG CGTAACA - - - AAGTGCGTAGCT CUSEe == G CAC N e YNNI AT Ry R eT e e [ - T S AP GA TCCCTCCARNT TTCC - -GTGTANQATCARACCCGAACCGARCACHCARCA
35313 +
EEE |XL_group3a:228604-228785 + | |accci¥ecfdaacTcliaceeTeaTccacaccacA CNNGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTE AACGGGGCCAGCAGCCTC IR CACAGATCCCTCCAACHTTTCC--—IATGTAAGATCAAACCCGAACCGAACAHECAGCA)
|droPer2|lscaffold 39:508452-508633 - |accciXec@aacrcliaceereaTccacacilacAlci¥AGCAATGCAGTGCAAGTGCGTAACA- - -AAGTGCCTAGCTE AACGGGGCCAGCAGCCTC BlcacacaTcccTccaaclrrrec---ATGTAAGATCAAACCCGAACCGAACARECAGCA|
droWil2|scf2 1100000004515:1509862- aflcccleclarfirceaceereatiicacacilacicldccecaaTccaGTGCAAGTGCGTAANALNEA AGTGCCTANCEYY CTTTGATAATCCTGAATIACEAAACTGTTCCTCCCTACACAAAAGTTGTATCCCA-TTCOATGCTAAATCTTGTTTTCCATTTCTTETATT -—CACAGATCCCTCCAACHTTTCE---f\rGTaaGaTCAAACCCGAACCGARIACE CARCA
1510103 +
drovir3|scaffold 12970:3051811- acccalgcari¥dccaceeTaTccafiaceacC@NGCAATGCAGTGCAAGTGCGTAACA---AAGTGCCTACCN e — —
3051881 +
droMoj3|scaffold 6473:3887612- dmo 665 TCCCACACACACACACACACACAGAGTCAG TCGAATG i -pRicaGaTcccTccarTTTC---ATrGTAAGATCAAACCCGARCCGARACECAGCA
3887865 +
droGri2|scaffold 15081:801890- TEAACTACAAGCACATCGAGCA ATCGATTCCTATTGTTTTATATTATTATTGTTGTAGTTATTATTACTGTT I XI X —cldcacaTccecTecaa T TTCI- - - TGTAAGATCAAACCCGAACCGARNACCAGCA
802122 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:8587854-8588031
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:8587854-8588031
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_401.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:16895111-16895288
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1456.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:576711-576895
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:17364855-17365039
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32460.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:18267185-18267369
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_425.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409528:449294-449472
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302432:991025-991196
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415395:271880-272072
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491006:507673-507853
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779985:1003450-1003621
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453829:1364555-1364749
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302696:1335662-1335841
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13248:931379-931586
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395920:35111-35313
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group3a:228604-228785
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_39:508452-508633
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004515:1509862-1510103
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:3051811-3051881
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:3887612-3887865
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_665.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:801890-802122
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[View on UCSC Genome Browser {Cornell Mirror}]
der 1524 scaffold 4690:13329706-1332979() - |candidate-rescued | Canonical miRNA || intron
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Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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13329800 1 33.:?9?50 N 13329700 13329650 o | | I | | | X Q}Q %\e, = -
Genomic Position 19 20 21 22 23 24 & | | | I
Size Condition 13329800 13329750 13329700 13329650
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dere\GG17798-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M055
V108 M057 V060 GSM1528801
TTAAACTTTAGGAACTATGAGCGGGAACTTGTTCTGAAAGACCCAAACTTAGAGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTCAAGCATCGCTCGACTTCAGAGCCTCAACATTACGCCTAGAGAACGACAACAGCTTTAGATCAATGCGACCCCGCTTAGGAATCGGGAAATAG female
Read # Hit Total head embryo body head follicle
AR AR AR e R e L L N A N N N T O N € 1)) D)) )M INIMIII))) e hhkkkkhkhkkhkhkkhkhkhkkhkhkhkkkhkhkkhkkkkhkkkkkkkkkkkkkkkkkk**k*x*x|gsize Mismatch Count Norm Total cells
................................................................ TGGGACTCGTCTAGAACGAGTGGA  « ¢ v e e ettt et e e et ettt et e et e et e e et e e e e et e e et e et e e e e e ettt ettt et e 240 1 2.00 2 1 0 1 0 0
............................................................... ATGGGACTCGTCTAGARCGAGT - « ¢ e e e e e et e et te et et e e m e e te e e e e e e e e e et e ea e e e e n e e e ene e eeeaeneaaenenaeaeneaaenenneaea22 0 1 2.00 2 2 0 0 0 0
................................................................................................... CGCTCGACTTCAGAGCCTCARAC . « + e e e e et ettt et e e et et et e ettt e e et te ettt 22 0 1 1.00 1 0 1 0 0 0
.............................................................. GATGGGACTCGTCTAGARCGAGT « + ¢ e e et et ettt e e m e et e et et et e e e a e et e e a e e e et e e et e taeaeeeeneaeeaeneeeeneneeaeneeaenenneaea23 0 1 1.00 1 0 1 0 0 0
................................................................ TGGGACTCGTCTAGAACGAG TG . « ¢ vt ittt ettt ettt e e e et e e e e e e e e e e e et e e e e e e e e e 241 1 1.00 1 0 0 1 0 0
............................................................... ATGGGACTCGTCTAGARCGAGTG .« ¢« ¢ e e v vt e et teea e et e e m e et et et teea e et e et e ea e e e en e e ta e eeeneaeeeeneeeeneaeeaeneaaeneneeaea 23 0 1 1.00 1 0 0 0 1 0
............................................................... ATGGGACTCGTCTAGAACGAGE . « ¢ o ettt ettt ettt et et e et e et e et e et e e e et e e ettt e e ettt e e e e e e e e 221 1 1.00 1 1 0 0 0 0
................................................................ TGGGACTCGTCTAGRRACGA . « v v et ettt et ettt e e et e e et et e et e et et et e e e et e e e et e et e e ea e ta et eneteaeneeaenenaeneneeaea. 19 0 1 1.00 1 1 0 0 0 0
............................................................... ATGGGACTCGTCTAGARACGAG . « « ¢ e e e e vt ettt e ea e et e e m e et e e e e e et et e e e e e e e e e e ea e e taeneeeeneaaaaeneaaeneneeaeneanenenneaea2l 0 1 1.00 1 1 0 0 0 0
............................................................... ATGGGACTCGTCTAGAACGAGTGG « « ¢« e v v e e e e ettt e et et e ettt et e e et et e e et e et e e e e e et e et e e e et e e ettt et ettt e 240 1 1.00 1 0 0 1 0 0
Anti-sense strand reads
V040
AATTTGAAATCCTTGATACTCGCCCTTGAACAAGACTTTCTGGGTTTGAATCTCCACCATCACTACCCTGAGCAGATCTTGCTCACCTTTAAGT TCGTAGCGAGCTGAAGTCTCGGAGTTGTAATGCGGATCTCTTGCTGTTGTCGAAATCTAGTTACGCTGGGGCGAATCCTTAGCCCTTTATC
Read # Hit |Total embryo
Tkkkokdkdkkkokkokdkkhkkkokkkdkkhkkdkokkkdkhkkdkkdkhkrdkrdkkr (. CCCCC (O CCCe e e (e o e e e e NI D)) )Y IINIIMI))) e hkkkkkhkhkkhkhkhkhkkhkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkk*kkx**x gize Mismatch Count Norm Total
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droEre2|scaffold 4690:13329656- der 1524 |[TTAAA-CTTTAGGAA--—-- CTATGAGCGGGAACTTGTTCTGAAAGACCCA-—-—- AA---CTTAG-AGGTGGTAGTGATGGCACTCCTCTAGAACCAGTGGAAAT TC--AAGCATECCTCE-ACTTCACAGCCTCAACATTACGCC-TAGAGAAC-GACAAC-AGCTT-~TAGATCAATGCGACCCCGCTTAGG-A—--—ATCG-—--GGAAA-——-——-—- TA-G
13329840 -
ldrovak3|x:7836394-7836583 + ldva 1799 [rranS-I¥XrTAGRA A NNI N /ET A GCGGGAACTTGT TCTGARAGACCCA-———— AA---IMEAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATEECTCE-ACTTCAGAGCCTCARCAT TACGCC-TAGAGAAC-GACAAC-AGCTT--TAGATCAATGCGACCCCGCTTAGG-A--—-ATCG-—--[\cAAl--—-—--—- Tl8-G
droSec2|lscaffold 20:193495-193674 ||dse 1847 FTAA@TEAGEAA ————— claTiacceceancTTogrcTearacACCCY----- AA---BMEAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCECTCC-ACTTCAGAGCCTCAACAT TACGCC-TAGAGAAC-GACARC-AGET--TAGATCARTGCGACCCCGCTTAGG-A--—-AcG-—- -\ - -—-—---- --B-
+
ldrosim2|[x:12890273-12890452 + lasi 32459 [Fra ¥RTRAcRAA-——-- AT A GCGGGAACTTGETCTGARAGACCC-—--- AA---IMEAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC - -AAGCATEGCTCECACTTCACAGCCTCARCA T TACGCC-TAGAGAAC-GACAC-AGETT- - TAGATCAIWTGCGACCCCGCTTAGR-A--—-ANG-—-- [V - ——————- --B-]
|am3 lchrx:13553555-13553734 + |dme 424 |@rasf-Er@achan----- claTAGCGGGAACTTGETCTGARAGACCCH-—--- AA-—-RTERAG-AGGTGGTAGTGATGGGACTCGTCTAGAANGAGTGGAAATTCI-AAGCATEECTCEACTTCACAGCCTCARCA T TACGCC-TAGAGAAC-GACAC-AGETT--TAGATCAITGCGANCCCGCTTAGG-A--—-ACG-—- -\ - - ———-——- --B-]
droEugl|scf7180000408958:35928— G----B-----HIV R BT TRAGCGGGAACTTGTTCTGAAAGACCEA---—- ArNIN N G GG TGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC - - AAGCATEGCTCCEACTTCAGAGCCTCARCA T TACGCC-TAGAGAAC-GACAAC-AGCTT--TAGATCAATGCGACCCCGCTTAGGINE YA TCG-—- - [\cifin - - ———-——- Xe-G
36112 -
droBialllscf7180000302041:563677~ - - - -B- - - [Nl cIEEE CTETAGCGGGAACTTGTTCTGARAGACCCY----- Alg---ITAG-AGGTGGTAGTGATGEGACTCGTCTAGAACGAGTGGAALTTC - - EAGCHECECTCE-ACTTCAGAGCCTCAECAT TACGCC-TAGAGAAC-GACAC-AGCTT--TAGATCAATGCGACCCCGCTTAGG-[8----ATCE----GGEalg--—------ ccRa
563853 +
droTakl|lscf7180000414393:30814- T A - T AGGAA - ———— crlgrilacceeeaacTTeTTCTGAAAGACCA--— -~ Ald---lTIAG-AGGTGGTAGTGATGEGACTCCTCTAGAACGAGTGGAAATTC- - AAGCYTEECTCE-ACTTCACACCCTCARCA T TACGCC-TAGAGAAC-GACAAC-AGCTT--TAGATCAATGCGACCCCGCTTAGG-A-—--ATCG- - - - NS ETIS Xe T/elelc
31003 -
droElel|scf7180000491044:215068~ N - ¥\ raclaa---—- AT ATAGCGGGAACTTGTTCTGAAAGACCCH--—-- AA---IIT A G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAANT TC- - AAGCATIGCTCE=ACTTCAGACCCTCARCA TTACGCC-TAGEGAAC-GACAACHAGCTT -~ TAGATCAATGCGACCCCGCTTAGG-A—--—-ATCG-—--[AGAAR-—--—--—- BGRC]
215250 +
droRhol|lsc£7180000779510:38390~ T T AT TAGGAA-—-—- CTETAGCGGGAACTTGTTCTGAAAGACCCH-—--- AA--—-RTEAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGANT TIY- - AAGCATEEETCEACTTCACAGCCTCARCA T TACGCC-TAGAGAAC-GACAAC-AGCTT--TAGATCAATGCGACCCCGCTTAGG-A--—-ACG-—- - \cipl- - - -—---- iiGCE
38573 +
droFicl|lsc£7180000454073:1442993~ T - T TaGAn-—-—- CTHI\A GCGGGAACTTGTTCTGAAAGARCCA-—-- - AAR--BTRAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAANT TC - - AAGCATEECTCCEACTTCACAGCCTCARCA T TACGCC-TAGAGAAC/SGACAAC-AGCTT--TAGATCAATGCGACCCCGCTTAGG-A--—-ATCG-—--[\cppl8--—-—---- TARG
1443178 +
droKikl|lscf7180000302698:307804— i~ e — — — = = T2 GCGGGAACTTGTTCTGAAAGACCCALRINTIA A - - - TEAA G- AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGCALMT TEY- - AAGCATEECTCE-ACTICAGAGCCTCAACA TTACGCC-TAGAGAAC-GACAAC- AT T- - TAGATCAATGCGACCCCGCTTAGG-A-- —-[ETCI N C - — - —————- --B-
307975 -
droAna3|lscaffold 13334:472145- dan 4039 | et — — — A GCGGGAACTTGTTCTGAAAGAMCEAR - - Al - - -WTEA G- AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGALMT ThEy-[EAGCATCECTCE-ACTTCAGAGCCTCAACATTACGCCTAGAGAAINNGACAAC-AGCTT--TAGATCAATGCEANcCCGCTTAGG-A--—- AlgG—- —-ScAlde-—-—--—-—- cTe
472316 +
droBipl|lscf7180000396431:1081229- i Bt  — — — — . GCGGGAACTTGTTCTGAAAGARCCALN- 8- Alg- - - \A G- AGGTGGTAGTGATGEEACTCGTCTAGAACGAGTGCAANT THE - AAGCATIHECTCC-ACTTCACACGCCTCAACAT TACGCC-TAGAGARCIAGACAAC-AGC T THINTAGATCAA TGN CCCGCT TlEcG-[8- - — - A - — - ~iclr - -—-—---- --B-]
1081393 -
dp5 |XL_group3p:100247-100389 +|dps 110 | it EECISIeuiu — - - - i GGG GIAC T TG T THT GAAAGARCER - - - - - Afl- - - G-lEGlTGGTAGTGATGGGACTCGTCTAGAACGAGEGGAANT TC - - AACA THECTCE=ACTTCACAGCCTCARCA TTACGCC-TAGAGAAC -G EC-AGCTT- - TldG A AT GO CC O - B - - —— i ——————— - --§-]
droPer2|lscaffold 56:124053-124186 |[dpe 157 | e — — — — i i GGGHACT TG T TRTGAAAGARCEE - - - - - - --CFAG-fEclTGGTAGTGATGEEACTCGTCTAGAACGACEGGAANTTC- - AANCA THECTCE=ACTTCACACCCTCARCAT TACGCC-TAGAGAAC- G R EC - AGC T T- - TG A C A e b~~~ — -~~~ ——— - — === ——— --B-
d
drovir3jscaffold 12070:5360110=  |dvi 24642 | e~~~ ~ ettt ~ ~ ~ ~ ~ i~~~ im0 GGG TAGTGATGGGACTC YECTAGAACGAGTGGAA I TH - - AAGC A THG A A G A G O A A T A C G O T A G A G A A - e et~ ~ ettt ~ i~~~ ~ e~~~ ~ i~~~ =~~~ =
5369203 -
droMoj3|lscaffold 6473:4951753-  |dmo 3154 | e e~~~ ~ ettt ~ ~ ~ ~ ~ i~~~ miaialae it T AGTGATGGGACTCXECTAGAACGAGT GGARREN T - - HiA G C A THGC A A G A G O A A T T A C GO T A G A G A A - e e~ ~ et tetelettetalel o~~~ ~ et~ ~ ~ ~ e~~~ ==~~~ -3
4951833 -
droGri2|scaffold 15203:9467764=  |dgr 467 | e~~~ ~ et deteteletetetelete -~~~ ~ i~ ~ ~ il M C G T AGTGATGGGACTCLEICTAGAACGAGTGGAR T THERIA A GC A THECTCEEACTCAGAGCCTCAECA T TA CGC - T A G A G A e e e~ ~ Bt tetelettetalel i~~~ ~ e~~~ ~ e~~~ ==~~~ -3
9467849 +
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Genomic Position
Hairpin partition -e- Sense - Antisense Mature Star
Hairpin partition Mature Star
er_1518_annot [-14.3]
Show Alternate Folds
Flybase annnotation
rRNA [Dere\5.8STRNA:GG25461-RA]
No Repeatable elements found
mature star
1. scaffold 667:593-614 + 1. der 1518 scaffold 944:934-955 +
2. der 1518 scaffold 944:901-922 +|| 2. scaffold 946:831-852 +
3. scaffold 946:798-819 + 3. scaffold 948:789-810 +
4. scaffold 948:756-777 + 4. scaffold 994:326-347 +
5. scaffold 994:293-314 + 5. scaffold 1034:464-485 +
6. scaffold 1034:431-452 + 6. scaffold 1146:573-594 +
7. scaffold 1146:540-561+ 7. scaffold 1148:526-547 +
8. scaffold 1148:493-514 + 8. scaffold 1155:2905-2926 +
9. scaffold 1150:759-780 + 9. scaffold 1677:858-879 +
10. scaffold 1155:22872-2893 + 10. scaffold 2144:86-107 +
11. scaffold 2018:332-353 + 11. scaffold 2999:3724-3745 +
12. scaffold 2144:53-74 + 12. scaffold 3844:931-952 +
13. scaffold 3065:2516-2537 + 13. scaffold 4091:44-65 +
14. scaffold 3613:357-378 + 14. scaffold 4652:322-343 +
15. scaffold 3844:898-919 + 15. scaffold 4752:34037-34058 +
16. scaffold 4652:289-310 + 16. der 16 scaffold 4758:38426-38447 +
17. scaffold 4682:143-164 + 17. scaffold 4835:650-671 +
18. scaffold 4752:34004-34025 + 18. scaffold 4858:122389-122410 +
19. scaffold 4835:617-638 + 19. scaffold 4858:137924-137945 +
20. scaffold 4858:122356-122377 + 20. scaffold 4925:1093-1114 +
21. scaffold 1677:825-846 + 21. scaffold 3613:390-411 +
22. scaffold 2999:3691-3712 +
23. scaffold 4858:137891-137912 +
24. scaffold 711:1032-1053 -
25. scaffold 941:415-436 -
26. scaffold 942:225-246 -
27. scaffold 945:523-544 -
28. scaffold 947:465-486 -
29. scaffold 1124:444-465 -
30. scaffold 1133:410-431 -
31. scaffold 1139:1091-1112 -
32. scaffold 1145:638-659 -
33. scaffold 1147:325-346 -
34. scaffold 1149:432-453 -
35. scaffold 1168:600-621 -
36. scaffold 1226:370-391 -
37. scaffold 3385:447-468 -
38. scaffold 3863:264-285 -
39. scaffold 4298:791-812 -
40. scaffold 4723:10553-10574 -
41. scaffold 4752:30876-30897 -
42. scaffold 4769:54639-54660 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads
MO055
GSM1528801 v107 Vv108 M057 V040 V060
ATATGATACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTATATAAAAATGAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG female
Read # Hit |Total body follicle |male head embryo embryo head
******************************************************(( ............... (((((((((((((. (((((((( ...... )))))))) . .)))))) .))))))) .............. ))************************************************************ Size Mismatch Count Norm Total cells body
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCT .. vt v v v v v .. 26 0 20 1006.9020138 0 8288 0 5661 4196 1634 359
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v v 27 0 20 692.45 13849 9073 0 0 1289 3167 215 105
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCG. v v v v v v v v v e 23 0 20 354.60 7092 O 2928 2846 1136 25 157 0
..................................................................... AT T GA A GG A AT TG AT AT AT G . vt i v e e e e e e e e e e e e e e e e e et e e o e e o e e e o e e o e e o e e o e et e e o e e o ae o as o ae e oe e eeeeeeeaeeaeeaeeenseeneeeeeneeeneeeeeennenneens 22 0 20 330.95 6619 992 0 0 4618 248 761 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGC . . v v vt v v v v v a 25 0 20 270.40 5408 928 2103 1948 0 292 101 36
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGG . v v v v v v v v v e .. 24 0 20 258.90 5178 464 4152 0 485 31 0 46
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTC . v v v vt e v v e e e e e 22 0 20 215.50 4310 1142 665 1753 642 O 108 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCA. .t v vt v vt v et e e e e 19 0 20 201.10 4022 807 1009 1646 460 O 37 63
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTC. ... 22 0 20 160.95 3219 2858 0 128 206 O 11 16
................................................................................................................................................................. AACTCTAAGCGGTGGATCACT . v v v v v v v vt e v e w21 0 20 155.15 3103 941 0 1535 520 70 37 0
..................................................................... N N O N AN I N N N 2 0 20 139.40 2788 O 0 2409 0 0 245 134
................................................................................................................................................................. AACTCTAAGCGGTGGATCAC. ¢ v v v v vt v vt e e 20 0 20 130.55 2611 1065 392 735 337 32 8 42
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCT . v v v v v v v v v 27 0 20 129.95 2599 1098 501 0 458 409 116 17
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCA. ... ...... 28 0 20 129.50 2590 1637 0 880 44 0 15 14
................................................................................................................................................................. AACTCTAAGCGGTGGATC . v v v v vt vt vt v v e v e 18 0 20 98.05 1961 1250 0 537 0 98 0 76
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATG. .. ..... 30 0 20 90.80 1816 O 1816 0 0 0 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCG. .. 23 0 20 81.85 1637 1492 62 80 0 3 0 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTC.... 20 0 20 67.25 1345 1274 0 14 38 19 0
....................................................................... Tl G AR GG A A T T GA T A T AT Gl C A . & i i i e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e et e et et e et e e eeeeeeeeeeaeeannaanaenas 22 0 20 62.85 1257 235 0 876 O 102 44
..................................................................... AT T GA A GG A AT TG A T AT AT Gl C s i v i it i e e e e e e e et e e e e e e e e e et e et e e et e et e e et e et et e e e e et et et et e e et eeeeaeeeeeeeeeeeeeeeeeeaeeaneaneaas 23 0 20 58.60 1172 390 486 O 253 0 43
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTC. ... 23 0 20 57.30 1146 1011 74 37 11 7 6
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 55.35 1107 178 914 0 15 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCG. .. 22 0 20 54.75 1095 934 0 104 22 0 32 3
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGAT. 25 0 20 54.40 1088 977 0 25 67 7 8 4
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGG. .. .... 31 0 20 54.15 1083 0 1083 0 0 0 0 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTC.... 19 0 20 53.05 1061 907 0 89 0 40 25 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTCG. .. 21 0 20 45.35 907 755 0 105 21 4 20 2
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 42.95 859 0 851 7 0 1 0 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTCGAT. 23 0 20 41.90 838 563 0 131 O 11 133 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGG....... 19 0 20 41.45 829 800 20 0 0 0 7 2
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCAT . .. ... ... 25 0 20 36.65 733 21 701 8 3 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGTC. ... 27 0 20 30.25 605 375 189 21 18 0 0 2
....................................................................... T T G A A GG A AT T GA T AT AT Gl C s i vt e e e et e e et e e e et et et e e e e oo ae oo aeoe o s oe o et oo s osasaseessesesesesseseseseseeasaessesenesensesesesenasesasas 21 0 20 30.15 603 184 0 385 0 0 0 34
................................................................................................................................................................ AAACTCTAAGCGGTGGAT . v v v v e v e et vt vt e e 18 0 20 29.75 595 167 341 0 74 5 0 8
.................................................................... T A T T G A A G G A A T T G A T A T AT Gt v v v e e e e e e e et et et et e e o e oo oo oo oe o e o et et et et oo s aeneaeeeeeeseeeeeesesoesesaeeeasesesenseeeeeesesosesnseeaneneness 22 0 20 29.70 594 46 0 210 331 7 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGATG 26 0 20 28.40 568 538 16 0 12 0 2 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 27.10 542 362 124 26 0 0 30 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCT .. ... ... .... 24 0 20 26.25 525 169 229 77 13 0 36 1
................................................................................................................................................................ AAACTCTAAGCGGTGGATC .. v v v vt vt v e vt e e e e 19 0 20 26.15 523 0 350 111 41 11 0 10
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTC. ... 26 0 20 25.60 512 512 0 0 0 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGG....... 18 0 20 24.35 487 440 0 2 43 0 0 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGT..... 23 0 20 24.00 480 424 0 52 0 0 1 3
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGAT. 24 0 20 23.40 468 0 149 93 0 24 200 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGG....... 21 0 20 22.15 443 443 0 0 0 0 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTCG. .. 27 0 20 21.00 420 249 111 53 7 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGC. .. vt v v v. .. 26 0 20 18.25 365 97 165 0 66 30 5 2
................................................................................................................................................................................ ATCACTCGGCTCATGGGT..... 18 0 20 17.75 355 337 0 14 0 0 4 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v ... 28 0 20 17.00 340 0 0 308 17 0 11 4
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGAT. 22 0 20 16.90 338 316 0 15 0 7 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGG...... 19 0 20 16.70 334 304 0 6 21 2 1 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGA.. 23 0 20 16.65 333 307 0 19 5 2 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCT .. .o v v v v oo .. 28 0 20 15.10 302 163 58 0 4 77 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGG. .. ... 24 0 20 15.10 302 129 173 0 0 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCAT. ... ..... 29 0 20 14.45 289 289 0 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCG. v v v vt vt v v e 24 0 20 14.35 287 0 0 185 89 4 6 3
..................................................................... B N U N N AL 0 20 14.25 285 117 0 88 71 5 4 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 14.20 284 0 284 0 0 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGATG 25 0 20 13.70 274 265 0 0 0 2 7 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCT . . v v v v v v e .. 25 0 20 12.95 259 0 0 214 28 0 15 2
....................................................................... Tl GARAGGA A T T GA T A T AT G C t o i i i it e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e et et et e teeeeeeeeeeeeeaaeaeeaneannaenaaaas 20 0 20 12.90 258 0 0 0 235 13 0 10
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTC. v vt v v v v v .. 23 0 20 12.60 252 0 248 0 2 0 2 0
............................................................................................................................................................................... GATCACTCGGCTCATGGG...... 18 0 20 12.55 251 248 0 2 0 0 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTC. ... 25 0 20 12.35 247 245 0 0 0 1 1 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTC . v v v v e v et e e e e 23 0 20 11.20 224 0 124 63 0 26 11 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCG. .. 24 0 20 11.05 221 0 27 136 48 0 7 3
................................................................................................................................................................. AACTCTAAGCGGTGGATCACI................. 21 1 20 10.85 217 96 0 119 O 2 0 0
.................................................................................................................................................................................. CACTCGGCTCATGGGTCGAT. 20 0 20 10.60 212 163 12 13 3 13 7 1
................................................................................................................................................................. AACTCTAAGCGGTGG. ¢ v vt vt e v vt v et ee e 15 0 20 10.55 211 0 211 0 0 0 0 0
...................................................................... AT T GA A GG A A T T GA T AT AT G C s v v v e e e e e e e e e o e e o e e e e e e e et e et e e ot et e e e o e e o e e o a e oo et ae o ae o ae s oe e oeeeeeeneeneeeneeneeneeeeeeeeeneeneenneaneanas 21 0 20 10.45 209 85 0 68 0 0 56 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGG. . ..... 24 0 20 9.95 199 199 0 0 0 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGA. .t v v ittt it i ve e eeee.. 16 0 20 9.80 196 0 196 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTCA. . ... ... .. 29 0 20 9.50 190 28 159 0 0 3 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGAT .+ ¢ v v e et e e i e i e 22 0 20 8.85 177 48 52 72 0 0 5 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCGATG 27 0 20 8.45 169 135 23 7 0 0 3 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGGTC. . 28 0 20 8.45 169 0 148 0 0 19 2 0
...................................................................... AT T GA A G G A A T T GA T AT AT Gl C s v v v e e e e e e e et et et e et et et e st e o e oo oo o e oe oe o et et et a o s asaeseeeeeeseneeeeseseseeesaeaeesesesenseeesesesasnsases 22 0 20 8.00 160 48 0 0 66 40 0 6
......................................................................................................................................................................... GCGGTGGATCACTCGGCTC. . v v v v v v oo 19 0 20 8.00 160 131 0 10 3 15 0 1
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCI.......... 28 1 20 8.00 160 95 17 48 0 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGG. ... ... 25 0 20 7.85 157 132 25 0 0 0 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTC. . 24 0 20 7.85 157 0 93 0 18 33 11 2
................................................................................................................................................................................. TCACTCGGCTCATGGGTCG. 19 0 20 7.80 156 117 0 13 5 1 20 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCA. . o vt it e i e e e 20 0 20 7.65 153 74 0 58 20 1 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTC. . 21 0 20 7.45 149 0 0 0 64 28 47 10
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCT .. v vt v v v v .. 22 0 20 7.45 149 89 0 59 0 0 0 1
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCT . . v v v v v v v v o 23 0 20 7.30 146 55 44 41 5 0 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGG. . .. ... 22 0 20 7.15 143 90 50 0 2 1 0 0
...................................................................... AT T G A A GG A A T T GA T AT AT Gt v v e e e e e e e et e o e o e o e o e a o s o s aeoeaeaeneeeeeeeseseseseseseensaseeeeessesesesesesesasasasesesesssseseneseneeasas 20 0 20 7.05 141 63 0 43 35 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTC . v v v v vt v v e e e 21 0 20 6.95 139 93 6 31 0 9 0 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGA 21 0 20 6.75 135 109 0 0 12 0 10 4
...................................................................................................................................................................... TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 6.75 135 14 121 0 0 0 0 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATG. . ...... 19 0 20 6.70 134 94 10 23 6 1 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATG........ 18 0 20 6.45 129 101 7 0 18 0 3 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTC. ... v v oo 25 0 20 6.25 125 101 0 15 3 0 4 2
........................................................................ TG ARG G A A T T G A T A T AT Gl C A s & i i i et et e e e et et et e e e et e o e aeoa oot o et et oo s oo aeaeeeeseneeeesesesesesaseeaseseseseesesesesasesasaenneneness 21 0 20 6.15 123 43 0 74 0 0 0 6
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATG. . v v v .. 23 0 20 6.15 123 99 24 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACT . v v v v vt e et e v e e 22 0 20 6.10 122 84 0 0 24 12 2 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACT s v v v et et e e e e 25 0 20 6.05 121 13 103 0 3 2 0 0
.................................................................... T AT T GAAGGA A T T G A T AT AT GC s v it e e e e e e e et et et et e e o e oo o e oo o e o e o et et et et et o e o e oo oo oo oeoe oo te et aeasaseenseeeeensenseeeneeeesesasaensaneeess 23 0 20 5.90 118 43 0 0 0 19 51 5
....................................................................... B O U N At N N N N ° 0 20 5.85 117 0 0 64 52 1 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCATG. .. ..... 26 0 20 5.85 117 42 65 8 0 0 2 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGC. v v v v v v e 24 0 20 5.80 116 71 19 18 5 0 3 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCT ... v v v v e .. 19 0 20 5.80 116 104 0 0 4 8 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATC . v v v v v et et et eneeaas 23 0 20 5.75 115 23 65 16 6 5 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTCAT. .. ...... 30 0 20 5.75 115 0 115 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACT . v v v v v v v v e eee.. 20 0 20 5.75 115 89 0 0 20 5 1 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGAT . v v vt i it e e i ee e e 19 0 20 5.50 110 59 42 0 0 3 6 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGA 24 0 20 5.40 108 0 93 0 0 0 13 2
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGGG. .. ... 32 0 20 5.40 108 0 108 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGA 27 0 20 5.35 107 62 41 4 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCG . v v v v v v vt e e e en. 22 0 20 5.35 107 42 0 55 8 0 2 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCATGGGTC. . 31 0 20 5.30 106 0 106 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGG. ¢ v v v v v v v v e 23 0 20 5.30 106 39 55 11 1 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCAT. ..o v v ... 28 0 20 5.20 104 42 52 g 0 3 0 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCGGCT. . v v v v v v v v v . 29 0 20 5.15 103 39 36 0 0 28 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTC . v v v v v vt v e e ee.. 18 0 20 4.95 99 19 67 1 0 12 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGG. v v v vt e v e ve... 20 0 20 4.95 99 15 56 16 3 4 5 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCI............27 1 20 4.80 96 0 0 0 0 96 0 0
................................................................................................................................................................... CTCTAAGCGGTGGAT . v v et et e et e e e e eeee. 15 0 20 4.75 95 0 95 0 0 0 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCGATG 28 0 20 4.65 93 88 0 0 0 5 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTC . v v v vt vt v e eeee.. 20 0 20 4.65 93 30 8 19 0 21 14 1
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGGGT.. ... 33 0 20 4.55 91 0 91 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCG 26 0 20 4.55 91 81 3 7 0 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGTCG 28 0 20 4.50 90 81 0 6 0 3 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCGG. v v v v v v v e v e 29 0 20 4.50 90 1 85 4 0 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGC. . v v v v v e 21 0 20 4.45 89 25 34 0 0 20 9 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCT. . v v v v v e .. 20 0 20 4.30 86 86 0 0 0 0 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATC. ¢ v vt vt e v v e e e 20 0 20 4.25 85 0 65 10 10 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCAC . v v v e v v e e v e v e 21 0 20 4.20 84 59 2 0 19 3 1 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCAC .. v v v v v v vt v e e e e e 19 0 20 4.20 84 67 0 14 0 1 1 1
................................................................................................................................................................... CTCTAAGCGGTGGATCACT . v v v v v vt v v v e e e e 19 0 20 4.10 82 43 0 24 0 3 9 3
...................................................................................................................................................................... TAAGCGGTGGATCACTCGGCTCATGG. .. .... 26 0 20 4.10 82 50 27 1 4 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCATGGGTCG 31 0 20 4.00 80 0 80 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCAT......... 20 0 20 4.00 80 0 78 0 2 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCG. ¢ v vt v v v v v e 19 0 20 4.00 80 15 0 46 19 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTC. v v v v v v e 21 0 20 4.00 80 56 1 4 1 18 0 0
..................................................................... AT TG A A GG A A T TG A T AT AT Gl C A L i i i it e e e e e et et et et e e o e oo o e o e o e o e o e o et et et oo s oo oo aeeeeeeseeeeeeseseeeseseeaseeeeeseseeensesenesenasesases 24 0 20 4.00 80 0 3 36 35 2 4 0
...................................................................................................... B N L R 0 2 0 20 3.95 79 68 0 0 8 3 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCATG. . v ... .. 28 0 20 3.95 79 0 78 0 0 1 0 0
...................................................................................................... B N O 0 2 0 20 3.95 79 67 1 0 0 10 1 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCG. ¢ v vt e vt eeee... 26 0 20 3.90 78 8 40 22 8 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTC. . ... ...... 18 0 20 3.85 77 0 77 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGG. v v v v v e v v v v 25 0 20 3.85 77 0 0 57 20 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCAI. coocooooo |29 1 20 3.80 76 0 76 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGG. . .... 23 0 20 3.80 76 0 76 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGAT. 28 0 20 3.80 76 34 40 2 0 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCG . v v v v v v v e e e 27 0 20 3.75 75 5 42 21 7 0 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTCGA.. 28 0 20 3.70 74 70 0 3 0 1 0 0
..................................................................... AT TG A A GG A A T T G A T A T A s & i o e e e e e e e e e e e e e e e e o e o e oo oo oo ae oo oo s osesosesaseeaeaeeeeeseeesesesosesaeoeaseeeeeeeeeeseseseseeaseenseseaeaeasslO 0 20 3.65 73 0 0 47 24 0 1 1
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGT..... 21 0 20 3.60 72 0 0 0 65 0 0 7
........................................................................................................................................................................... GGTGGATCACTCGGCTCAT......... 19 0 20 3.50 70 52 0 0 0 4 14 0
........................................................................................................................................................................... GGTGGATCACTCGGCT . ... ..o v.... 16 0 20 3.50 70 0 70 0 0 0 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v v v 29 0 20 3.45 69 19 0 0 0 49 0 1
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCAT......... 21 0 20 3.45 69 64 0 4 0 1 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTC . v v v i v v v eaes 271 0 20 3.40 68 10 53 0 0 5 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCATGG. ...... 30 0 20 3.35 67 0 67 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCATGGG. .. ... 31 0 20 3.25 65 0 65 0 0 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGC. v v v v v v e ... 18 0 20 3.25 65 45 14 0 0 6 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGC . v v v v v v v v v e w27 0 20 3.20 64 19 14 27 0 4 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGG . ¢ v v v v e v v e ewe. 22 0 20 3.20 64 0 58 0 3 0 3 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCGAT. 26 0 20 3.15 63 0 0 42 0 10 11 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGC . v v v v e v v e e e e 22 0 20 3.05 61 0 35 14 8 4 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGT..... 20 0 20 3.00 60 0 0 0 49 3 3 5
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTC. . v v v o.. 26 0 20 3.00 60 0 57 0 0 0 3 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCAT ... ... ... 22 0 20 2.90 58 55 0 3 0 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCGG . v v v v v v e e... 28 0 20 2.90 58 6 45 6 1 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGGT. . ... 27 0 20 2.90 58 58 0 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATG. . ... ... 21 0 20 2.85 57 477 8 0 0 0 2 0
.................................................................................................................................................................................... CTCGGCTCATGGGTCGATG 19 0 20 2.85 57 56 0 0 1 0 0 0
..................................................................... TATTGAAGGAATTGATATATGCI...........................................................................................................23 1 20 2.85 57 20 0 0 23 2 11 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGC . v v v v v v v v v v 19 0 20 2.80 56 23 0 17 1 8 7 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCG. .. 20 0 20 2.75 55 0 0 37 14 2 0 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCG. .. 25 0 20 2.75 55 53 0 2 0 0 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCA. ... ... ... 26 0 20 2.70 54 44 0 10 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGG. ¢ v vt v vt v vt vviee e e 20 0 20 2.65 53 20 0 0 26 0 3 4
............................................................................................................................................................. ATAAAACTCTAAGCGGTGG. o v v v vt v vt e et ee e ee e 19 0 20 2.65 53 9 12 11 20 0 1 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACT .« v v v v vt v v v e v e 26 0 20 2.60 52 29 0 15 7 1 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGG . v v e v v v e v e... 26 0 20 2.60 52 0 36 8 7 1 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGAT .+ vt it et e et et e e e 21 0 20 2.50 50 28 15 0 3 1 3 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTC. . v v v v v v ... 24 0 20 2.50 50 0 34 0 1 10 5 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGG. v . v ... 23 0 20 2.50 50 0 47 1 0 2 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCA. ... ...... 18 0 20 2.50 50 29 0 0 13 0 7 1
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGATG 23 0 20 2.40 48 0 44 4 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCG. v v v e vt eeeen... 20 0 20 2.40 48 4 16 25 3 0 0 0
................................................................... T T AT TG A A GG A A T TG A T A T AT G C s v v v v e v e e e e e e e et e o e oo ae e e eesoeesosesaseeaeaeeeeeeeeeseeesesesasoeeneaeeeeeeeeeeeseeenoenasoeeneosoneeeeneeeeeans 24 0 20 2.40 48 9 0 15 24 0 0 0
........................ F N O 10 N €N @ 2N L 1O 7N C 1 e 0 20 2.40 48 0 0 2 15 31 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCA. .t vt i v vt ee e ee e 15 0 20 2.35 47 0 47 0 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGG. v v v v v e v e v 21 0 20 2.35 47 0 43 4 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCA. . ... ..... 25 0 20 2.35 47 14 33 0 0 0 0 0
.................................................................... T A T T G AR G G A A T T G A T A T AT s o i v e e e e e e e e e e et et o e e s o e oo oo oo aeaeeeeesesesesesaseeasaeeeeseeeeseeeseseseseeasaeeseseesesesesesesasaensaeeeess 21 0 20 2.30 46 22 0 21 0 2 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCT . .. v v v v v v o 17 0 20 2.30 46 0 46 0 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCGGC. . v v v v v v v o .. 30 0 20 2.30 46 0 46 0 0 0 0 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGAT . . v v v v vt v v i v e e e 20 0 20 2.25 45 23 0 15 0 2 4 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGG...... 26 0 20 2.25 45 0 45 0 0 0 0 0
.................................................................... T AT T GA A GG A A T T G A T A T AT Gl C 4 v v e e e e e e e e e et et et et et o e oo oo oo oo oo oa o e e s esesesesasesasaeaseseesssesesesesoesesesasnsesesssenseseseseseeess 24 0 20 2.25 45 14 0 7 4 17 3 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCG. . v v vt v v v v v .. 28 0 20 2.20 44 5 0 32 7 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCA . . vt it vt et e eeeees. 23 0 20 2.20 44 9 25 10 0 0 0 0
..................................................................... AT TG A A GG A A T T GA T AT AT Gl C A G . & v e vt et et et et e et et et e o e o e o et et et et o s as oo aeaeeeeseneeeesesesosesaeseeseseseneesesesesasasasasaneneneneessl2b 0 20 2.15 43 38 0 5 0 0 0 0
.................................................................... B R N T N L 2 0} 0 20 2.15 43 15 0 0 25 0 3 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCGGC. v v v v v v v e v 28 0 20 2.15 43 27 0 13 1 1 0 1
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTC. v v v v v v v e 20 0 20 2.10 42 0 35 5 0 0 2 0
.................................................................................................................................................................................. CACTCGGCTCATGGGTCGA.. 19 0 20 2.05 41 0 0 21 18 2 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCAC. ¢ v v v v vt vt v e e e e 25 0 20 2.00 40 16 14 0 9 0 1 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCAT ... ...... 26 0 20 2.00 40 0 40 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCA . & v v vt et e e e 18 0 20 2.00 40 0 3 12 23 1 0 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCA. . . ..o o ... 22 0 20 1.90 38 32 0 6 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCA. v v vt ittt et ee e 24 0 20 1.90 38 14 0 24 0 0 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCATGGG...... 30 0 20 1.90 38 0 38 0 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCA. ¢ v vt it e it ee e 16 0 20 1.85 37 0 37 0 0 0 0 0
.................................................................. AT T T AT TG A A GG A A T T GA T AT AT G C e v v v e e e e e et e o et e o e o e e e e s o s o s oeosaeneaeeeeeeeeeeeseseseeeeasaeasaseseseeseseseseseenseensasessssesaseneeasas 2D 0 20 1.85 37 5 0 7 19 3 3 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACT . . v v v v e v v v v e ... 18 0 20 1.85 37 4 33 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGATG 29 0 20 1.85 37 1 36 0 0 0 0 0
................................................................................................................................................................................. TCACTCGGCTCATGGGTCGA. . 20 0 20 1.80 36 23 0 4 7 2 0 0
..................................................................... TATTGAAGGAATTGATATATGCCI..........................................................................................................24 1 20 1.80 36 0 0 31 0 0 4 1
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCA. . v v v v v v 277 0 20 1.80 36 0 0 36 0 0 0 0
..................................................................... TATTGAAGGAATTGATATATGI............................................................................................................22 1 20 1.75 35 7 0 5 21 0 0 2
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGT..... 22 0 20 1.75 35 0 0 34 0 0 0 1
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACT . v v v v v e v e v e e e 24 0 20 1.75 35 15 10 5 5 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTC . v v v v e v v v e ew.n. 19 0 20 1.75 35 8 12 0 5 6 4 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCGGC . v v v v v v v e e 29 0 20 1.75 35 4 25 5 0 1 0 0
Anti-sense strand reads
GSM1528801
TATACTATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTGTTTTAACTGTAATATATTTTTACTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC
Read # Hit Total follicle
de ok e ok ok e ok ek ok e sk ok e sk ok ok sk ke ok ek ok sk ke ok sk ok ke sk ke ok ek ke sk ke sk ek ko (L L L L L COCCCCCCCECCC. CeeeeCCe ... NI INII)) I ) e ) ) kkdkkdkokdkkdkkdkkhkokhkkkdkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkk***x 5jze Mismatch Count Norm Total cells
................................................................................................................................................................................... TGAGCCGAGTACCCAGCT.. 18 0 20 0.05 1 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroEre2|scaffold 944:832-1030 +|lder 1518/ATATGATA-CATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATAC-ATTIATTGAAGGAATTGATATATGCCAGTAAAATGCECTATIF T TAATTTCT T TCARTAAAAACAAAATTGACATT-——AT—————————~— ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGATCACTCGGCT CAT GGG T C G AT G = == — = = — = = = — = = = — = = o - |

ldrovak3|v2_chrun 252:158-356 - |

scaffold 3158:1078-1276

droSec2|scaffold 2429:1737-1935
[arosim2]node 61490:1-129 + st 506 | ettt T T T 2.G G TATAAAAATAR- ATTTATTGAAGCAATTGATATATGCCAGTAAAATGCICTATT I T AST IECHTTCARTAAAAACAAATTGACATT -~ ~AT-———————=~- D e T O e e — — —— — ——— — — — —— — — —— — — — |
dm3 chrUextra:3125439- =
3125637 -
droEugl|sc£f7180000405611:4339-
4389 -
droBialllsc£7180000299694:345-
544 +
droTakl|sc£7180000413686:825-
1038 -
droRholl[sc£7180000764814:196-
395 +
droFicl|[sc£7180000448638:2209-
2408 -
droAna3

droBip1|scf7180000392609:4221-
dp5 Sikfown_group 34:5278- |dps 4  |ATATGETAREATAREGHT TATATIAAACTAAGACATTTCGCARNCATTRTTTTAGGRATAAAARTAINNA T TTATTGAAGGAATTGATATATGCCAGTAAAAT GGEGTATT I TAATTTCTITCAATAAAEACANARYTGACAINRENAT -~ ———————— R aga A AN AT TRTA AR CTC T AAGCGGTGGAT CACT CGGC T CA T GGG T C G T G = = = = = = = = = = = = = =
5480 +
droPer2|scaffold 433:2465-2663
droWil2|scf2 1100000001109:349-
548 -

ldrovir3|scaffold 1702:709-907 |
ldroMoj3|lscaffold 4750:788-986 |
ldroGriz|scaffold 661:773-972 - |
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:832-1030
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_667:593-614
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1518.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:901-922
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_946:798-819
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_948:756-777
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_994:293-314
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1034:431-452
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1146:540-561
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1148:493-514
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1150:759-780
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1155:2872-2893
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2018:332-353
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2144:53-74
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3065:2516-2537
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3613:357-378
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3844:898-919
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4652:289-310
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4682:143-164
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4752:34004-34025
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4835:617-638
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4858:122356-122377
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1677:825-846
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2999:3691-3712
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4858:137891-137912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_711:1032-1053
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ATATGATACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTATATAAAAATGAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG female
Read # Hit |Total body follicle |male head embryo embryo head
******************************************************(( ............... (((((((((((((. (((((((( ...... )))))))) . .)))))) .))))))) .............. ))************************************************************ Size Mismatch Count Norm Total cells body
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCT .. vt v v v v v .. 26 0 20 1006.9020138 0 8288 0 5661 4196 1634 359
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v v 27 0 20 692.45 13849 9073 0 0 1289 3167 215 105
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCG. v v v v v v v v v e 23 0 20 354.60 7092 O 2928 2846 1136 25 157 0
..................................................................... AT T GA A GG A AT TG AT AT AT G . vt i v e e e e e e e e e e e e e e e e e et e e o e e o e e e o e e o e e o e e o e et e e o e e o ae o as o ae e oe e eeeeeeeaeeaeeaeeenseeneeeeeneeeneeeeeennenneens 22 0 20 330.95 6619 992 0 0 4618 248 761 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGC . . v v vt v v v v v a 25 0 20 270.40 5408 928 2103 1948 0 292 101 36
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGG . v v v v v v v v v e .. 24 0 20 258.90 5178 464 4152 0 485 31 0 46
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTC . v v v vt e v v e e e e e 22 0 20 215.50 4310 1142 665 1753 642 O 108 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCA. .t v vt v vt v et e e e e 19 0 20 201.10 4022 807 1009 1646 460 O 37 63
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTC. ... 22 0 20 160.95 3219 2858 0 128 206 O 11 16
................................................................................................................................................................. AACTCTAAGCGGTGGATCACT . v v v v v v v vt e v e w21 0 20 155.15 3103 941 0 1535 520 70 37 0
..................................................................... N N O N AN I N N N 2 0 20 139.40 2788 O 0 2409 0 0 245 134
................................................................................................................................................................. AACTCTAAGCGGTGGATCAC. ¢ v v v v vt v vt e e 20 0 20 130.55 2611 1065 392 735 337 32 8 42
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCT . v v v v v v v v v 27 0 20 129.95 2599 1098 501 0 458 409 116 17
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCA. ... ...... 28 0 20 129.50 2590 1637 0 880 44 0 15 14
................................................................................................................................................................. AACTCTAAGCGGTGGATC . v v v v vt vt vt v v e v e 18 0 20 98.05 1961 1250 0 537 0 98 0 76
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATG. .. ..... 30 0 20 90.80 1816 O 1816 0 0 0 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCG. .. 23 0 20 81.85 1637 1492 62 80 0 3 0 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTC.... 20 0 20 67.25 1345 1274 0 14 38 19 0
....................................................................... Tl G AR GG A A T T GA T A T AT Gl C A . & i i i e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e et e et et e et e e eeeeeeeeeeaeeannaanaenas 22 0 20 62.85 1257 235 0 876 O 102 44
..................................................................... AT T GA A GG A AT TG A T AT AT Gl C s i v i it i e e e e e e e et e e e e e e e e e et e et e e et e et e e et e et et e e e e et et et et e e et eeeeaeeeeeeeeeeeeeeeeeeaeeaneaneaas 23 0 20 58.60 1172 390 486 O 253 0 43
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTC. ... 23 0 20 57.30 1146 1011 74 37 11 7 6
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 55.35 1107 178 914 0 15 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCG. .. 22 0 20 54.75 1095 934 0 104 22 0 32 3
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGAT. 25 0 20 54.40 1088 977 0 25 67 7 8 4
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGG. .. .... 31 0 20 54.15 1083 0 1083 0 0 0 0 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTC.... 19 0 20 53.05 1061 907 0 89 0 40 25 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTCG. .. 21 0 20 45.35 907 755 0 105 21 4 20 2
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 42.95 859 0 851 7 0 1 0 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTCGAT. 23 0 20 41.90 838 563 0 131 O 11 133 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGG....... 19 0 20 41.45 829 800 20 0 0 0 7 2
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCAT . .. ... ... 25 0 20 36.65 733 21 701 8 3 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGTC. ... 27 0 20 30.25 605 375 189 21 18 0 0 2
....................................................................... T T G A A GG A AT T GA T AT AT Gl C s i vt e e e et e e et e e e et et et e e e e oo ae oo aeoe o s oe o et oo s osasaseessesesesesseseseseseeasaessesenesensesesesenasesasas 21 0 20 30.15 603 184 0 385 0 0 0 34
................................................................................................................................................................ AAACTCTAAGCGGTGGAT . v v v v e v e et vt vt e e 18 0 20 29.75 595 167 341 0 74 5 0 8
.................................................................... T A T T G A A G G A A T T G A T A T AT Gt v v v e e e e e e e et et et et e e o e oo oo oo oe o e o et et et et oo s aeneaeeeeeeseeeeeesesoesesaeeeasesesenseeeeeesesosesnseeaneneness 22 0 20 29.70 594 46 0 210 331 7 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGATG 26 0 20 28.40 568 538 16 0 12 0 2 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 27.10 542 362 124 26 0 0 30 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCT .. ... ... .... 24 0 20 26.25 525 169 229 77 13 0 36 1
................................................................................................................................................................ AAACTCTAAGCGGTGGATC .. v v v vt vt v e vt e e e e 19 0 20 26.15 523 0 350 111 41 11 0 10
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTC. ... 26 0 20 25.60 512 512 0 0 0 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGG....... 18 0 20 24.35 487 440 0 2 43 0 0 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGT..... 23 0 20 24.00 480 424 0 52 0 0 1 3
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGAT. 24 0 20 23.40 468 0 149 93 0 24 200 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGG....... 21 0 20 22.15 443 443 0 0 0 0 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTCG. .. 27 0 20 21.00 420 249 111 53 7 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGC. .. vt v v v. .. 26 0 20 18.25 365 97 165 0 66 30 5 2
................................................................................................................................................................................ ATCACTCGGCTCATGGGT..... 18 0 20 17.75 355 337 0 14 0 0 4 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v ... 28 0 20 17.00 340 0 0 308 17 0 11 4
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGAT. 22 0 20 16.90 338 316 0 15 0 7 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGG...... 19 0 20 16.70 334 304 0 6 21 2 1 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGA.. 23 0 20 16.65 333 307 0 19 5 2 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCT .. .o v v v v oo .. 28 0 20 15.10 302 163 58 0 4 77 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGG. .. ... 24 0 20 15.10 302 129 173 0 0 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCAT. ... ..... 29 0 20 14.45 289 289 0 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCG. v v v vt vt v v e 24 0 20 14.35 287 0 0 185 89 4 6 3
..................................................................... B N U N N AL 0 20 14.25 285 117 0 88 71 5 4 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 14.20 284 0 284 0 0 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGATG 25 0 20 13.70 274 265 0 0 0 2 7 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCT . . v v v v v v e .. 25 0 20 12.95 259 0 0 214 28 0 15 2
....................................................................... Tl GARAGGA A T T GA T A T AT G C t o i i i it e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e et et et e teeeeeeeeeeeeeaaeaeeaneannaenaaaas 20 0 20 12.90 258 0 0 0 235 13 0 10
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTC. v vt v v v v v .. 23 0 20 12.60 252 0 248 0 2 0 2 0
............................................................................................................................................................................... GATCACTCGGCTCATGGG...... 18 0 20 12.55 251 248 0 2 0 0 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTC. ... 25 0 20 12.35 247 245 0 0 0 1 1 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTC . v v v v e v et e e e e 23 0 20 11.20 224 0 124 63 0 26 11 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCG. .. 24 0 20 11.05 221 0 27 136 48 0 7 3
................................................................................................................................................................. AACTCTAAGCGGTGGATCACI................. 21 1 20 10.85 217 96 0 119 O 2 0 0
.................................................................................................................................................................................. CACTCGGCTCATGGGTCGAT. 20 0 20 10.60 212 163 12 13 3 13 7 1
................................................................................................................................................................. AACTCTAAGCGGTGG. ¢ v vt vt e v vt v et ee e 15 0 20 10.55 211 0 211 0 0 0 0 0
...................................................................... AT T GA A GG A A T T GA T AT AT G C s v v v e e e e e e e e e o e e o e e e e e e e et e et e e ot et e e e o e e o e e o a e oo et ae o ae o ae s oe e oeeeeeeneeneeeneeneeneeeeeeeeeneeneenneaneanas 21 0 20 10.45 209 85 0 68 0 0 56 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGG. . ..... 24 0 20 9.95 199 199 0 0 0 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGA. .t v v ittt it i ve e eeee.. 16 0 20 9.80 196 0 196 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTCA. . ... ... .. 29 0 20 9.50 190 28 159 0 0 3 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGAT .+ ¢ v v e et e e i e i e 22 0 20 8.85 177 48 52 72 0 0 5 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCGATG 27 0 20 8.45 169 135 23 7 0 0 3 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGGTC. . 28 0 20 8.45 169 0 148 0 0 19 2 0
...................................................................... AT T GA A G G A A T T GA T AT AT Gl C s v v v e e e e e e e et et et e et et et e st e o e oo oo o e oe oe o et et et a o s asaeseeeeeeseneeeeseseseeesaeaeesesesenseeesesesasnsases 22 0 20 8.00 160 48 0 0 66 40 0 6
......................................................................................................................................................................... GCGGTGGATCACTCGGCTC. . v v v v v v oo 19 0 20 8.00 160 131 0 10 3 15 0 1
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCI.......... 28 1 20 8.00 160 95 17 48 0 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGG. ... ... 25 0 20 7.85 157 132 25 0 0 0 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTC. . 24 0 20 7.85 157 0 93 0 18 33 11 2
................................................................................................................................................................................. TCACTCGGCTCATGGGTCG. 19 0 20 7.80 156 117 0 13 5 1 20 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCA. . o vt it e i e e e 20 0 20 7.65 153 74 0 58 20 1 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTC. . 21 0 20 7.45 149 0 0 0 64 28 47 10
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCT .. v vt v v v v .. 22 0 20 7.45 149 89 0 59 0 0 0 1
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCT . . v v v v v v v v o 23 0 20 7.30 146 55 44 41 5 0 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGG. . .. ... 22 0 20 7.15 143 90 50 0 2 1 0 0
...................................................................... AT T G A A GG A A T T GA T AT AT Gt v v e e e e e e e et e o e o e o e o e a o s o s aeoeaeaeneeeeeeeseseseseseseensaseeeeessesesesesesesasasasesesesssseseneseneeasas 20 0 20 7.05 141 63 0 43 35 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTC . v v v v vt v v e e e 21 0 20 6.95 139 93 6 31 0 9 0 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGA 21 0 20 6.75 135 109 0 0 12 0 10 4
...................................................................................................................................................................... TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 6.75 135 14 121 0 0 0 0 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATG. . ...... 19 0 20 6.70 134 94 10 23 6 1 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATG........ 18 0 20 6.45 129 101 7 0 18 0 3 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTC. ... v v oo 25 0 20 6.25 125 101 0 15 3 0 4 2
........................................................................ TG ARG G A A T T G A T A T AT Gl C A s & i i i et et e e e et et et e e e et e o e aeoa oot o et et oo s oo aeaeeeeseneeeesesesesesaseeaseseseseesesesesasesasaenneneness 21 0 20 6.15 123 43 0 74 0 0 0 6
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATG. . v v v .. 23 0 20 6.15 123 99 24 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACT . v v v v vt e et e v e e 22 0 20 6.10 122 84 0 0 24 12 2 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACT s v v v et et e e e e 25 0 20 6.05 121 13 103 0 3 2 0 0
.................................................................... T AT T GAAGGA A T T G A T AT AT GC s v it e e e e e e e et et et et e e o e oo o e oo o e o e o et et et et et o e o e oo oo oo oeoe oo te et aeasaseenseeeeensenseeeneeeesesasaensaneeess 23 0 20 5.90 118 43 0 0 0 19 51 5
....................................................................... B O U N At N N N N ° 0 20 5.85 117 0 0 64 52 1 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCATG. .. ..... 26 0 20 5.85 117 42 65 8 0 0 2 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGC. v v v v v v e 24 0 20 5.80 116 71 19 18 5 0 3 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCT ... v v v v e .. 19 0 20 5.80 116 104 0 0 4 8 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATC . v v v v v et et et eneeaas 23 0 20 5.75 115 23 65 16 6 5 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTCAT. .. ...... 30 0 20 5.75 115 0 115 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACT . v v v v v v v v e eee.. 20 0 20 5.75 115 89 0 0 20 5 1 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGAT . v v vt i it e e i ee e e 19 0 20 5.50 110 59 42 0 0 3 6 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGA 24 0 20 5.40 108 0 93 0 0 0 13 2
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGGG. .. ... 32 0 20 5.40 108 0 108 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGA 27 0 20 5.35 107 62 41 4 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCG . v v v v v v vt e e e en. 22 0 20 5.35 107 42 0 55 8 0 2 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCATGGGTC. . 31 0 20 5.30 106 0 106 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGG. ¢ v v v v v v v v e 23 0 20 5.30 106 39 55 11 1 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCAT. ..o v v ... 28 0 20 5.20 104 42 52 g 0 3 0 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCGGCT. . v v v v v v v v v . 29 0 20 5.15 103 39 36 0 0 28 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTC . v v v v v vt v e e ee.. 18 0 20 4.95 99 19 67 1 0 12 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGG. v v v vt e v e ve... 20 0 20 4.95 99 15 56 16 3 4 5 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCI............27 1 20 4.80 96 0 0 0 0 96 0 0
................................................................................................................................................................... CTCTAAGCGGTGGAT . v v et et e et e e e e eeee. 15 0 20 4.75 95 0 95 0 0 0 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCGATG 28 0 20 4.65 93 88 0 0 0 5 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTC . v v v vt vt v e eeee.. 20 0 20 4.65 93 30 8 19 0 21 14 1
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGGGT.. ... 33 0 20 4.55 91 0 91 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCG 26 0 20 4.55 91 81 3 7 0 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGTCG 28 0 20 4.50 90 81 0 6 0 3 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCGG. v v v v v v v e v e 29 0 20 4.50 90 1 85 4 0 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGC. . v v v v v e 21 0 20 4.45 89 25 34 0 0 20 9 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCT. . v v v v v e .. 20 0 20 4.30 86 86 0 0 0 0 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATC. ¢ v vt vt e v v e e e 20 0 20 4.25 85 0 65 10 10 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCAC . v v v e v v e e v e v e 21 0 20 4.20 84 59 2 0 19 3 1 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCAC .. v v v v v v vt v e e e e e 19 0 20 4.20 84 67 0 14 0 1 1 1
................................................................................................................................................................... CTCTAAGCGGTGGATCACT . v v v v v vt v v v e e e e 19 0 20 4.10 82 43 0 24 0 3 9 3
...................................................................................................................................................................... TAAGCGGTGGATCACTCGGCTCATGG. .. .... 26 0 20 4.10 82 50 27 1 4 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCATGGGTCG 31 0 20 4.00 80 0 80 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCAT......... 20 0 20 4.00 80 0 78 0 2 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCG. ¢ v vt v v v v v e 19 0 20 4.00 80 15 0 46 19 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTC. v v v v v v e 21 0 20 4.00 80 56 1 4 1 18 0 0
..................................................................... AT TG A A GG A A T TG A T AT AT Gl C A L i i i it e e e e e et et et et e e o e oo o e o e o e o e o e o et et et oo s oo oo aeeeeeeseeeeeeseseeeseseeaseeeeeseseeensesenesenasesases 24 0 20 4.00 80 0 3 36 35 2 4 0
...................................................................................................... B N L R 0 2 0 20 3.95 79 68 0 0 8 3 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCATG. . v ... .. 28 0 20 3.95 79 0 78 0 0 1 0 0
...................................................................................................... B N O 0 2 0 20 3.95 79 67 1 0 0 10 1 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCG. ¢ v vt e vt eeee... 26 0 20 3.90 78 8 40 22 8 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTC. . ... ...... 18 0 20 3.85 77 0 77 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGG. v v v v v e v v v v 25 0 20 3.85 77 0 0 57 20 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCAI. coocooooo |29 1 20 3.80 76 0 76 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGG. . .... 23 0 20 3.80 76 0 76 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGAT. 28 0 20 3.80 76 34 40 2 0 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCG . v v v v v v v e e e 27 0 20 3.75 75 5 42 21 7 0 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTCGA.. 28 0 20 3.70 74 70 0 3 0 1 0 0
..................................................................... AT TG A A GG A A T T G A T A T A s & i o e e e e e e e e e e e e e e e e o e o e oo oo oo ae oo oo s osesosesaseeaeaeeeeeseeesesesosesaeoeaseeeeeeeeeeseseseseeaseenseseaeaeasslO 0 20 3.65 73 0 0 47 24 0 1 1
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGT..... 21 0 20 3.60 72 0 0 0 65 0 0 7
........................................................................................................................................................................... GGTGGATCACTCGGCTCAT......... 19 0 20 3.50 70 52 0 0 0 4 14 0
........................................................................................................................................................................... GGTGGATCACTCGGCT . ... ..o v.... 16 0 20 3.50 70 0 70 0 0 0 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v v v 29 0 20 3.45 69 19 0 0 0 49 0 1
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCAT......... 21 0 20 3.45 69 64 0 4 0 1 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTC . v v v i v v v eaes 271 0 20 3.40 68 10 53 0 0 5 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCATGG. ...... 30 0 20 3.35 67 0 67 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCATGGG. .. ... 31 0 20 3.25 65 0 65 0 0 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGC. v v v v v v e ... 18 0 20 3.25 65 45 14 0 0 6 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGC . v v v v v v v v v e w27 0 20 3.20 64 19 14 27 0 4 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGG . ¢ v v v v e v v e ewe. 22 0 20 3.20 64 0 58 0 3 0 3 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCGAT. 26 0 20 3.15 63 0 0 42 0 10 11 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGC . v v v v e v v e e e e 22 0 20 3.05 61 0 35 14 8 4 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGT..... 20 0 20 3.00 60 0 0 0 49 3 3 5
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTC. . v v v o.. 26 0 20 3.00 60 0 57 0 0 0 3 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCAT ... ... ... 22 0 20 2.90 58 55 0 3 0 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCGG . v v v v v v e e... 28 0 20 2.90 58 6 45 6 1 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGGT. . ... 27 0 20 2.90 58 58 0 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATG. . ... ... 21 0 20 2.85 57 477 8 0 0 0 2 0
.................................................................................................................................................................................... CTCGGCTCATGGGTCGATG 19 0 20 2.85 57 56 0 0 1 0 0 0
..................................................................... TATTGAAGGAATTGATATATGCI...........................................................................................................23 1 20 2.85 57 20 0 0 23 2 11 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGC . v v v v v v v v v v 19 0 20 2.80 56 23 0 17 1 8 7 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCG. .. 20 0 20 2.75 55 0 0 37 14 2 0 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCG. .. 25 0 20 2.75 55 53 0 2 0 0 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCA. ... ... ... 26 0 20 2.70 54 44 0 10 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGG. ¢ v vt v vt v vt vviee e e 20 0 20 2.65 53 20 0 0 26 0 3 4
............................................................................................................................................................. ATAAAACTCTAAGCGGTGG. o v v v vt v vt e et ee e ee e 19 0 20 2.65 53 9 12 11 20 0 1 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACT .« v v v v vt v v v e v e 26 0 20 2.60 52 29 0 15 7 1 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGG . v v e v v v e v e... 26 0 20 2.60 52 0 36 8 7 1 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGAT .+ vt it et e et et e e e 21 0 20 2.50 50 28 15 0 3 1 3 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTC. . v v v v v v ... 24 0 20 2.50 50 0 34 0 1 10 5 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGG. v . v ... 23 0 20 2.50 50 0 47 1 0 2 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCA. ... ...... 18 0 20 2.50 50 29 0 0 13 0 7 1
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGATG 23 0 20 2.40 48 0 44 4 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCG. v v v e vt eeeen... 20 0 20 2.40 48 4 16 25 3 0 0 0
................................................................... T T AT TG A A GG A A T TG A T A T AT G C s v v v v e v e e e e e e e et e o e oo ae e e eesoeesosesaseeaeaeeeeeeeeeseeesesesasoeeneaeeeeeeeeeeeseeenoenasoeeneosoneeeeneeeeeans 24 0 20 2.40 48 9 0 15 24 0 0 0
........................ F N O 10 N €N @ 2N L 1O 7N C 1 e 0 20 2.40 48 0 0 2 15 31 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCA. .t vt i v vt ee e ee e 15 0 20 2.35 47 0 47 0 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGG. v v v v v e v e v 21 0 20 2.35 47 0 43 4 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCA. . ... ..... 25 0 20 2.35 47 14 33 0 0 0 0 0
.................................................................... T A T T G AR G G A A T T G A T A T AT s o i v e e e e e e e e e e et et o e e s o e oo oo oo aeaeeeeesesesesesaseeasaeeeeseeeeseeeseseseseeasaeeseseesesesesesesasaensaeeeess 21 0 20 2.30 46 22 0 21 0 2 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCT . .. v v v v v v o 17 0 20 2.30 46 0 46 0 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCGGC. . v v v v v v v o .. 30 0 20 2.30 46 0 46 0 0 0 0 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGAT . . v v v v vt v v i v e e e 20 0 20 2.25 45 23 0 15 0 2 4 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGG...... 26 0 20 2.25 45 0 45 0 0 0 0 0
.................................................................... T AT T GA A GG A A T T G A T A T AT Gl C 4 v v e e e e e e e e e et et et et et o e oo oo oo oo oo oa o e e s esesesesasesasaeaseseesssesesesesoesesesasnsesesssenseseseseseeess 24 0 20 2.25 45 14 0 7 4 17 3 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCG. . v v vt v v v v v .. 28 0 20 2.20 44 5 0 32 7 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCA . . vt it vt et e eeeees. 23 0 20 2.20 44 9 25 10 0 0 0 0
..................................................................... AT TG A A GG A A T T GA T AT AT Gl C A G . & v e vt et et et et e et et et e o e o e o et et et et o s as oo aeaeeeeseneeeesesesosesaeseeseseseneesesesesasasasasaneneneneessl2b 0 20 2.15 43 38 0 5 0 0 0 0
.................................................................... B R N T N L 2 0} 0 20 2.15 43 15 0 0 25 0 3 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCGGC. v v v v v v v e v 28 0 20 2.15 43 27 0 13 1 1 0 1
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTC. v v v v v v v e 20 0 20 2.10 42 0 35 5 0 0 2 0
.................................................................................................................................................................................. CACTCGGCTCATGGGTCGA.. 19 0 20 2.05 41 0 0 21 18 2 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCAC. ¢ v v v v vt vt v e e e e 25 0 20 2.00 40 16 14 0 9 0 1 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCAT ... ...... 26 0 20 2.00 40 0 40 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCA . & v v vt et e e e 18 0 20 2.00 40 0 3 12 23 1 0 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCA. . . ..o o ... 22 0 20 1.90 38 32 0 6 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCA. v v vt ittt et ee e 24 0 20 1.90 38 14 0 24 0 0 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCATGGG...... 30 0 20 1.90 38 0 38 0 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCA. ¢ v vt it e it ee e 16 0 20 1.85 37 0 37 0 0 0 0 0
.................................................................. AT T T AT TG A A GG A A T T GA T AT AT G C e v v v e e e e e et e o et e o e o e e e e s o s o s oeosaeneaeeeeeeeeeeeseseseeeeasaeasaseseseeseseseseseenseensasessssesaseneeasas 2D 0 20 1.85 37 5 0 7 19 3 3 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACT . . v v v v e v v v v e ... 18 0 20 1.85 37 4 33 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGATG 29 0 20 1.85 37 1 36 0 0 0 0 0
................................................................................................................................................................................. TCACTCGGCTCATGGGTCGA. . 20 0 20 1.80 36 23 0 4 7 2 0 0
..................................................................... TATTGAAGGAATTGATATATGCCI..........................................................................................................24 1 20 1.80 36 0 0 31 0 0 4 1
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCA. . v v v v v v 277 0 20 1.80 36 0 0 36 0 0 0 0
..................................................................... TATTGAAGGAATTGATATATGI............................................................................................................22 1 20 1.75 35 7 0 5 21 0 0 2
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGT..... 22 0 20 1.75 35 0 0 34 0 0 0 1
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACT . v v v v v e v e v e e e 24 0 20 1.75 35 15 10 5 5 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTC . v v v v e v v v e ew.n. 19 0 20 1.75 35 8 12 0 5 6 4 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCGGC . v v v v v v v e e 29 0 20 1.75 35 4 25 5 0 1 0 0
Anti-sense strand reads
GSM1528801
TATACTATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTGTTTTAACTGTAATATATTTTTACTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC
Read # Hit Total follicle
de ok e ok ok e ok ek ok e sk ok e sk ok ok sk ke ok ek ok sk ke ok sk ok ke sk ke ok ek ke sk ke sk ek ko (L L L L L COCCCCCCCECCC. CeeeeCCe ... NI INII)) I ) e ) ) kkdkkdkokdkkdkkdkkhkokhkkkdkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkk***x 5jze Mismatch Count Norm Total cells
................................................................................................................................................................................... TGAGCCGAGTACCCAGCT.. 18 0 20 0.05 1 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroEre2|scaffold 944:832-1030 +|lder 1518/ATATGATA-CATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATAC-ATTIATTGAAGGAATTGATATATGCCAGTAAAATGCECTATIF T TAATTTCT T TCARTAAAAACAAAATTGACATT-——AT—————————~— ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGATCACTCGGCT CAT GGG T C G AT G = == — = = — = = = — = = = — = = o - |

ldrovak3|v2_chrun 252:158-356 - |

scaffold 3158:1078-1276

droSec2|scaffold 2429:1737-1935
[arosim2]node 61490:1-129 + st 506 | ettt T T T 2.G G TATAAAAATAR- ATTTATTGAAGCAATTGATATATGCCAGTAAAATGCICTATT I T AST IECHTTCARTAAAAACAAATTGACATT -~ ~AT-———————=~- D e T O e e — — —— — ——— — — — —— — — —— — — — |
dm3 chrUextra:3125439- =
3125637 -
droEugl|sc£f7180000405611:4339-
4389 -
droBialllsc£7180000299694:345-
544 +
droTakl|sc£7180000413686:825-
1038 -
droRholl[sc£7180000764814:196-
395 +
droFicl|[sc£7180000448638:2209-
2408 -
droAna3

droBip1|scf7180000392609:4221-
dp5 Sikfown_group 34:5278- |dps 4  |ATATGETAREATAREGHT TATATIAAACTAAGACATTTCGCARNCATTRTTTTAGGRATAAAARTAINNA T TTATTGAAGGAATTGATATATGCCAGTAAAAT GGEGTATT I TAATTTCTITCAATAAAEACANARYTGACAINRENAT -~ ———————— R aga A AN AT TRTA AR CTC T AAGCGGTGGAT CACT CGGC T CA T GGG T C G T G = = = = = = = = = = = = = =
5480 +
droPer2|scaffold 433:2465-2663
droWil2|scf2 1100000001109:349-
548 -

ldrovir3|scaffold 1702:709-907 |
ldroMoj3|lscaffold 4750:788-986 |
ldroGriz|scaffold 661:773-972 - |
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:832-1030
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_667:593-614
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1518.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:901-922
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_946:798-819
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_948:756-777
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_994:293-314
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1034:431-452
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1146:540-561
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1148:493-514
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1150:759-780
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1155:2872-2893
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2018:332-353
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2144:53-74
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3065:2516-2537
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3613:357-378
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3844:898-919
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4652:289-310
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4682:143-164
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4752:34004-34025
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4835:617-638
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4858:122356-122377
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1677:825-846
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2999:3691-3712
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ATATGATACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTATATAAAAATGAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG female
Read # Hit |Total body follicle |male head embryo embryo head
******************************************************(( ............... (((((((((((((. (((((((( ...... )))))))) . .)))))) .))))))) .............. ))************************************************************ Size Mismatch Count Norm Total cells body
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCT .. vt v v v v v .. 26 0 20 1006.9020138 0 8288 0 5661 4196 1634 359
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v v 27 0 20 692.45 13849 9073 0 0 1289 3167 215 105
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCG. v v v v v v v v v e 23 0 20 354.60 7092 O 2928 2846 1136 25 157 0
..................................................................... AT T GA A GG A AT TG AT AT AT G . vt i v e e e e e e e e e e e e e e e e e et e e o e e o e e e o e e o e e o e e o e et e e o e e o ae o as o ae e oe e eeeeeeeaeeaeeaeeenseeneeeeeneeeneeeeeennenneens 22 0 20 330.95 6619 992 0 0 4618 248 761 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGC . . v v vt v v v v v a 25 0 20 270.40 5408 928 2103 1948 0 292 101 36
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGG . v v v v v v v v v e .. 24 0 20 258.90 5178 464 4152 0 485 31 0 46
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTC . v v v vt e v v e e e e e 22 0 20 215.50 4310 1142 665 1753 642 O 108 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCA. .t v vt v vt v et e e e e 19 0 20 201.10 4022 807 1009 1646 460 O 37 63
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTC. ... 22 0 20 160.95 3219 2858 0 128 206 O 11 16
................................................................................................................................................................. AACTCTAAGCGGTGGATCACT . v v v v v v v vt e v e w21 0 20 155.15 3103 941 0 1535 520 70 37 0
..................................................................... N N O N AN I N N N 2 0 20 139.40 2788 O 0 2409 0 0 245 134
................................................................................................................................................................. AACTCTAAGCGGTGGATCAC. ¢ v v v v vt v vt e e 20 0 20 130.55 2611 1065 392 735 337 32 8 42
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCT . v v v v v v v v v 27 0 20 129.95 2599 1098 501 0 458 409 116 17
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCA. ... ...... 28 0 20 129.50 2590 1637 0 880 44 0 15 14
................................................................................................................................................................. AACTCTAAGCGGTGGATC . v v v v vt vt vt v v e v e 18 0 20 98.05 1961 1250 0 537 0 98 0 76
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATG. .. ..... 30 0 20 90.80 1816 O 1816 0 0 0 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCG. .. 23 0 20 81.85 1637 1492 62 80 0 3 0 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTC.... 20 0 20 67.25 1345 1274 0 14 38 19 0
....................................................................... Tl G AR GG A A T T GA T A T AT Gl C A . & i i i e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e et e et et e et e e eeeeeeeeeeaeeannaanaenas 22 0 20 62.85 1257 235 0 876 O 102 44
..................................................................... AT T GA A GG A AT TG A T AT AT Gl C s i v i it i e e e e e e e et e e e e e e e e e et e et e e et e et e e et e et et e e e e et et et et e e et eeeeaeeeeeeeeeeeeeeeeeeaeeaneaneaas 23 0 20 58.60 1172 390 486 O 253 0 43
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTC. ... 23 0 20 57.30 1146 1011 74 37 11 7 6
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 55.35 1107 178 914 0 15 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCG. .. 22 0 20 54.75 1095 934 0 104 22 0 32 3
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGAT. 25 0 20 54.40 1088 977 0 25 67 7 8 4
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGG. .. .... 31 0 20 54.15 1083 0 1083 0 0 0 0 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTC.... 19 0 20 53.05 1061 907 0 89 0 40 25 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTCG. .. 21 0 20 45.35 907 755 0 105 21 4 20 2
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 42.95 859 0 851 7 0 1 0 0
............................................................................................................................................................................... GATCACTCGGCTCATGGGTCGAT. 23 0 20 41.90 838 563 0 131 O 11 133 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGG....... 19 0 20 41.45 829 800 20 0 0 0 7 2
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCAT . .. ... ... 25 0 20 36.65 733 21 701 8 3 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGTC. ... 27 0 20 30.25 605 375 189 21 18 0 0 2
....................................................................... T T G A A GG A AT T GA T AT AT Gl C s i vt e e e et e e et e e e et et et e e e e oo ae oo aeoe o s oe o et oo s osasaseessesesesesseseseseseeasaessesenesensesesesenasesasas 21 0 20 30.15 603 184 0 385 0 0 0 34
................................................................................................................................................................ AAACTCTAAGCGGTGGAT . v v v v e v e et vt vt e e 18 0 20 29.75 595 167 341 0 74 5 0 8
.................................................................... T A T T G A A G G A A T T G A T A T AT Gt v v v e e e e e e e et et et et e e o e oo oo oo oe o e o et et et et oo s aeneaeeeeeeseeeeeesesoesesaeeeasesesenseeeeeesesosesnseeaneneness 22 0 20 29.70 594 46 0 210 331 7 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGATG 26 0 20 28.40 568 538 16 0 12 0 2 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 27.10 542 362 124 26 0 0 30 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCT .. ... ... .... 24 0 20 26.25 525 169 229 77 13 0 36 1
................................................................................................................................................................ AAACTCTAAGCGGTGGATC .. v v v vt vt v e vt e e e e 19 0 20 26.15 523 0 350 111 41 11 0 10
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTC. ... 26 0 20 25.60 512 512 0 0 0 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGG....... 18 0 20 24.35 487 440 0 2 43 0 0 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGT..... 23 0 20 24.00 480 424 0 52 0 0 1 3
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGAT. 24 0 20 23.40 468 0 149 93 0 24 200 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGG....... 21 0 20 22.15 443 443 0 0 0 0 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTCG. .. 27 0 20 21.00 420 249 111 53 7 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGC. .. vt v v v. .. 26 0 20 18.25 365 97 165 0 66 30 5 2
................................................................................................................................................................................ ATCACTCGGCTCATGGGT..... 18 0 20 17.75 355 337 0 14 0 0 4 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v ... 28 0 20 17.00 340 0 0 308 17 0 11 4
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGAT. 22 0 20 16.90 338 316 0 15 0 7 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGG...... 19 0 20 16.70 334 304 0 6 21 2 1 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGA.. 23 0 20 16.65 333 307 0 19 5 2 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCT .. .o v v v v oo .. 28 0 20 15.10 302 163 58 0 4 77 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGG. .. ... 24 0 20 15.10 302 129 173 0 0 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCAT. ... ..... 29 0 20 14.45 289 289 0 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCG. v v v vt vt v v e 24 0 20 14.35 287 0 0 185 89 4 6 3
..................................................................... B N U N N AL 0 20 14.25 285 117 0 88 71 5 4 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 14.20 284 0 284 0 0 0 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTCGATG 25 0 20 13.70 274 265 0 0 0 2 7 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCT . . v v v v v v e .. 25 0 20 12.95 259 0 0 214 28 0 15 2
....................................................................... Tl GARAGGA A T T GA T A T AT G C t o i i i it e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e et et et e teeeeeeeeeeeeeaaeaeeaneannaenaaaas 20 0 20 12.90 258 0 0 0 235 13 0 10
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTC. v vt v v v v v .. 23 0 20 12.60 252 0 248 0 2 0 2 0
............................................................................................................................................................................... GATCACTCGGCTCATGGG...... 18 0 20 12.55 251 248 0 2 0 0 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTC. ... 25 0 20 12.35 247 245 0 0 0 1 1 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTC . v v v v e v et e e e e 23 0 20 11.20 224 0 124 63 0 26 11 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCG. .. 24 0 20 11.05 221 0 27 136 48 0 7 3
................................................................................................................................................................. AACTCTAAGCGGTGGATCACI................. 21 1 20 10.85 217 96 0 119 O 2 0 0
.................................................................................................................................................................................. CACTCGGCTCATGGGTCGAT. 20 0 20 10.60 212 163 12 13 3 13 7 1
................................................................................................................................................................. AACTCTAAGCGGTGG. ¢ v vt vt e v vt v et ee e 15 0 20 10.55 211 0 211 0 0 0 0 0
...................................................................... AT T GA A GG A A T T GA T AT AT G C s v v v e e e e e e e e e o e e o e e e e e e e et e et e e ot et e e e o e e o e e o a e oo et ae o ae o ae s oe e oeeeeeeneeneeeneeneeneeeeeeeeeneeneenneaneanas 21 0 20 10.45 209 85 0 68 0 0 56 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGG. . ..... 24 0 20 9.95 199 199 0 0 0 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGA. .t v v ittt it i ve e eeee.. 16 0 20 9.80 196 0 196 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTCA. . ... ... .. 29 0 20 9.50 190 28 159 0 0 3 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGAT .+ ¢ v v e et e e i e i e 22 0 20 8.85 177 48 52 72 0 0 5 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCGATG 27 0 20 8.45 169 135 23 7 0 0 3 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGGTC. . 28 0 20 8.45 169 0 148 0 0 19 2 0
...................................................................... AT T GA A G G A A T T GA T AT AT Gl C s v v v e e e e e e e et et et e et et et e st e o e oo oo o e oe oe o et et et a o s asaeseeeeeeseneeeeseseseeesaeaeesesesenseeesesesasnsases 22 0 20 8.00 160 48 0 0 66 40 0 6
......................................................................................................................................................................... GCGGTGGATCACTCGGCTC. . v v v v v v oo 19 0 20 8.00 160 131 0 10 3 15 0 1
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCI.......... 28 1 20 8.00 160 95 17 48 0 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGG. ... ... 25 0 20 7.85 157 132 25 0 0 0 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTC. . 24 0 20 7.85 157 0 93 0 18 33 11 2
................................................................................................................................................................................. TCACTCGGCTCATGGGTCG. 19 0 20 7.80 156 117 0 13 5 1 20 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCA. . o vt it e i e e e 20 0 20 7.65 153 74 0 58 20 1 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGTC. . 21 0 20 7.45 149 0 0 0 64 28 47 10
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCT .. v vt v v v v .. 22 0 20 7.45 149 89 0 59 0 0 0 1
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCT . . v v v v v v v v o 23 0 20 7.30 146 55 44 41 5 0 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGG. . .. ... 22 0 20 7.15 143 90 50 0 2 1 0 0
...................................................................... AT T G A A GG A A T T GA T AT AT Gt v v e e e e e e e et e o e o e o e o e a o s o s aeoeaeaeneeeeeeeseseseseseseensaseeeeessesesesesesesasasasesesesssseseneseneeasas 20 0 20 7.05 141 63 0 43 35 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTC . v v v v vt v v e e e 21 0 20 6.95 139 93 6 31 0 9 0 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGA 21 0 20 6.75 135 109 0 0 12 0 10 4
...................................................................................................................................................................... TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 6.75 135 14 121 0 0 0 0 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATG. . ...... 19 0 20 6.70 134 94 10 23 6 1 0 0
............................................................................................................................................................................. TGGATCACTCGGCTCATG........ 18 0 20 6.45 129 101 7 0 18 0 3 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTC. ... v v oo 25 0 20 6.25 125 101 0 15 3 0 4 2
........................................................................ TG ARG G A A T T G A T A T AT Gl C A s & i i i et et e e e et et et e e e et e o e aeoa oot o et et oo s oo aeaeeeeseneeeesesesesesaseeaseseseseesesesesasesasaenneneness 21 0 20 6.15 123 43 0 74 0 0 0 6
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATG. . v v v .. 23 0 20 6.15 123 99 24 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACT . v v v v vt e et e v e e 22 0 20 6.10 122 84 0 0 24 12 2 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACT s v v v et et e e e e 25 0 20 6.05 121 13 103 0 3 2 0 0
.................................................................... T AT T GAAGGA A T T G A T AT AT GC s v it e e e e e e e et et et et e e o e oo o e oo o e o e o et et et et et o e o e oo oo oo oeoe oo te et aeasaseenseeeeensenseeeneeeesesasaensaneeess 23 0 20 5.90 118 43 0 0 0 19 51 5
....................................................................... B O U N At N N N N ° 0 20 5.85 117 0 0 64 52 1 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCATG. .. ..... 26 0 20 5.85 117 42 65 8 0 0 2 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGC. v v v v v v e 24 0 20 5.80 116 71 19 18 5 0 3 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCT ... v v v v e .. 19 0 20 5.80 116 104 0 0 4 8 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATC . v v v v v et et et eneeaas 23 0 20 5.75 115 23 65 16 6 5 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCTCAT. .. ...... 30 0 20 5.75 115 0 115 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACT . v v v v v v v v e eee.. 20 0 20 5.75 115 89 0 0 20 5 1 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGAT . v v vt i it e e i ee e e 19 0 20 5.50 110 59 42 0 0 3 6 0
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGTCGA 24 0 20 5.40 108 0 93 0 0 0 13 2
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGGG. .. ... 32 0 20 5.40 108 0 108 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGA 27 0 20 5.35 107 62 41 4 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCG . v v v v v v vt e e e en. 22 0 20 5.35 107 42 0 55 8 0 2 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCATGGGTC. . 31 0 20 5.30 106 0 106 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGG. ¢ v v v v v v v v e 23 0 20 5.30 106 39 55 11 1 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCAT. ..o v v ... 28 0 20 5.20 104 42 52 g 0 3 0 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCGGCT. . v v v v v v v v v . 29 0 20 5.15 103 39 36 0 0 28 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTC . v v v v v vt v e e ee.. 18 0 20 4.95 99 19 67 1 0 12 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGG. v v v vt e v e ve... 20 0 20 4.95 99 15 56 16 3 4 5 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGGCI............27 1 20 4.80 96 0 0 0 0 96 0 0
................................................................................................................................................................... CTCTAAGCGGTGGAT . v v et et e et e e e e eeee. 15 0 20 4.75 95 0 95 0 0 0 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCGATG 28 0 20 4.65 93 88 0 0 0 5 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTC . v v v vt vt v e eeee.. 20 0 20 4.65 93 30 8 19 0 21 14 1
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCATGGGT.. ... 33 0 20 4.55 91 0 91 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCG 26 0 20 4.55 91 81 3 7 0 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCATGGGTCG 28 0 20 4.50 90 81 0 6 0 3 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCGG. v v v v v v v e v e 29 0 20 4.50 90 1 85 4 0 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGC. . v v v v v e 21 0 20 4.45 89 25 34 0 0 20 9 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCT. . v v v v v e .. 20 0 20 4.30 86 86 0 0 0 0 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATC. ¢ v vt vt e v v e e e 20 0 20 4.25 85 0 65 10 10 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCAC . v v v e v v e e v e v e 21 0 20 4.20 84 59 2 0 19 3 1 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCAC .. v v v v v v vt v e e e e e 19 0 20 4.20 84 67 0 14 0 1 1 1
................................................................................................................................................................... CTCTAAGCGGTGGATCACT . v v v v v vt v v v e e e e 19 0 20 4.10 82 43 0 24 0 3 9 3
...................................................................................................................................................................... TAAGCGGTGGATCACTCGGCTCATGG. .. .... 26 0 20 4.10 82 50 27 1 4 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTCATGGGTCG 31 0 20 4.00 80 0 80 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCAT......... 20 0 20 4.00 80 0 78 0 2 0 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCACTCG. ¢ v vt v v v v v e 19 0 20 4.00 80 15 0 46 19 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTC. v v v v v v e 21 0 20 4.00 80 56 1 4 1 18 0 0
..................................................................... AT TG A A GG A A T TG A T AT AT Gl C A L i i i it e e e e e et et et et e e o e oo o e o e o e o e o e o et et et oo s oo oo aeeeeeeseeeeeeseseeeseseeaseeeeeseseeensesenesenasesases 24 0 20 4.00 80 0 3 36 35 2 4 0
...................................................................................................... B N L R 0 2 0 20 3.95 79 68 0 0 8 3 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCATG. . v ... .. 28 0 20 3.95 79 0 78 0 0 1 0 0
...................................................................................................... B N O 0 2 0 20 3.95 79 67 1 0 0 10 1 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCG. ¢ v vt e vt eeee... 26 0 20 3.90 78 8 40 22 8 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTC. . ... ...... 18 0 20 3.85 77 0 77 0 0 0 0 0
................................................................................................................................................................ AAACTCTAAGCGGTGGATCACTCGG. v v v v v e v v v v 25 0 20 3.85 77 0 0 57 20 0 0 0
................................................................................................................................................................. AACTCTAAGCGGTGGATCACTCGGCTCAI. coocooooo |29 1 20 3.80 76 0 76 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGG. . .... 23 0 20 3.80 76 0 76 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGAT. 28 0 20 3.80 76 34 40 2 0 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCG . v v v v v v v e e e 27 0 20 3.75 75 5 42 21 7 0 0 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGGGTCGA.. 28 0 20 3.70 74 70 0 3 0 1 0 0
..................................................................... AT TG A A GG A A T T G A T A T A s & i o e e e e e e e e e e e e e e e e o e o e oo oo oo ae oo oo s osesosesaseeaeaeeeeeseeesesesosesaeoeaseeeeeeeeeeseseseseeaseenseseaeaeasslO 0 20 3.65 73 0 0 47 24 0 1 1
............................................................................................................................................................................. TGGATCACTCGGCTCATGGGT..... 21 0 20 3.60 72 0 0 0 65 0 0 7
........................................................................................................................................................................... GGTGGATCACTCGGCTCAT......... 19 0 20 3.50 70 52 0 0 0 4 14 0
........................................................................................................................................................................... GGTGGATCACTCGGCT . ... ..o v.... 16 0 20 3.50 70 0 70 0 0 0 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCTC. v v v v v v v v v 29 0 20 3.45 69 19 0 0 0 49 0 1
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCAT......... 21 0 20 3.45 69 64 0 4 0 1 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTC . v v v i v v v eaes 271 0 20 3.40 68 10 53 0 0 5 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCATGG. ...... 30 0 20 3.35 67 0 67 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCATGGG. .. ... 31 0 20 3.25 65 0 65 0 0 0 0 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGC. v v v v v v e ... 18 0 20 3.25 65 45 14 0 0 6 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGC . v v v v v v v v v e w27 0 20 3.20 64 19 14 27 0 4 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGG . ¢ v v v v e v v e ewe. 22 0 20 3.20 64 0 58 0 3 0 3 0
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGTCGAT. 26 0 20 3.15 63 0 0 42 0 10 11 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGC . v v v v e v v e e e e 22 0 20 3.05 61 0 35 14 8 4 0 0
.............................................................................................................................................................................. GGATCACTCGGCTCATGGGT..... 20 0 20 3.00 60 0 0 0 49 3 3 5
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTC. . v v v o.. 26 0 20 3.00 60 0 57 0 0 0 3 0
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTCAT ... ... ... 22 0 20 2.90 58 55 0 3 0 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCGG . v v v v v v e e... 28 0 20 2.90 58 6 45 6 1 0 0 0
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGGT. . ... 27 0 20 2.90 58 58 0 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATG. . ... ... 21 0 20 2.85 57 477 8 0 0 0 2 0
.................................................................................................................................................................................... CTCGGCTCATGGGTCGATG 19 0 20 2.85 57 56 0 0 1 0 0 0
..................................................................... TATTGAAGGAATTGATATATGCI...........................................................................................................23 1 20 2.85 57 20 0 0 23 2 11 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGC . v v v v v v v v v v 19 0 20 2.80 56 23 0 17 1 8 7 0
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCG. .. 20 0 20 2.75 55 0 0 37 14 2 0 2
........................................................................................................................................................................... GGTGGATCACTCGGCTCATGGGTCG. .. 25 0 20 2.75 55 53 0 2 0 0 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCA. ... ... ... 26 0 20 2.70 54 44 0 10 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGG. ¢ v vt v vt v vt vviee e e 20 0 20 2.65 53 20 0 0 26 0 3 4
............................................................................................................................................................. ATAAAACTCTAAGCGGTGG. o v v v vt v vt e et ee e ee e 19 0 20 2.65 53 9 12 11 20 0 1 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACT .« v v v v vt v v v e v e 26 0 20 2.60 52 29 0 15 7 1 0 0
............................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGG . v v e v v v e v e... 26 0 20 2.60 52 0 36 8 7 1 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGAT .+ vt it et e et et e e e 21 0 20 2.50 50 28 15 0 3 1 3 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTC. . v v v v v v ... 24 0 20 2.50 50 0 34 0 1 10 5 0
......................................................................................................................................................................... GCGGTGGATCACTCGGCTCATGG. v . v ... 23 0 20 2.50 50 0 47 1 0 2 0 0
........................................................................................................................................................................... GGTGGATCACTCGGCTCA. ... ...... 18 0 20 2.50 50 29 0 0 13 0 7 1
................................................................................................................................................................................ ATCACTCGGCTCATGGGTCGATG 23 0 20 2.40 48 0 44 4 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCG. v v v e vt eeeen... 20 0 20 2.40 48 4 16 25 3 0 0 0
................................................................... T T AT TG A A GG A A T TG A T A T AT G C s v v v v e v e e e e e e e et e o e oo ae e e eesoeesosesaseeaeaeeeeeeeeeseeesesesasoeeneaeeeeeeeeeeeseeenoenasoeeneosoneeeeneeeeeans 24 0 20 2.40 48 9 0 15 24 0 0 0
........................ F N O 10 N €N @ 2N L 1O 7N C 1 e 0 20 2.40 48 0 0 2 15 31 0 0
..................................................................................................................................................................... CTAAGCGGTGGATCA. .t vt i v vt ee e ee e 15 0 20 2.35 47 0 47 0 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGG. v v v v v e v e v 21 0 20 2.35 47 0 43 4 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCA. . ... ..... 25 0 20 2.35 47 14 33 0 0 0 0 0
.................................................................... T A T T G AR G G A A T T G A T A T AT s o i v e e e e e e e e e e et et o e e s o e oo oo oo aeaeeeeesesesesesaseeasaeeeeseeeeseeeseseseseeasaeeseseesesesesesesasaensaeeeess 21 0 20 2.30 46 22 0 21 0 2 0 1
.......................................................................................................................................................................... CGGTGGATCACTCGGCT . .. v v v v v v o 17 0 20 2.30 46 0 46 0 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCGGC. . v v v v v v v o .. 30 0 20 2.30 46 0 46 0 0 0 0 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGAT . . v v v v vt v v i v e e e 20 0 20 2.25 45 23 0 15 0 2 4 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCATGGG...... 26 0 20 2.25 45 0 45 0 0 0 0 0
.................................................................... T AT T GA A GG A A T T G A T A T AT Gl C 4 v v e e e e e e e e e et et et et et o e oo oo oo oo oo oa o e e s esesesesasesasaeaseseesssesesesesoesesesasnsesesssenseseseseseeess 24 0 20 2.25 45 14 0 7 4 17 3 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCACTCG. . v v vt v v v v v .. 28 0 20 2.20 44 5 0 32 7 0 0 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCA . . vt it vt et e eeeees. 23 0 20 2.20 44 9 25 10 0 0 0 0
..................................................................... AT TG A A GG A A T T GA T AT AT Gl C A G . & v e vt et et et et e et et et e o e o e o et et et et o s as oo aeaeeeeseneeeesesesosesaeseeseseseneesesesesasasasasaneneneneessl2b 0 20 2.15 43 38 0 5 0 0 0 0
.................................................................... B R N T N L 2 0} 0 20 2.15 43 15 0 0 25 0 3 0
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACTCGGC. v v v v v v v e v 28 0 20 2.15 43 27 0 13 1 1 0 1
........................................................................................................................................................................ AGCGGTGGATCACTCGGCTC. v v v v v v v e 20 0 20 2.10 42 0 35 5 0 0 2 0
.................................................................................................................................................................................. CACTCGGCTCATGGGTCGA.. 19 0 20 2.05 41 0 0 21 18 2 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCAC. ¢ v v v v vt vt v e e e e 25 0 20 2.00 40 16 14 0 9 0 1 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTCGGCTCAT ... ...... 26 0 20 2.00 40 0 40 0 0 0 0 0
.................................................................................................................................................................. ACTCTAAGCGGTGGATCA . & v v vt et e e e 18 0 20 2.00 40 0 3 12 23 1 0 1
....................................................................................................................................................................... AAGCGGTGGATCACTCGGCTCA. . . ..o o ... 22 0 20 1.90 38 32 0 6 0 0 0 0
............................................................................................................................................................ TATAAAACTCTAAGCGGTGGATCA. v v vt ittt et ee e 24 0 20 1.90 38 14 0 24 0 0 0 0
................................................................................................................................................................... CTCTAAGCGGTGGATCACTCGGCTCATGGG...... 30 0 20 1.90 38 0 38 0 0 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCA. ¢ v vt it e it ee e 16 0 20 1.85 37 0 37 0 0 0 0 0
.................................................................. AT T T AT TG A A GG A A T T GA T AT AT G C e v v v e e e e e et e o et e o e o e e e e s o s o s oeosaeneaeeeeeeeeeeeseseseeeeasaeasaseseseeseseseseseenseensasessssesaseneeasas 2D 0 20 1.85 37 5 0 7 19 3 3 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACT . . v v v v e v v v v e ... 18 0 20 1.85 37 4 33 0 0 0 0 0
.......................................................................................................................................................................... CGGTGGATCACTCGGCTCATGGGTCGATG 29 0 20 1.85 37 1 36 0 0 0 0 0
................................................................................................................................................................................. TCACTCGGCTCATGGGTCGA. . 20 0 20 1.80 36 23 0 4 7 2 0 0
..................................................................... TATTGAAGGAATTGATATATGCCI..........................................................................................................24 1 20 1.80 36 0 0 31 0 0 4 1
.................................................................................................................................................................. ACTCTAAGCGGTGGATCACTCGGCTCA. . v v v v v v 277 0 20 1.80 36 0 0 36 0 0 0 0
..................................................................... TATTGAAGGAATTGATATATGI............................................................................................................22 1 20 1.75 35 7 0 5 21 0 0 2
............................................................................................................................................................................ GTGGATCACTCGGCTCATGGGT..... 22 0 20 1.75 35 0 0 34 0 0 0 1
.............................................................................................................................................................. TAAAACTCTAAGCGGTGGATCACT . v v v v v e v e v e e e 24 0 20 1.75 35 15 10 5 5 0 0 0
.................................................................................................................................................................... TCTAAGCGGTGGATCACTC . v v v v e v v v e ew.n. 19 0 20 1.75 35 8 12 0 5 6 4 0
............................................................................................................................................................. ATAAAACTCTAAGCGGTGGATCACTCGGC . v v v v v v v e e 29 0 20 1.75 35 4 25 5 0 1 0 0
Anti-sense strand reads
GSM1528801
TATACTATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTGTTTTAACTGTAATATATTTTTACTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC
Read # Hit Total follicle
de ok e ok ok e ok ek ok e sk ok e sk ok ok sk ke ok ek ok sk ke ok sk ok ke sk ke ok ek ke sk ke sk ek ko (L L L L L COCCCCCCCECCC. CeeeeCCe ... NI INII)) I ) e ) ) kkdkkdkokdkkdkkdkkhkokhkkkdkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkk***x 5jze Mismatch Count Norm Total cells
................................................................................................................................................................................... TGAGCCGAGTACCCAGCT.. 18 0 20 0.05 1 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroEre2|scaffold 944:832-1030 +|lder 1518/ATATGATA-CATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATAC-ATTIATTGAAGGAATTGATATATGCCAGTAAAATGCECTATIF T TAATTTCT T TCARTAAAAACAAAATTGACATT-——AT—————————~— ATAAAAATGAA-TTATAAA-ACTCTAAGCGGTGGATCACTCGGCT CAT GGG T C G AT G = == — = = — = = = — = = = — = = o - |

ldrovak3|v2_chrun 252:158-356 - |

scaffold 3158:1078-1276

droSec2|scaffold 2429:1737-1935
[arosim2]node 61490:1-129 + st 506 | ettt T T T 2.G G TATAAAAATAR- ATTTATTGAAGCAATTGATATATGCCAGTAAAATGCICTATT I T AST IECHTTCARTAAAAACAAATTGACATT -~ ~AT-———————=~- D e T O e e — — —— — ——— — — — —— — — —— — — — |
dm3 chrUextra:3125439- =
3125637 -
droEugl|sc£f7180000405611:4339-
4389 -
droBialllsc£7180000299694:345-
544 +
droTakl|sc£7180000413686:825-
1038 -
droRholl[sc£7180000764814:196-
395 +
droFicl|[sc£7180000448638:2209-
2408 -
droAna3

droBip1|scf7180000392609:4221-
dp5 Sikfown_group 34:5278- |dps 4  |ATATGETAREATAREGHT TATATIAAACTAAGACATTTCGCARNCATTRTTTTAGGRATAAAARTAINNA T TTATTGAAGGAATTGATATATGCCAGTAAAAT GGEGTATT I TAATTTCTITCAATAAAEACANARYTGACAINRENAT -~ ———————— R aga A AN AT TRTA AR CTC T AAGCGGTGGAT CACT CGGC T CA T GGG T C G T G = = = = = = = = = = = = = =
5480 +
droPer2|scaffold 433:2465-2663
droWil2|scf2 1100000001109:349-
548 -

ldrovir3|scaffold 1702:709-907 |
ldroMoj3|lscaffold 4750:788-986 |
ldroGriz|scaffold 661:773-972 - |
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:832-1030
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_667:593-614
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1518.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:901-922
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_946:798-819
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_948:756-777
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_994:293-314
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1034:431-452
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1146:540-561
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1148:493-514
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1150:759-780
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1155:2872-2893
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2018:332-353
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_2144:53-74
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3065:2516-2537
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3613:357-378
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_3844:898-919
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4652:289-310
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4682:143-164
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4752:34004-34025
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4835:617-638
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4858:122356-122377
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_1677:825-846
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