
ID:

dme_409

Coordinate:

chr3R:18559940-18560080 -

Confidence:

candidate-rescued

Class:

Canonical miRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

CDS [Dcr-1-cds]; point_mutation [Dcr-1[18E6]]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATGTCGCTGGACGTGGTTTGGCACGTATATAGCAACATGATGAGCCCGGAGATCGAGCAGTTCAGCAACTCAGTGCCAAAATCGCCCATTCGGGAGCTCCTCGAGCTGGAGCCGGAAACCGCCAAGTTCGGCAAGCCCGAGAAGCTGGCGGATGGGCGACGGGTGCGCGTTACCGTGGATGTCTTCTGCAAAGGAACCTTCCGTGGCATCGGACGCAACTATCGCATTGCCAAGTGCACGG
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.........................................................................................................................................................................................CTGCAAAGGAACCTTCCGTGG................................... 21 0 1 7091.00 7091 7082 0 3 2 0 0 0 1 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................ATCGCCCATTCGGGAGCTCCT............................................................................................................................................ 21 0 1 6786.00 6786 6770 11 1 1 0 1 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................GCGCGTTACCGTGGATGTCTT........................................................ 21 0 1 4422.00 4422 4420 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................TGCGCGTTACCGTGGATGTCT......................................................... 21 0 1 4266.00 4266 4263 0 1 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................CAAAATCGCCCATTCGGGAGC................................................................................................................................................ 21 0 1 3506.00 3506 3503 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................AATCGCCCATTCGGGAGCTCC............................................................................................................................................. 21 0 1 3288.00 3288 3287 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................CCAAGTTCGGCAAGCCCGAGA................................................................................................... 21 0 1 2524.00 2524 2524 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................TTCTGCAAAGGAACCTTCCGT..................................... 21 0 1 2344.00 2344 2342 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................CATCGGACGCAACTATCGCAT.............. 21 0 1 2152.00 2152 2147 0 1 1 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

.............................................................................AAAATCGCCCATTCGGGAGCT............................................................................................................................................... 21 0 1 2089.00 2089 2088 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................GTGCGCGTTACCGTGGATGTC.......................................................... 21 0 1 1810.00 1810 1809 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TGGAGCCGGAAACCGCCAAGT.................................................................................................................. 21 0 1 1705.00 1705 1705 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................................CGTGGCATCGGACGCAACTAT................... 21 0 1 1600.00 1600 1599 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................AAATCGCCCATTCGGGAGCTC.............................................................................................................................................. 21 0 1 1570.00 1570 1569 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................CGAGAAGCTGGCGGATGGG..................................................................................... 19 0 1 1565.00 1565 1564 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................TCTGCAAAGGAACCTTCCGTG.................................... 21 0 1 1565.00 1565 1554 10 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................CATGATGAGCCCGGAGATCGG......................................................................................................................................................................................... 21 1 1 1294.00 1294 1294 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................GAGAAGCTGGCGGATGGGCGA.................................................................................. 21 0 1 1170.00 1170 1165 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

..................................................................................................................................................................................................AACCTTCCGTGGCATCGGACG.......................... 21 0 1 1150.00 1150 1150 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................CAAGTTCGGCAAGCCCGAGA................................................................................................... 20 0 1 1103.00 1103 1101 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

.................................................................................................................................................TGGCGGATGGGCGACGGGTGC........................................................................... 21 0 1 1090.00 1090 1090 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................AGCTGGCGGATGGGCGACGGG.............................................................................. 21 0 1 1078.00 1078 1077 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................CAACATGATGAGCCCGGAGAT............................................................................................................................................................................................ 21 0 1 994.00 994 992 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................GGTGCGCGTTACCGTGGATGT........................................................... 21 0 1 976.00 976 976 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................TGTCTTCTGCAAAGGAACCTT......................................... 21 0 1 972.00 972 971 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................CCAAAATCGCCCATTCGGGAG................................................................................................................................................. 21 0 1 919.00 919 919 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................................CTTCCGTGGCATCGGACGCAA....................... 21 0 1 869.00 869 869 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TCGCCCATTCGGGAGCTCCTC........................................................................................................................................... 21 0 1 847.00 847 846 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................ATGGGCGACGGGTGCGCGTTA..................................................................... 21 0 1 708.00 708 708 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................TTTGGCACGTATATAGCAACA............................................................................................................................................................................................................ 21 0 1 706.00 706 704 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................................TGGCATCGGACGCAACTATCG................. 21 0 1 686.00 686 686 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
ATGTCGCTGGACGTGGTTTGG............................................................................................................................................................................................................................ 21 0 1 662.00 662 661 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................CTGGAGCCGGAAACCGCCAAG................................................................................................................... 21 0 1 594.00 594 593 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................................................CAAAGGAACCTTCCGTGGCAT................................ 21 0 1 585.00 585 585 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................................................................TGGATGTCTTCTGCAAAGGAA............................................. 21 0 1 577.00 577 577 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................AACATGATGAGCCCGGAGATC........................................................................................................................................................................................... 21 0 1 575.00 575 575 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................AAGCTGGCGGATGGGCGACGG............................................................................... 21 0 1 575.00 575 575 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................GATGGGCGACGGGTGCGCGTT...................................................................... 21 0 1 548.00 548 548 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........CGTGGTTTGGCACGTATATAG................................................................................................................................................................................................................. 21 0 1 541.00 541 540 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
....................................................................................................................AACCGCCAAGTTCGGCAAGCC........................................................................................................ 21 0 1 534.00 534 534 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...TCGCTGGACGTGGTTTGGCAC......................................................................................................................................................................................................................... 21 0 1 522.00 522 522 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................................................................................................TATCGCATTGCCAAGTGCACG. 21 0 1 512.00 512 511 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................................................CGTGGATGTCTTCTGCAAAGG............................................... 21 0 1 500.00 500 500 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................ACATGATGAGCCCGGAGATCG.......................................................................................................................................................................................... 21 0 1 498.00 498 497 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0
............................ATAGCAACATGATGAGCCCGG................................................................................................................................................................................................ 21 0 1 492.00 492 492 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................................................................................ATCGCATTGCCAAGTGCACGG 21 0 1 479.00 479 479 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................CGTATATAGCAACATGATGAG..................................................................................................................................................................................................... 21 0 1 459.00 459 459 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................................................TTACCGTGGATGTCTTCTGCA................................................... 21 0 1 458.00 458 457 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................AGAAGCTGGCGGATGGGCGA.................................................................................. 20 0 1 438.00 438 437 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................TAGCAACATGATGAGCCCGGA............................................................................................................................................................................................... 21 0 1 438.00 438 438 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................................................................CGCGTTACCGTGGATGTCTTC....................................................... 21 0 1 424.00 424 424 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................CAAGTTCGGCAAGCCCGAG.................................................................................................... 19 0 1 423.00 423 423 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................CCGAGAAGCTGGCGGATGGGG.................................................................................... 21 1 1 415.00 415 415 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................................................................................................CTTCCGTGGCATCGGACGCA........................ 20 0 1 401.00 401 401 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................TGATGAGCCCGGAGATCGG......................................................................................................................................................................................... 19 1 1 399.00 399 399 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................TATATAGCAACATGATGAGCC................................................................................................................................................................................................... 21 0 1 395.00 395 395 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................................................................CCTTCCGTGGCATCGGACGCA........................ 21 0 1 388.00 388 388 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................GAAGCTGGCGGATGGGCGACG................................................................................ 21 0 1 387.00 387 387 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................CGAGAAGCTGGCGGATGGGCG................................................................................... 21 0 1 384.00 384 384 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................TCGGCAAGCCCGAGAAGCTGG............................................................................................. 21 0 2 367.50 735 735 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................GAAGCTGGCGGATGGGCGA.................................................................................. 19 0 1 360.00 360 360 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................CAAGTTCGGCAAGCCCGAGAA.................................................................................................. 21 0 1 358.00 358 358 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................................................................TTCCGTGGCATCGGACGCAAC...................... 21 0 1 340.00 340 340 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................................CGTTACCGTGGATGTCTTCTG..................................................... 21 0 1 337.00 337 337 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................................................TGCAAAGGAACCTTCCGTGGC.................................. 21 0 1 331.00 331 331 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............TGGTTTGGCACGTATATAGCA............................................................................................................................................................................................................... 21 0 1 325.00 325 325 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................TGGGCGACGGGTGCGCGTTAC.................................................................... 21 0 1 324.00 324 322 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................................................................................CATCGGACGCAACTATCGCA............... 20 0 1 320.00 320 319 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................CGACGGGTGCGCGTTACCGTG................................................................ 21 0 1 319.00 319 319 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................CTGGCGGATGGGCGACGGG.............................................................................. 19 0 2 318.00 636 635 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1
...................................................................................................................................................................TGCGCGTTACCGTGGATGTCTT........................................................ 22 0 1 317.00 317 317 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................CAAGCCCGAGAAGCTGGCGGA......................................................................................... 21 0 1 305.00 305 305 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................GCAAGCCCGAGAAGCTGGCGG.......................................................................................... 21 0 1 295.00 295 295 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................CCAAGTTCGGCAAGCCCGAG.................................................................................................... 20 0 1 290.00 290 290 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................CGCCAAGTTCGGCAAGCCCGA..................................................................................................... 21 0 1 283.00 283 283 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................................................TCTGCAAAGGAACCTTCCGTGG................................... 22 0 1 277.00 277 277 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................ACATGATGAGCCCGGAGAT............................................................................................................................................................................................ 19 0 1 274.00 274 273 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................CTGGCGGATGGGCGACGGGTG............................................................................ 21 0 1 271.00 271 271 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................................................................................AACTATCGCATTGCCAAGTGC.... 21 0 1 270.00 270 270 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................................GCTGGCGGATGGGCGACGGGT............................................................................. 21 0 1 269.00 269 269 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................CCCGAGAAGCTGGCGGATGGG..................................................................................... 21 0 1 262.00 262 257 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 1 1 0
....................................................................................................................................................................GCGCGTTACCGTGGATGTCT......................................................... 20 0 1 256.00 256 256 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................................................................................................CTTCCGTGGCATCGGACGC......................... 19 0 1 254.00 254 253 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................ATATAGCAACATGATGAGCCC.................................................................................................................................................................................................. 21 0 1 252.00 252 252 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................TATAGCAACATGATGAGCCCG................................................................................................................................................................................................. 21 0 1 250.00 250 249 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................................................GTCTTCTGCAAAGGAACCTTC........................................ 21 0 1 247.00 247 247 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................GCAACATGATGAGCCCGGAGA............................................................................................................................................................................................. 21 0 1 246.00 246 246 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................ATCGCCCATTCGGGAGCTCC............................................................................................................................................. 20 0 1 243.00 243 243 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................................................................CGCGTTACCGTGGATGTCTT........................................................ 20 0 1 242.00 242 242 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............GTTTGGCACGTATATAGCAAC............................................................................................................................................................................................................. 21 0 1 241.00 241 240 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................................GCGACGGGTGCGCGTTACCGT................................................................. 21 0 1 235.00 235 235 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................CATGATGAGCCCGGAGATC........................................................................................................................................................................................... 19 0 1 230.00 230 230 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.TGTCGCTGGACGTGGTTTGG............................................................................................................................................................................................................................ 20 0 1 229.00 229 229 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............TGGTTTGGCACGTATATAG................................................................................................................................................................................................................. 19 0 1 227.00 227 226 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................................................ATGTCTTCTGCAAAGGAACCT.......................................... 21 0 1 226.00 226 226 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................AATCGCCCATTCGGGAGCTCCT............................................................................................................................................ 22 0 1 218.00 218 217 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................CCGAGAAGCTGGCGGATGGGC.................................................................................... 21 0 1 215.00 215 214 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................................................................................TGGCATCGGACGCAACTATCGC................ 22 0 1 212.00 212 212 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................CCGAGAAGCTGGCGGATGGG..................................................................................... 20 0 1 212.00 212 212 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................................................................................CTATCGCATTGCCAAGTGCAC.. 21 0 1 210.00 210 210 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................TTCGGCAAGCCCGAGAAGCTG.............................................................................................. 21 0 1 208.00 208 208 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................AATCGCCCATTCGGGAGCTC.............................................................................................................................................. 20 0 1 204.00 204 204 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................AAATCGCCCATTCGGGAGCTCC............................................................................................................................................. 22 0 1 197.00 197 195 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................ATGATGAGCCCGGAGATCGG......................................................................................................................................................................................... 20 1 1 193.00 193 193 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................................................CGGGTGCGCGTTACCGTGGAT............................................................. 21 0 1 188.00 188 188 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................................AGCCCGAGAAGCTGGCGGATG....................................................................................... 21 0 1 187.00 187 187 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...TCGCTGGACGTGGTTTGGCA.......................................................................................................................................................................................................................... 20 0 1 186.00 186 186 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................................................TGCGCGTTACCGTGGATGTC.......................................................... 20 0 1 184.00 184 184 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................AGCTGGCGGATGGGCGACGG............................................................................... 20 0 1 183.00 183 183 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................................................................AAAGGAACCTTCCGTGGCATC............................... 21 0 1 180.00 180 180 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................TGGCGGATGGGCGACGGGTG............................................................................ 20 0 1 178.00 178 178 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................................................................TTCCGTGGCATCGGACGCAA....................... 20 0 1 178.00 178 178 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................AAGTTCGGCAAGCCCGAGAAG................................................................................................. 21 0 1 177.00 177 177 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................AGCAACATGATGAGCCCGGAG.............................................................................................................................................................................................. 21 0 1 175.00 175 175 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................TTCGGCAAGCCCGAGAAGCTGG............................................................................................. 22 0 1 173.00 173 173 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................................................................AAGGAACCTTCCGTGGCATCG.............................. 21 0 1 172.00 172 171 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................................................................TGGATGTCTTCTGCAAAGGA.............................................. 20 0 1 171.00 171 171 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................AGAAGCTGGCGGATGGGCGAC................................................................................. 21 0 1 171.00 171 171 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................CAAAATCGCCCATTCGGGAGCT............................................................................................................................................... 22 0 1 168.00 168 168 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................GGTGCGCGTTACCGTGGATGTC.......................................................... 22 0 1 167.00 167 167 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................................................CTTCTGCAAAGGAACCTTCCG...................................... 21 0 1 167.00 167 167 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................................................................TTCCGTGGCATCGGACGCAACT..................... 22 0 1 166.00 166 166 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................CCGCCAAGTTCGGCAAGCCCG...................................................................................................... 21 0 1 160.00 160 160 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....CGCTGGACGTGGTTTGGCACG........................................................................................................................................................................................................................ 21 0 1 157.00 157 157 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................CCGAGAAGCTGGCGGATGG...................................................................................... 19 0 1 157.00 157 157 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................................................................................TGGCATCGGACGCAACTATCGCA............... 23 0 1 149.00 149 149 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................................................................TTCCGTGGCATCGGACGCA........................ 19 0 1 147.00 147 147 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................CGAGAAGCTGGCGGATGGGC.................................................................................... 20 0 1 145.00 145 144 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................CGGCAAGCCCGAGAAGCTGGC............................................................................................ 21 0 1 143.00 143 141 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................................................................................ACCTTCCGTGGCATCGGACGC......................... 21 0 1 142.00 142 142 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................CGGCAAGCCCGAGAAGCTGGCG........................................................................................... 22 0 1 142.00 142 142 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................AAGCCCGAGAAGCTGGCGGAT........................................................................................ 21 0 1 141.00 141 141 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................CATGATGAGCCCGGAGATCGGT........................................................................................................................................................................................ 22 2 1 139.00 139 138 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................TGGAGCCGGAAACCGCCAAG................................................................................................................... 20 0 1 138.00 138 138 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................................GACGGGTGCGCGTTACCGTGG............................................................... 21 0 1 137.00 137 137 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................TGGCGGATGGGCGACGGGT............................................................................. 19 0 1 136.00 136 136 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................AGCTGGCGGATGGGCGACG................................................................................ 19 0 1 133.00 133 133 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................AGCTGGCGGATGGGCGACGGGT............................................................................. 22 0 1 130.00 130 130 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................................................................GTGGCATCGGACGCAACTATCGC................ 23 0 1 130.00 130 130 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................................................GGATGTCTTCTGCAAAGGAAC............................................ 21 0 1 129.00 129 129 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................AAATCGCCCATTCGGGAGCTCCT............................................................................................................................................ 23 0 1 127.00 127 127 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................CGACGGGTGCGCGTTACCGT................................................................. 20 0 1 126.00 126 126 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................AGCTGGAGCCGGAAACCGCCA..................................................................................................................... 21 0 1 126.00 126 126 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................................................................AACCTTCCGTGGCATCGGACGC......................... 22 0 1 125.00 125 125 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................GAGAAGCTGGCGGATGGG..................................................................................... 18 0 1 124.00 124 124 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................................................TGCAAAGGAACCTTCCGTGG................................... 20 0 1 122.00 122 122 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.TGTCGCTGGACGTGGTTTGGG........................................................................................................................................................................................................................... 21 1 1 120.00 120 120 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................AACATGATGAGCCCGGAGAT............................................................................................................................................................................................ 20 0 1 117.00 117 117 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................AGCCGGAAACCGCCAAGTTCG............................................................................................................... 21 0 1 113.00 113 113 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................TCGCCCATTCGGGAGCTCCT............................................................................................................................................ 20 0 1 112.00 112 112 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................................TACCGTGGATGTCTTCTGCAA.................................................. 21 0 1 112.00 112 112 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................GCCAAAATCGCCCATTCGGGA.................................................................................................................................................. 21 0 1 112.00 112 112 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................GGCAAGCCCGAGAAGCTGGCG........................................................................................... 21 0 1 110.00 110 110 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................CCAAAATCGCCCATTCGGGAGC................................................................................................................................................ 22 0 1 109.00 109 109 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................................................................GCAAAGGAACCTTCCGTGGCA................................. 21 0 1 107.00 107 107 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................TAGCAACATGATGAGCCCGG................................................................................................................................................................................................ 20 0 1 106.00 106 106 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................ATATAGCAACATGATGAGCC................................................................................................................................................................................................... 20 0 1 105.00 105 105 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................CAAGCCCGAGAAGCTGGCGGG......................................................................................... 21 1 1 105.00 105 105 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................................................CTTCTGCAAAGGAACCTTCCGTGG................................... 24 0 1 103.00 103 103 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................................................................CTGCAAAGGAACCTTCCGTG.................................... 20 0 1 102.00 102 102 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................GAGAAGCTGGCGGATGGGC.................................................................................... 19 0 1 102.00 102 102 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................GAAGCTGGCGGATGGGCGACGGGT............................................................................. 24 0 1 102.00 102 102 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................TGATGAGCCCGGAGATCGT......................................................................................................................................................................................... 19 1 1 101.00 101 101 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................................................................TGGATGTCTTCTGCAAAGGAAC............................................ 22 0 1 100.00 100 100 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..GTCGCTGGACGTGGTTTGGCA.......................................................................................................................................................................................................................... 21 0 1 100.00 100 99 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................GATGGGCGACGGGTGCGCGT....................................................................... 20 0 1 100.00 100 100 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................CGAGAAGCTGGCGGATGGGCGA.................................................................................. 22 0 1 99.00 99 99 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................CTGGCGGATGGGCGACGGGTGC........................................................................... 22 0 1 96.00 96 96 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................................................TTACCGTGGATGTCTTCTG..................................................... 19 0 1 96.00 96 96 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................AAAATCGCCCATTCGGGAGC................................................................................................................................................ 20 0 1 96.00 96 96 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................................GGGTGCGCGTTACCGTGGATG............................................................ 21 0 1 95.00 95 95 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................CAAAATCGCCCATTCGGGAGCTCCT............................................................................................................................................ 25 0 1 95.00 95 95 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................................................TTCTGCAAAGGAACCTTCCGTGG................................... 23 0 1 94.00 94 94 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................ACATGATGAGCCCGGAGATC........................................................................................................................................................................................... 20 0 1 94.00 94 94 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................................................TTACCGTGGATGTCTTCTGC.................................................... 20 0 1 93.00 93 93 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................AAGCTGGCGGATGGGCGACGGGT............................................................................. 23 0 1 93.00 93 93 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................CAACATGATGAGCCCGGAGATC........................................................................................................................................................................................... 22 0 1 93.00 93 93 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................AAAATCGCCCATTCGGGAGCTCCT............................................................................................................................................ 24 0 1 93.00 93 93 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............TGGTTTGGCACGTATATAGC................................................................................................................................................................................................................ 20 0 1 91.00 91 91 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................TGGCGGATGGGCGACGGG.............................................................................. 18 0 2 91.00 182 182 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................CGAGAAGCTGGCGGATGG...................................................................................... 18 0 1 90.00 90 90 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................GCCCGAGAAGCTGGCGGATGG...................................................................................... 21 0 1 89.00 89 89 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................AAATCGCCCATTCGGGAGCT............................................................................................................................................... 20 0 1 89.00 89 89 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................................................CTTCTGCAAAGGAACCTTCCGT..................................... 22 0 1 86.00 86 86 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................AAAATCGCCCATTCGGGAGCTC.............................................................................................................................................. 22 0 1 86.00 86 84 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0
........................................................................................................................................................................................................CCGTGGCATCGGACGCAACTATCGC................ 25 0 1 84.00 84 84 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................................................TTCTGCAAAGGAACCTTCCGTG.................................... 22 0 1 84.00 84 83 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................................................................................GCATCGGACGCAACTATCGCA............... 21 0 1 83.00 83 83 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.TGTCGCTGGACGTGGTTTGGC........................................................................................................................................................................................................................... 21 0 1 82.00 82 82 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................GAAACCGCCAAGTTCGGCAAG.......................................................................................................... 21 0 1 82.00 82 82 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................................................TGCGCGTTACCGTGGATGT........................................................... 19 0 1 81.00 81 81 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................................................................GTGGCATCGGACGCAACTATC.................. 21 0 1 81.00 81 81 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................CAAAATCGCCCATTCGGGAG................................................................................................................................................. 20 0 1 80.00 80 80 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................GAAGCTGGCGGATGGGCGACGGG.............................................................................. 23 0 1 80.00 80 80 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................AGAAGCTGGCGGATGGGCG................................................................................... 19 0 1 79.00 79 79 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................CAGTTCAGCAACTCAGTGCCA................................................................................................................................................................... 21 0 1 79.00 79 79 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................ACCGCCAAGTTCGGCAAGCCC....................................................................................................... 21 0 1 79.00 79 79 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................CCAAGTTCGGCAAGCCCGA..................................................................................................... 19 0 1 78.00 78 78 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................................................................TTCCGTGGCATCGGACGCAACTATCGC................ 27 0 1 78.00 78 78 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................ATGATGAGCCCGGAGATCG.......................................................................................................................................................................................... 19 0 1 77.00 77 76 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................................GTGCGCGTTACCGTGGATGT........................................................... 20 0 1 75.00 75 75 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................................GTGCGCGTTACCGTGGATGTCT......................................................... 22 0 1 75.00 75 74 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................ATCGCCCATTCGGGAGCTC.............................................................................................................................................. 19 0 1 74.00 74 74 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..GTCGCTGGACGTGGTTTGG............................................................................................................................................................................................................................ 19 0 1 74.00 74 74 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................TGGCGGATGGGCGACGGGTGCGC......................................................................... 23 0 1 73.00 73 73 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................AAAATCGCCCATTCGGGAGCTCC............................................................................................................................................. 23 0 1 73.00 73 73 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................CGCCCATTCGGGAGCTCCTCA.......................................................................................................................................... 21 1 1 73.00 73 73 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............GTTTGGCACGTATATAGCAA.............................................................................................................................................................................................................. 20 0 1 72.00 72 72 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................CTGGCGGATGGGCGACGGGTGCGC......................................................................... 24 0 1 72.00 72 72 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................GGCGACGGGTGCGCGTTACCG.................................................................. 21 0 1 71.00 71 71 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................AGAAGCTGGCGGATGGGCGACGGG.............................................................................. 24 0 1 70.00 70 70 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................................................TTCTGCAAAGGAACCTTCCG...................................... 20 0 1 70.00 70 70 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................CGACGGGTGCGCGTTACCGTGGATGTC.......................................................... 27 0 1 70.00 70 70 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................TTTGGCACGTATATAGCAA.............................................................................................................................................................................................................. 19 0 1 69.00 69 69 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................................................................................ATCGCATTGCCAAGTGCACG. 20 0 1 68.00 68 68 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................CAAAATCGCCCATTCGGGAGCTCC............................................................................................................................................. 24 0 1 67.00 67 67 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................................................................................CAACTATCGCATTGCCAAGTG..... 21 0 1 66.00 66 66 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................AAGCTGGCGGATGGGCGACGGG.............................................................................. 22 0 1 66.00 66 66 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................ACATGATGAGCCCGGAGATCGG......................................................................................................................................................................................... 22 1 1 66.00 66 66 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................GAAGCTGGCGGATGGGCG................................................................................... 18 0 1 66.00 66 66 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................................................................................................CTTCCGTGGCATCGGACGCAACTATCGC................ 28 0 1 66.00 66 66 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................GTATATAGCAACATGATGAGC.................................................................................................................................................................................................... 21 0 1 64.00 64 64 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................GAGAAGCTGGCGGATGGGG.................................................................................... 19 1 2 63.50 127 127 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................TGATGAGCCCGGAGATCG.......................................................................................................................................................................................... 18 0 1 63.00 63 63 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................AGCTGGAGCCGGAAACCGC....................................................................................................................... 19 0 1 63.00 63 63 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................CATGATGAGCCCGGAGAT............................................................................................................................................................................................ 18 0 1 63.00 63 63 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................TAGCAACATGATGAGCCCGGAG.............................................................................................................................................................................................. 22 0 1 63.00 63 63 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................................................................................ACCTTCCGTGGCATCGGACG.......................... 20 0 1 62.00 62 62 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................TTGGCACGTATATAGCAACAT........................................................................................................................................................................................................... 21 0 1 62.00 62 62 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................AAGCTGGCGGATGGGCGA.................................................................................. 18 0 1 62.00 62 62 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TACAGCGACCTGCACCAAACCGTGCATATATCGTTGTACTACTCGGGCCTCTAGCTCGTCAAGTCGTTGAGTCACGGTTTTAGCGGGTAAGCCCTCGAGGAGCTCGACCTCGGCCTTTGGCGGTTCAAGCCGTTCGGGCTCTTCGACCGCCTACCCGCTGCCCACGCGCAATGGCACCTACAGAAGACGTTTCCTTGGAAGGCACCGTAGCCTGCGTTGATAGCGTAACGGTTCACGTGCC
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.............................................................................................................................................TTCGACCGCCTACCCGCTGCC............................................................................... 21 0 1 7800.00 7800 7794 0 0 1 1 1 0 1 1 0 0 0 1 0 0 0 0 0 0 0 0 0

................................GTTGTACTACTCGGGCCTCTA............................................................................................................................................................................................ 21 0 1 4756.00 4756 4730 22 2 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................GTAGCCTGCGTTGATAGCGTA.............. 21 0 1 4654.00 4654 4651 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................................ACCGTAGCCTGCGTTGATAGC................. 21 0 1 4338.00 4338 4333 0 0 0 1 0 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................CTTCGACCGCCTACCCGCTGC................................................................................ 21 0 1 3163.00 3163 3159 0 2 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................CCACGCGCAATGGCACCTACA........................................................... 21 0 1 2973.00 2973 2973 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................................CTTGGAAGGCACCGTAGCCTG........................... 21 0 1 1816.00 1816 1815 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................................................TGCGTTGATAGCGTAACGGTT........ 21 0 1 1706.00 1706 1705 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................GCTGCCCACGCGCAATGGCAC................................................................ 21 0 1 1657.00 1657 1657 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................TCGACCGCCTACCCGCTGCCC.............................................................................. 21 0 1 1517.00 1517 1517 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................................GCACCGTAGCCTGCGTTGATA................... 21 0 1 1464.00 1464 1463 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................CACGCGCAATGGCACCTACAG.......................................................... 21 0 1 1381.00 1381 1380 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................TTGGAAGGCACCGTAGCCTGC.......................... 21 0 1 1291.00 1291 1291 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................GTTTCCTTGGAAGGCACCGTA................................ 21 0 1 1230.00 1230 1228 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0

...................................................................................................................................................................................................................CTGCGTTGATAGCGTAACGGT......... 21 0 1 1217.00 1217 1217 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................TCTTCGACCGCCTACCCGCTG................................................................................. 21 0 1 1206.00 1206 1206 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................GGTTTTAGCGGGTAAGCCCTC................................................................................................................................................. 21 0 1 1182.00 1182 1180 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................CCGTAGCCTGCGTTGATAGCG................ 21 0 1 1175.00 1175 1174 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................CGTAGCCTGCGTTGATAGCGT............... 21 0 1 1146.00 1146 1145 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................GCGCAATGGCACCTACAGAAG....................................................... 21 0 1 1106.00 1106 1105 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................CGCAATGGCACCTACAGAAGA...................................................... 21 0 1 994.00 994 993 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................TCGGGCTCTTCGACCGCCTAC....................................................................................... 21 0 1 977.00 977 977 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................................................GTTGATAGCGTAACGGTTCAC..... 21 0 1 962.00 962 960 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

..............................................................................................................................AAGCCGTTCGGGCTCTTCGAC.............................................................................................. 21 0 1 954.00 954 953 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................CGGTTCAAGCCGTTCGGGCTC.................................................................................................... 21 0 1 946.00 946 946 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................CCGCCTACCCGCTGCCCACGC.......................................................................... 21 0 1 939.00 939 939 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................................GGAAGGCACCGTAGCCTGCGT........................ 21 0 1 883.00 883 881 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................CGCGCAATGGCACCTACAGAA........................................................ 21 0 1 866.00 866 864 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

...............................................................................TTAGCGGGTAAGCCCTCGAGG............................................................................................................................................. 21 0 1 848.00 848 848 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................CGTAGCCTGCGTTGATAGC................. 19 0 1 824.00 824 823 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................TCGACCGCCTACCCGCTGCC............................................................................... 20 0 1 813.00 813 813 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................CCTTGGAAGGCACCGTAGCCT............................ 21 0 1 792.00 792 791 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................TAGCGGGTAAGCCCTCGAGGA............................................................................................................................................ 21 0 1 773.00 773 771 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0

..............................................................................................................................................................TGCCCACGCGCAATGGCACCT.............................................................. 21 0 1 763.00 763 762 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................GCAATGGCACCTACAGAAGAC..................................................... 21 0 1 753.00 753 753 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................................GGCACCGTAGCCTGCGTTGAT.................... 21 0 1 708.00 708 708 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................................................GCCTGCGTTGATAGCGTAACG........... 21 0 1 662.00 662 662 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................CGTTGTACTACTCGGGCCTCT............................................................................................................................................................................................. 21 0 1 651.00 651 651 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................GCCCACGCGCAATGGCACCTA............................................................. 21 0 1 636.00 636 635 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

...............................................................TCGTTGAGTCACGGTTTTAGC............................................................................................................................................................. 21 0 1 635.00 635 634 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................CCGCTGCCCACGCGCAATGGC.................................................................. 21 0 1 635.00 635 634 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

...............................................................................................................................................................................ACCTACAGAAGACGTTTCCTT............................................. 21 0 1 622.00 622 622 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................GACCGCCTACCCGCTGCCCAC............................................................................ 21 0 1 595.00 595 595 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................................CACCGTAGCCTGCGTTGATAG.................. 21 0 1 545.00 545 545 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................CCCACGCGCAATGGCACCTAC............................................................ 21 0 1 541.00 541 541 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................................GAAGGCACCGTAGCCTGCGTT....................... 21 0 1 528.00 528 525 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0

.............................................................AGTCGTTGAGTCACGGTTTTA............................................................................................................................................................... 21 0 1 517.00 517 516 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................TTTTAGCGGGTAAGCCCTCGA............................................................................................................................................... 21 0 1 502.00 502 502 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................TTTCGACCGCCTACCCGCTGCC............................................................................... 22 1 1 481.00 481 479 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

....................CGTGCATATATCGTTGTACTA........................................................................................................................................................................................................ 21 0 1 478.00 478 478 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................GTTGAGTCACGGTTTTAGCGG........................................................................................................................................................... 21 0 1 471.00 471 471 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................CGTTGAGTCACGGTTTTAGCG............................................................................................................................................................ 21 0 1 462.00 462 462 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GTCGTTGAGTCACGGTTTTAG.............................................................................................................................................................. 21 0 1 459.00 459 459 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................CGCCTACCCGCTGCCCACGC.......................................................................... 20 0 1 450.00 450 449 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................CTCTTCGACCGCCTACCCGCT.................................................................................. 21 0 1 444.00 444 444 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................GGCGGTTCAAGCCGTTCGGGC...................................................................................................... 21 0 1 443.00 443 442 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................AGTCACGGTTTTAGCGGGTAA....................................................................................................................................................... 21 0 1 422.00 422 422 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................AAGTCGTTGAGTCACGGTTTT................................................................................................................................................................ 21 0 1 412.00 412 412 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................................................TGATAGCGTAACGGTTCACGT... 21 0 1 405.00 405 405 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................CAAGCCGTTCGGGCTCTTCGA............................................................................................... 21 0 1 397.00 397 396 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................................................GCGTTGATAGCGTAACGGTTC....... 21 0 1 396.00 396 396 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................TCACGGTTTTAGCGGGTAAGC..................................................................................................................................................... 21 0 1 388.00 388 388 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................CTTCGACCGCCTACCCGCTGCC............................................................................... 22 0 1 377.00 377 377 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................TTCGGGCTCTTCGACCGCCTA........................................................................................ 21 0 1 376.00 376 375 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................CTCGGCCTTTGGCGGTTCAAG................................................................................................................ 21 0 1 360.00 360 360 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................GACCTCGGCCTTTGGCGGTTC................................................................................................................... 21 0 1 357.00 357 356 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................AGCCTGCGTTGATAGCGTAAC............ 21 0 1 355.00 355 355 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................CCGTAGCCTGCGTTGATAGC................. 20 0 1 344.00 344 344 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................CGACCGCCTACCCGCTGCCCA............................................................................. 21 0 1 334.00 334 334 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................TCGACCTCGGCCTTTGGCGGT..................................................................................................................... 21 0 1 318.00 318 318 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TGGCGGTTCAAGCCGTTCGGG....................................................................................................... 21 0 1 316.00 316 316 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................TCTTCGACCGCCTACCCGCTGC................................................................................ 22 0 1 314.00 314 314 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................AATGGCACCTACAGAAGACGT................................................... 21 0 1 311.00 311 311 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................GAGTCACGGTTTTAGCGGGTA........................................................................................................................................................ 21 0 1 310.00 310 310 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................AGACGTTTCCTTGGAAGGCAC.................................... 21 0 1 306.00 306 306 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................GTGCATATATCGTTGTACTAC....................................................................................................................................................................................................... 21 0 1 305.00 305 305 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................TTCGACCGCCTACCCGCTGC................................................................................ 20 0 1 302.00 302 302 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..CAGCGACCTGCACCAAACCGT.......................................................................................................................................................................................................................... 21 0 1 298.00 298 298 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................................TAGCCTGCGTTGATAGCGTAA............. 21 0 1 280.00 280 280 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................GGTTCAAGCCGTTCGGGCTCT................................................................................................... 21 0 1 278.00 278 277 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................................CCTGCGTTGATAGCGTAACGG.......... 21 0 1 261.00 261 261 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................TCGTTGTACTACTCGGGCCTC.............................................................................................................................................................................................. 21 0 1 258.00 258 258 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................CTACCCGCTGCCCACGCGCAA...................................................................... 21 0 1 250.00 250 249 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

..........................................................................................................................................................................ATGGCACCTACAGAAGACGTT.................................................. 21 0 1 245.00 245 245 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................................TAGCGTAACGGTTCACGTGCC 21 0 1 239.00 239 239 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................CGTTGTACTACTCGGGCCTC.............................................................................................................................................................................................. 20 0 1 238.00 238 238 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................GTCAAGTCGTTGAGTCACGGT................................................................................................................................................................... 21 0 1 230.00 230 230 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TCGGCCTTTGGCGGTTCAAGC............................................................................................................... 21 0 1 229.00 229 229 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................AGCCTGCGTTGATAGCGTAACG........... 22 0 1 227.00 227 226 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................TGGCACCTACAGAAGACGTTT................................................. 21 0 1 224.00 224 224 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................CGGTTTTAGCGGGTAAGCC.................................................................................................................................................... 19 0 1 222.00 222 222 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................................ACCGTAGCCTGCGTTGATAG.................. 20 0 1 221.00 221 221 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................CGTTGAGTCACGGTTTTAG.............................................................................................................................................................. 19 0 1 217.00 217 217 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................................TTTGGAAGGCACCGTAGC.............................. 18 1 1 216.00 216 216 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................TACCCGCTGCCCACGCGCAAT..................................................................... 21 0 1 214.00 214 214 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................CACGGTTTTAGCGGGTAAGCC.................................................................................................................................................... 21 0 1 213.00 213 213 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........GCACCAAACCGTGCATATATC................................................................................................................................................................................................................. 21 0 1 212.00 212 212 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................GCGCAATGGCACCTACAGAA........................................................ 20 0 1 210.00 210 210 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................................CTTGGAAGGCACCGTAGCCT............................ 20 0 1 207.00 207 207 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................................AAGGCACCGTAGCCTGCGTTG...................... 21 0 1 206.00 206 206 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................GCCTACCCGCTGCCCACGC.......................................................................... 19 0 1 205.00 205 205 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................GCTCTTCGACCGCCTACCCGC................................................................................... 21 0 1 204.00 204 204 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................CACGCGCAATGGCACCTACA........................................................... 20 0 1 204.00 204 204 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................GTAGCCTGCGTTGATAGCGT............... 20 0 1 203.00 203 203 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................TGTACTACTCGGGCCTCTAGC.......................................................................................................................................................................................... 21 0 1 203.00 203 203 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................CGCCTACCCGCTGCCCACGCG......................................................................... 21 0 1 202.00 202 201 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................CGCTGCCCACGCGCAATGGCA................................................................. 21 0 1 200.00 200 200 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................AGCGGGTAAGCCCTCGAGGAG........................................................................................................................................... 21 0 1 199.00 199 199 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................GTTCGGGCTCTTCGACCGCCT......................................................................................... 21 0 1 195.00 195 195 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................CGGTTTTAGCGGGTAAGCCCT.................................................................................................................................................. 21 0 1 194.00 194 193 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................................AGGCACCGTAGCCTGCGTTG...................... 20 0 1 192.00 192 192 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CTTTGGCGGTTCAAGCCGTTC.......................................................................................................... 21 0 1 190.00 190 190 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................GTTGAGTCACGGTTTTAGC............................................................................................................................................................. 19 0 1 187.00 187 187 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TGGCGGTTCAAGCCGTTCGGGC...................................................................................................... 22 0 1 185.00 185 184 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

..............................................................................................................................................................................................................GTAGCCTGCGTTGATAGC................. 18 0 1 184.00 184 184 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................TACAGAAGACGTTTCCTTGGA.......................................... 21 0 1 183.00 183 183 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................GGTTTTAGCGGGTAAGCCCTCGA............................................................................................................................................... 23 0 1 171.00 171 171 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................CTACAGAAGACGTTTCCTTGG........................................... 21 0 1 164.00 164 164 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................CTCTTCGACCGCCTACCCGCTGCC............................................................................... 24 0 1 162.00 162 162 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................TTTAGCGGGTAAGCCCTCGAG.............................................................................................................................................. 21 0 1 160.00 160 160 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................CGTAGCCTGCGTTGATAGCG................ 20 0 1 159.00 159 159 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................TCCTTGGAAGGCACCGTAGC.............................. 20 0 1 150.00 150 150 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................CGACCGCCTACCCGCTGCC............................................................................... 19 0 2 149.50 299 299 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................ATATCGTTGTACTACTCGGGC................................................................................................................................................................................................. 21 0 1 147.00 147 147 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................................GGAAGGCACCGTAGCCTGCGTT....................... 22 0 1 147.00 147 147 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................GGCACCTACAGAAGACGTTTC................................................ 21 0 1 146.00 146 146 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................GTTGTACTACTCGGGCCTCT............................................................................................................................................................................................. 20 0 1 145.00 145 145 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................CGTTGAGTCACGGTTTTAGC............................................................................................................................................................. 20 0 1 143.00 143 143 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................................AGGCACCGTAGCCTGCGTTGA..................... 21 0 1 143.00 143 143 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....GCGACCTGCACCAAACCGTGC........................................................................................................................................................................................................................ 21 0 1 139.00 139 139 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................TGCATATATCGTTGTACTACT...................................................................................................................................................................................................... 21 0 1 138.00 138 138 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................CGGGCTCTTCGACCGCCTACC...................................................................................... 21 0 1 136.00 136 136 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................GTTTTAGCGGGTAAGCCCTCGAG.............................................................................................................................................. 23 0 1 135.00 135 135 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TGCGGTTCAAGCCGTTCGGGC...................................................................................................... 21 1 1 135.00 135 135 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................GCAATGGCACCTACAGAAGA...................................................... 20 0 1 133.00 133 133 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................................ACCGTAGCCTGCGTTGATA................... 19 0 1 133.00 133 133 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................GCGGTTCAAGCCGTTCGGGCT..................................................................................................... 21 0 1 132.00 132 132 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................CCTTGGAAGGCACCGTAGC.............................. 19 0 1 132.00 132 131 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................TTTTGGCGGTTCAAGCCGTTC.......................................................................................................... 21 1 1 130.00 130 130 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................TGAGTCACGGTTTTAGCGGGT......................................................................................................................................................... 21 0 1 128.00 128 128 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................................CACCGTAGCCTGCGTTGATAGC................. 22 0 1 128.00 128 128 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................ACAGAAGACGTTTCCTTGGAA......................................... 21 0 1 126.00 126 126 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................AAGCCGTTCGGGCTCTTCGA............................................................................................... 20 0 1 126.00 126 126 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................GCATATATCGTTGTACTACTC..................................................................................................................................................................................................... 21 0 1 125.00 125 125 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................GGTTCAAGCCGTTCGGGCTC.................................................................................................... 20 0 1 118.00 118 118 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................TCGTTGAGTCACGGTTTTAG.............................................................................................................................................................. 20 0 1 118.00 118 118 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................CCACGCGCAATGGCACCTAC............................................................ 20 0 1 118.00 118 118 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................CGACCGCCTACCCGCTGCCCAC............................................................................ 22 0 1 117.00 117 117 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................CGGGCTCTTCGACCGCCTAC....................................................................................... 20 0 1 116.00 116 116 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................CGGTTCAAGCCGTTCGGGC...................................................................................................... 19 0 1 114.00 114 114 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................CGGTTTTAGCGGGTAAGCCC................................................................................................................................................... 20 0 1 110.00 110 109 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................................................ATAGCGTAACGGTTCACGTGC. 21 0 1 109.00 109 109 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................CTTCGACCGCCTACCCGCTG................................................................................. 20 0 1 108.00 108 108 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................CCGTAGCCTGCGTTGATAGCGTA.............. 23 0 1 108.00 108 108 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................CGTAGCCTGCGTTGATAGCGTA.............. 22 0 1 108.00 108 108 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................AGCCGTTCGGGCTCTTCGAC.............................................................................................. 20 0 2 107.50 215 215 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................GGTTTTAGCGGGTAAGCCCTCGAG.............................................................................................................................................. 24 0 1 107.00 107 107 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................................CCTGCGTTGATAGCGTAA............. 18 0 1 106.00 106 106 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................GCGGGTAAGCCCTCGAGGA............................................................................................................................................ 19 0 1 106.00 106 106 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................................................CTGCGTTGATAGCGTAACGG.......... 20 0 1 105.00 105 105 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................ACGCGCAATGGCACCTACAG.......................................................... 20 0 1 105.00 105 105 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................GTACTACTCGGGCCTCTAGC.......................................................................................................................................................................................... 20 0 1 104.00 104 104 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................GTTGTACTACTCGGGCCTCTAGC.......................................................................................................................................................................................... 23 0 1 102.00 102 102 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................CTGCCCACGCGCAATGGCACC............................................................... 21 0 1 102.00 102 102 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................TTAGCGGGTAAGCCCTCGAGGA............................................................................................................................................ 22 0 1 102.00 102 101 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................................................GATAGCGTAACGGTTCACGTG.. 21 0 1 101.00 101 101 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................TCGACCGCCTACCCGCTGC................................................................................ 19 0 1 100.00 100 100 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................GTTCAAGCCGTTCGGGCTCTT.................................................................................................. 21 0 1 100.00 100 100 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................CCTCGGCCTTTGGCGGTTCAA................................................................................................................. 21 0 1 99.00 99 99 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................AAGACGTTTCCTTGGAAGGCA..................................... 21 0 1 98.00 98 97 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................ACCGCCTACCCGCTGCCCACG........................................................................... 21 0 1 98.00 98 98 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................GGTTCAAGCCGTTCGGGCT..................................................................................................... 19 0 1 95.00 95 95 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................................................GCCTGCGTTGATAGCGTAA............. 19 0 1 95.00 95 95 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................GGTTCAAGCCGTTCGGGCTCTT.................................................................................................. 22 0 1 93.00 93 93 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................CCACGCGCAATGGCACCTACAG.......................................................... 22 0 1 93.00 93 93 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................GTAGCCTGCGTTGATAGCG................ 19 0 1 93.00 93 93 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................GGTTCAAGCCGTTCGGGC...................................................................................................... 18 0 1 91.00 91 91 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................GCGCAATGGCACCTACAGAAGA...................................................... 22 0 1 90.00 90 90 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................................................GCCTGCGTTGATAGCGTAAC............ 20 0 1 89.00 89 89 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................GTCACGGTTTTAGCGGGTAA....................................................................................................................................................... 20 0 1 87.00 87 87 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................ACGGTTTTAGCGGGTAAGCCC................................................................................................................................................... 21 0 1 86.00 86 86 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................ACGGTTTTAGCGGGTAAGCC.................................................................................................................................................... 20 0 1 86.00 86 86 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................CCGTTCGGGCTCTTCGACCGC........................................................................................... 21 0 1 86.00 86 85 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................AAACCGTGCATATATCGTTGT............................................................................................................................................................................................................ 21 0 1 85.00 85 85 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................GGTTTTAGCGGGTAAGCCC................................................................................................................................................... 19 0 1 84.00 84 84 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................TCCTTGGAAGGCACCGTAGCCT............................ 22 0 1 84.00 84 83 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................TCTTCGACCGCCTACCCGC................................................................................... 19 0 1 83.00 83 83 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................CGTAGCCTGCGTTGATAG.................. 18 0 1 82.00 82 82 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................ACGCGCAATGGCACCTACAGA......................................................... 21 0 1 82.00 82 82 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................TTCGACCGCCTACCCGCTGCCC.............................................................................. 22 0 1 82.00 82 82 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................TCTTCGACCGCCTACCCGCTGCC............................................................................... 23 0 1 82.00 82 82 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................CCGCCTACCCGCTGCCCACG........................................................................... 20 0 1 81.00 81 81 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................CGGTTTTAGCGGGTAAGCCCTCGA............................................................................................................................................... 24 0 1 81.00 81 80 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................................ACCGTAGCCTGCGTTGATAGCG................ 22 0 1 81.00 81 81 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................CGCAATGGCACCTACAGA......................................................... 18 0 1 79.00 79 79 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................CAATGGCACCTACAGAAGACG.................................................... 21 0 1 79.00 79 79 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........TGCACCAAACCGTGCATATAT.................................................................................................................................................................................................................. 21 0 1 78.00 78 78 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................................................CGTTGATAGCGTAACGGTTCA...... 21 0 1 78.00 78 78 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................TCGACCGCCTACCCGCTGCCCA............................................................................. 22 0 1 77.00 77 77 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................TTTAGCGGGTAAGCCCTCGA............................................................................................................................................... 20 0 1 77.00 77 77 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................GTTTTAGCGGGTAAGCCCTCG................................................................................................................................................ 21 0 1 75.00 75 75 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................GACGTTTCCTTGGAAGGCACC................................... 21 0 1 75.00 75 75 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................TATCGTTGTACTACTCGGGCC................................................................................................................................................................................................ 21 0 1 74.00 74 74 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................GCCCACGCGCAATGGCACCTACA........................................................... 23 0 1 74.00 74 74 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................TTCAAGCCGTTCGGGCTCTTC................................................................................................. 21 0 1 74.00 74 74 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TACAGCGACCTGCACCAAACC............................................................................................................................................................................................................................ 21 0 1 73.00 73 73 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................ACCGTGCATATATCGTTGTAC.......................................................................................................................................................................................................... 21 0 1 72.00 72 71 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0
...................CCGTGCATATATCGTTGTACT......................................................................................................................................................................................................... 21 0 1 72.00 72 72 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.ACAGCGACCTGCACCAAACCGT.......................................................................................................................................................................................................................... 22 0 1 72.00 72 72 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................GCTCTTCGACCGCCTACCCGCTGC................................................................................ 24 0 1 72.00 72 72 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................ACGGTTTTAGCGGGTAAGC..................................................................................................................................................... 19 0 1 72.00 72 72 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................GCTGCCCACGCGCAATGGC.................................................................. 19 0 1 71.00 71 71 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................................................................TTGGAAGGCACCGTAGCCTGCG......................... 22 0 1 71.00 71 71 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................................................................CCGTAGCCTGCGTTGATAGCGT............... 22 0 1 71.00 71 71 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................GTTGTACTACTCGGGCCTC.............................................................................................................................................................................................. 19 0 1 70.00 70 70 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................CCGCTGCCCACGCGCAATGGCACCTAC............................................................ 27 0 1 70.00 70 70 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................TAGCGGGTAAGCCCTCGAGG............................................................................................................................................. 20 0 1 70.00 70 70 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................GTTGAGTCACGGTTTTAG.............................................................................................................................................................. 18 0 1 69.00 69 69 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................TCGTTGTACTACTCGGGCCTCT............................................................................................................................................................................................. 22 0 1 69.00 69 69 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................CCGTCAAGTCGTTGAGTCAC...................................................................................................................................................................... 20 1 1 69.00 69 69 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................................................................................GCACCGTAGCCTGCGTTGATAG.................. 22 0 1 69.00 69 69 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................TTAGCGGGTAAGCCCTCGAG.............................................................................................................................................. 20 0 1 68.00 68 68 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................GCTCTTCGACCGCCTACCCGCTGCC............................................................................... 25 0 1 68.00 68 68 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................TCTTCGACCGCCTACCCGCT.................................................................................. 20 0 1 68.00 68 68 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................................................................CCGTAGCCTGCGTTGATAG.................. 19 0 1 68.00 68 68 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................................CGACCGCCTACCCGCTGCCC.............................................................................. 20 0 2 68.00 136 136 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................................................................................CCCGTAGCCTGCGTTGATAGC................. 21 1 1 67.00 67 67 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................GGGCTCTTCGACCGCCTACCCGCTGCC............................................................................... 27 0 1 67.00 67 67 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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Species Coordinate ID Alignment
dm3 chr3R:18559890-18560130 - dme_409 ATGTCGCTGGACGTGGTTTGGCACGTATATAGCAACATGATGAGCCCGGAGATCGAGCAGTTCAGCAACTCAGTGCCAAAATCGCCCATTCGGGAGCTCCTCGAGCTGGAGCCGGAAACCGCCAAGTTCGGCAAGCCCGAGAAGCTGGCGGATGGGCGACGGGTGCGCGTTACCGTGGATGTCTTCTGCAAAGGAACCTTCCGTGGCATCGGACGCAACTATCGCATTGCCAAGTGCACGG
droSim2 3r:18084857-18085097 - dsi_109 ATGTCGCTGGACGTGGTGTGGCACGTATATAGCAACATGATGAGCCCGGAGATCGAGCAGTTCAGCAACTCAGTGCCAAAATCGCCCATTCGGGAGCTGCTCGAGCTGGAGCCGGAAACGGCCAAGTTCGGCAAGCCCGAGAAGCTGGCGGATGGGCGACGGGTGCGCGTTACCGTGGATGTCTTCTGCAAAGGAACCTTCCGTGGCATCGGGCGCAACTATCGCATTGCCAAGTGCACGG
droSec2 scaffold_0:18916349-18916589

-
ATGTCGCTGGACGTGGTGTGGCACGTATATAGCAACATGATGAGCCCGGAGATCGAGCAGTTCAGCAACTCAGTGCCAAAATCGCCTATTCGGGAGCTGCTCGAGCTGGAGCCGGAAACGGCCAAGTTCGGCAAACCCGAGAAGCTGGCGGATGGGCGACGGGTGCGCGTTACCGTGGATGTCTTCTGCAAAGGAACCTTCCGTGGCATCGGGCGCAACTATCGCATTGCCAAGTGCACGG

droYak3 3R:19409912-19410152 - ATGTCACTGGACGTGGTGTGGCACGTCTACAGCAACATGATGAGCCCGGAGATCGAGCAGTTCAGCAACTCAGTGCCAAAATCGCCCATTCGGGAGCTGCTCGAGCTGGAGCCGGAGACAGCCAAATTCGGCAAGCCCGAGAAGCTGGCGGATGGGCGACGGGTGCGCGTTACCGTGGATGTCTTCTGCAAGGGAACCTTCCGTGGCATCGGGCGCAACTATCGCATTGCCAAGTGCACGG
droEre2 scaffold_4820:9513166-

9513406 +
ATGTCACTGGACGTGGTGTGGCACGTATACAGCAACATGATGAGCCCGGAGATCGAACAGTTCAGCAACTCAGTGCCAAAATCGCCCATTCGGGAGCTGCTCGAGCTGGAGCCGGAAACAGCCAAATTCGGCAAGCCCGAGAAGCTGGCGGATGGGCGACGGGTGCGCGTTACCGTGGATGTCTTCTGCAAAGGAACCTTCCGTGGCATCGGGCGCAACTATCGCATTGCCAAGTGCACGG

droEug1 scf7180000409768:704087-
704327 -

ATGTCCCTAGATGTGGTGTGGCATGTCTATAGCAATATGATGAGTCCGGAAATTGAGCAATTTAGCAACTCAGTGCCAAAGTCGCCCATACGGGAACTCCTCGAGCTAGAACCGGAGACAGCCAAGTTCGGTAAGCCCGAGAAGCTGGCGGATGGGCGACGGGTGCGCGTTACCGTGGATGTCTTCTGCAAAGGAACCTTCCGTGGCATCGGGCGCAACTATCGCATTGCCAAGTGTACCG

droBia1 scf7180000302402:5151740-
5151980 +

ATGTCGCTGGACGTGGTGTGGCACGTCTACAGCAACATGATGAGCCCGGAGATAGAGCAGTTCAGTAACTCAGTGCCAAAGTCGCCCATCCGGGAGCTCCTCGAGCTGGAGCCGGAGACAGCCAAGTTCGGCAAGCCCGAGAAGCTGGCGGACGGGCGGCGGGTGCGCGTCACCGTGGATGTGTTCTGCAAAGGAACCTTCCGTGGCATCGGGCGCAACTATCGCATTGCCAAGTGCACGG

droTak1 scf7180000415417:96836-97076
+

ATGTCGCTGGATGTGGTGTGGCATGTCTACAGCAACATGATGAGCCCGGAGATTGAACAGTTTAGCAACTCAGTGCCAAAGTCGCCCATACGGGAGCTGCTCGAGCTGGAACCGGAGACAGCCAAGTTCGGGAAGCCCGAGAAGCTGGCGGATGGGCGGCGGGTGCGCGTTACCGTGGATGTCTTCTGCAAAGGAACCTTCCGTGGCATCGGGCGCAACTATCGCATTGCCAAGTGCACGG

droEle1 scf7180000491017:254736-
254976 -

ATGTCGCTGGACGTTGTGTGGCATGTCTACAGCAACATGATGAGCCCGGAGATCGAGCAGTTTAGCAACTCAGTGCCAAAGTCGCCCATAAGGGAGCTCCTCGAGCTGGAGCCGGAGACGGCCAAGTTCGGTAAGCCCGAGAAGCTGGCGGACGGGCGGCGGGTTCGCGTCACCGTGGATGTCTTCTGCAAGGGCACCTTCCGGGGCATCGGGCGCAACTATCGCATTGCCAAGTGCACCG

droRho1 scf7180000777285:53260-53500
+

ATGTCGCTAGATGTGGTGTGGCATGTCTACAGCAACATGATGAGCCCAGAGATTGAACAATTTAGCAACTCAGTGCCAAAGTCGCCCATACGAGAGCTCCTCGAGCTGGAGCCGGAGACGGCCAAGTTCGGCAAGCCCGAGAAGCTGGCGGATGGGCGGCGTGTGCGCGTCACCGTGGATGTATTTTGCAAAGGCACCTTCCGTGGCATCGGCCGCAACTATCGCATTGCCAAGTGCACCG

droFic1 scf7180000454055:259442-
259682 +

ATGTCCCTGGATGTGGTGTGGCATGTCTACAGCAATATGATGAGTCCGGAGATCGAACAATTCAGCAACTCAGTGCCAAAGTCGCCCATCCGGGAGCTCCTCGAACTGGAGCCGGAGACGGCCAAATTCGGCAAGCCTGAGAAGCTGGCTGATGGGCGACGGGTGCGCGTCACCGTGGATGTCTTCTGCAAGGGCACCTTCCGCGGCATCGGACGCAACTATCGCATTGCCAAGTGCACCG

droKik1 scf7180000302697:1118457-

1118697 -

ATGTCTCTGGACGTCGTGTGGCACGTTTATAGCAATATGATGAGCCCGGAAATTGAACAGTTTAGCAATTCAGTGCCAAAGTCGCCCATTCGGGAGCTGCTCGAGCTGGAGCCGGAGACGGCCAAGTTTGGCAAGCCGGAGAAACTGGCCGATGGACGTCGCGTGCGCGTCACCGTCGATGTCTTCTGCAAGGGAACCTTCCGTGGCATCGGGCGTAACTATCGCATTGCCAAATGCACGG

droAna3 scaffold_13340:12755607-
12755847 +

ATGTCGTTGGATGTGGTGTGGCAGGTTTACAGCAATATGATGAGTCCGGAGATAGAGCAATTCAGCAACTCTGTGCCAAAGTCGCCCATACGGGAGCTCCTTGAACTGGAACCGGAGACGGCCAAGTTCGGCAAGCCGGAGAAACTGGCCGACGGACGCCGGGTTCGCGTCACCGTCGACGTGTTCTGCAAGGGCACCTTCCGCGGGATCGGACGCAACTATCGGATTGCCAAGTGTACGG

droBip1 scf7180000396691:1641723-
1641963 +

ATGTCCTTGGATGTGGTGTGGCAGGTTTACAGCAATATGATGAGTCCGGAGATTGAGCAGTTTAGTAACTCAGTGCCAAAGTCGCCGATACGGGAGCTCCTTGAACTGGAACCGGAGACCGCCAAGTTCGGCAAGCCGGAGAAGCTGGCCGACGGTCGCCGGGTTCGCGTCACCGTCGATGTGTTCTGCAAGGGCACCTTCCGCGGGATCGGGCGCAACTATCGCATTGCCAAGTGTACGG

dp5 2:6273936-6274176 + ATGTCCCTGGATGTGGTCTGGCATGTCTACAGCAATATGATGAGCCCGGAAATCGAGCAGTTCAGCAACTCAGTGCCAAAGTCCCCTATACGGGAACTGCTCGAACTGGAGCCGGAGACGGCCAAATTTGGGAAGCCGGAGAAGCTGGCCGACGGACGCCGGGTGCGCGTCACCGTCGATGTCTTCTGCAAGGGCACCTTCCGTGGCATTGGACGCAACTACCGAATAGCCAAGTGTACGG
droPer2 scaffold_0:98129-98369 + ATGTCCCTGGATGTGGTCTGGCATGTCTACAGCAATATGATGAGCCCGGAAATCGAGCAGTTCAGCAACTCAGTGCCAAAGTCCCCCATACGGGAACTGCTCGAACTGGAGCCGGAGACGGCCAAATTTGGGAAGCCGGAGAAGCTGGCCGACGGACGCCGGGTGCGCGTCACCGTCGATGTCTTCTGCAAGGGCACCTTCCGTGGCATTGGACGCAACTACCGAATAGCCAAGTGTACGG
droWil2 scf2_1100000004902:1472391-

1472631 +
ATGTCGTTGGATGTCGTGTGGCATGTCTACAGCAACATGATGAAGCCTGAAATCGAACAATTCAGCAACTCAGTGCCAAAATCACCCATACGGGAACTTCTCGAACTGGAGCCCGAGACGGCCAAGTTTGGTAAACCCGAGAAATTGGCCGATGGTCGGCGGGTCCGTGTCACAGTCGATGTCTTCTGCAAGGGCACTTTCCGTGGCATTGGACGTAACTATCGTATTGCCAAGTGTACGG

droVir3 scaffold_13047:13210651-
13210891 +

ATGTCACTGGATGTGGTGTGGCAGGTCTATAGCAATATGATGAAGCCCGAGATCGAGCAATTTAGTAATTCTGTGCCAAAATCACCCATACGAGAGCTGCTCGAGCTGGAACCGGAGACGGCCAAGTTTGGTAAGCCCGAGAAGTTGGCCGATGGTCGTCGTGTACGCGTCACTGTCGATGTCTTCTGCAAGGGCACATTCCGTGGCATTGGACGCAACTACCGAATAGCCAAATGTACAG

droMoj3 scaffold_6540:10445684-
10445924 +

ATGTCCCTGGATGTGGTGTGGCAGGTATTCAGCAATATGATGAAGCCCGAGATAGAGCAGTTTAGCAATTCTGTGCCAAAGTCACCCATACGAGAGCTGCTCGAGCTGGAGCCGGAAACGGCCAAATTTGGCAAGCCAGAGAAACTGGCGGACGGACGTCGCGTTCGCGTCACTGTTGATGTCTTTTGCAAGGGCACGTTCCGCGGCATCGGACGCAACTACCGTATAGCCAAATGTACGG

droGri2 scaffold_14906:4481345-
4481585 -

TTGTCGCTGGATGTGGTGTGGCGGGTATACAGCAACATGATGAAGCCGGAGATAGAACAATTTAGCAATTCTGTGCCAAAGTCACCCATTCGCGAGCTGCTCGAGCTCGAACCAGAAACGGCCAAGTTCGGCAAGCCAGAGAAGCTGGCAGACGGTCGCCGCGTACGCGTCACTGTGGATGTCTTCTGCAAGGGCACGTTCCGTGGAATTGGACGAAACTATCGCATAGCCAAATGCACAG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:98129-98369
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GTATGCGTGTGTATCTGTGTCCTGTGCCCTGTGTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCACATTAAATTGACAACGCTTAGCTGTGCTTGAGGTAGCCAAACTGTTTCTACATGCGAAAAGGGTTCTCAAATCATCCTGTGCA

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

#
Mismatch

Hit
Count

Total
Norm Total

V137

Male
aged
head

V077

cold,
female
head

V080

Starvation,
female head

GSM609234

CS Â male
total RNA
Â 

GSM609239

IR- 2-
18hr

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

V079

Oxidation,
female
head

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V078

Desiccation,
female head

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM609224

female,
one day

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

GSM609240

IR+ 2-
18hr

GSM609247

heat
female
head

V023

Dcr2
female
head

GSM609229

embryo 2-
6hr

GSM609238

embryo
14-24hr

SRR001349

heterozygous_dcr-
2_untreated

SRR001345

ago2_non-
beta-
eliminated

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V006

r2d2 female:
possibly
heterozygous

V136

Male
aged
body

V138

Male
cold
body

GSM609222

ML-DmBG1-
C1

SRR001338

IR_non-
beta-
eliminated

SRR001664

homozygous_dcr-
2_untreated

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

V092

dcr-
2[G31R]
male
total
RNA Â 

V142

Oxidation_female_body

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2
GSM609219

GM2 cell

GSM286607

6-10h #1
(10)

GSM399105

disk #2

GSM322543

male head
#1

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM609251

aged
female
head

V139

Cold_female_body

SRR010959

Ago3 IP in
heterozygotes

AGO3

V008

S2-
DRSC

GSM609223

male, one
day

GSM609225

ML-DmBG3-
C2

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR001347

ago2_untreated

GSM322219

2-4day
pupae #1

V086

female
body,
aged

SRR010953

Aub
heterozygotes,
oxidized

V140

Dessication_female_body

GSM286601

male head

GSM286611

6-10h #2
(11)

GSM240749

female
head

GSM360262

0-2d
pupae

S6

0-1,2-
6,6-
10h
embryo

SRR001343

dcr-2_non-
beta-
eliminated

SRR001348

ago2_oxidized

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V141

Heat_female_body

V146

S1
cell

V015

DreRFHV148h
GSM609217

MLDmD20c5

V031

GM2
cell

GSM343832

S2R+ cell

V030

ML-
DmD8
cell

V036

ML-
DmD20c5
cell

V073

mbn2

GSM609242

s2+48 #2

SRR029032

r2d2
knockdown

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSE24545

CS ovary
total
RNA

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609241

s2+48 #1

GSM609227

CMEW1
Cl.8+
cell

V034

ML-
DmD16c3
cell

V074

S3

GSM609244

KC+48 #2

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR029031

loqs-ORF
knockdown

SRR029033

lacZ
knockdown

SRR097865

Drosophila
S2-NP
cells

SRR097867

Drosophila
S2-NP
cells

V003

dsDcr-1
(katsutomo
RNA)

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V091

fGS/OSS
total
Â 

V145

S2-
DRSC

..................................................TCGAAATTGGCCAAGCGTTTGT......................................................................................... 22 0 1 63.00 63 3 4 4 5 1 4 1 3 1 3 2 4 1 1 3 1 2 1 0 2 0 3 2 0 0 1 0 2 0 3 0 1 0 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TCGAAATTGGCCAAGCGTTTG.......................................................................................... 21 0 1 61.00 61 16 6 5 1 0 1 1 2 2 2 1 0 0 1 1 0 2 3 0 0 1 0 0 2 2 2 0 1 0 0 2 1 0 0 0 0 1 0 0 2 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TCGAAATTGGCCAAGCGTTTGTT........................................................................................ 23 0 1 32.00 32 2 2 1 3 6 0 1 1 0 1 2 0 0 2 0 1 1 0 0 0 0 1 1 1 0 0 0 0 0 0 0 1 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TCGAAATTGGCCAAGCGTTT........................................................................................... 20 0 1 4.00 4 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TCGAAATTGGCCAAGCGT............................................................................................. 18 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................CGAAATTGGCCAAGCGTTTGT......................................................................................... 21 0 1 3.00 3 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TCGAAATTGGCCAAGCGTTTGTTGTG..................................................................................... 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TCGAAATTGGCCAAGCGTTTGC......................................................................................... 22 1 1 2.00 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................ATTGGCCAAGCGTTTGTTG....................................................................................... 19 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TTCGAAATTGGCCAAGCGTTT........................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AATTGACAACGCTTAGCTGT.......................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................CGAAATTGGCCAAGCGTTTG.......................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................GAAATTGGCCAAGCGTTTGT......................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TCGAAATTGGCCAAGCGTTTGA......................................................................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................CGAAATTGGCCAAGCGTTTGTT........................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................TGTGCACATTAAATTGACAACG................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................ACAACGCTTAGCTGTGCTTGAGG.................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TTGTTGTGCACATTAAATTGACAACGC.................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................ATTGGCCAAGCGTTTGTTGTGCA................................................................................... 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................CTTAGCTGTGCTTGAGGA................................................. 18 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................GAAATTGGCCAAGCGTTTGTT........................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TCGAAATTGGCCAAGCGTTTGTTT....................................................................................... 24 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................CGCTTAGCTGTGCTTGAGG.................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TCGAAATTGGCCAAGCGTT............................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................CTAAATACTTCGAAATTGGCC................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TCGAAATTGGCCAAGCGTTTGTAA....................................................................................... 24 2 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................CGAAATTGGCCAAGCGTTT........................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................CAACGCTTAGCTGTGCTTGAG................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
GTATGCGTGTGTATCTGT............................................................................................................................................... 18 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CATACGCACACATAGACACAGGACACGGGACACAGGAAACGGATTTATGAAGCTTTAACCGGTTCGCAAACAACACGTGTAATTTAACTGTTGCGAATCGACACGAACTCCATCGGTTTGACAAAGATGTACGCTTTTCCCAAGAGTTTAGTAGGACACGT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060653

hs-Penelope_
ovaries_total

GSM385748

OSS_s6

GSM385822

OSS_s8

GSM385744

OSS_s2

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

V140

Dessication_female_body

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

V073

mbn2

V091

fGS/OSS
total
Â 

SRR060646

yw67c23(2)_ovaries_total

GSM609222

ML-DmBG1-
C1

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V074

S3

GSM379052

Aub
Heterozygote

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR010953

Aub
heterozygotes,
oxidized

GSM379060

SpnE
Heterozygote

GSM385821

OSS_s7

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR097867

Drosophila
S2-NP
cells

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM609224

female,
one day

GSM609237

ago2[414]
ovary
total RNA

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V144

OSC

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM609234

CS Â male
total RNA
Â 

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609225

ML-DmBG3-
C2

GSM609218

Sg4

GSM343832

S2R+ cell

V148

mbn2

GSM609217

MLDmD20c5

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

V008

S2-
DRSC

GSM628272

ago2[414]
ovary
total RNA

SRR029033

lacZ
knockdown

SRR032092

mock
oxidized

V085

CME
W2
wing
disc

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031692

Total
small
RNAs from
Oregon R

V086

female
body,
aged

GSM609240

IR+ 2-
18hr

V003

dsDcr-1
(katsutomo
RNA)

GSM343833

S2R+ cell

V131

ML-
DmD16-
c3

GSM379056

Krimp
Heterozygote

V079

Oxidation,
female
head

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM609223

male, one
day

SRR001349

heterozygous_dcr-
2_untreated

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609229

embryo 2-
6hr

GSM609226

CMEW1
Cl.8+
cell

GSM609241

s2+48 #1

SRR001339

WT_females_non-
beta-eliminated

SRR010955

Aub IP in
Ago3
heterozygotes

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM609220

ML-DmD21
cell

V080

Starvation,
female head

.......................................................................................CTGTTGCGAATCGACACGAACTCCAT................................................ 26 0 1 8.00 8 0 0 0 0 0 3 0 0 0 1 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................CGTGTAATTTAACTGTTGCGAATCG............................................................. 25 0 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................CCAAGAGTTTAGTAGGAC.... 18 0 1 3.00 3 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................GTTGCGAATCGACACGAACTCCATC............................................... 25 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................TTTCCCAAGAGTTTAGTAG....... 19 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CTGTTGCGAATCGACACGAACTCCA................................................. 25 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................ACGCTTTTCCCAAGAGTTTAGTAGGAC.... 27 0 1 2.00 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................CTCCATCGGTTTGACAAAGATGTACGCT.......................... 28 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......ACACATAGACACAGGACACGGGACACA............................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................CGGGACACAGGAAACGGATTTATGAAG............................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................CCATCGGTTTGACAAAGATGTACGCT.......................... 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TTAACTGTTGCGAATCGACACGAACTCCAT................................................ 30 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................CGGTTTGACAAAGATGTACGCTTTT....................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................AATTTAACTGTTGCGAATCGACACGAACT.................................................... 29 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............ACACAGGACACGGGACACAGGAAACGGAT..................................................................................................................... 29 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TTGACAAAGATGTACGCTTTTCCCAAG................. 27 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................TTTCCCAAGAGTTTAGTAGGACAC.. 24 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................GTTGCGAATCGACACGAACTC................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................GTTGCGAATCGACACGAACTCCAT................................................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................CTTTTCCCAAGAGTTTAGTAG....... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................CTTTAACCGGTTCGCAAACAACACGT................................................................................... 26 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................AAGATGTACGCTTTTCCCAAGAGTTTAGT......... 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................AGATGTACGCTTTTCCCAAGAGTTT............ 25 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................CATCGGTTTGACAAAGATGTACGCTT......................... 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................AAACGGATTTATGAAGCTTTAACCGGT.................................................................................................. 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................TCCCAAGAGTTTAGTAGGAC.... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................GAAACGGATTTATGAAGCTTTAACCGGT.................................................................................................. 28 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TTGCGAATCGACACGAACTCCATCGGTT........................................... 28 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............AGACACAGGACACGGGACACAGGAAAC......................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................ACAAAGATGTACGCTTTTCCCAAGAGT.............. 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................AATCGACACGAACTCCATCGGTTTG......................................... 25 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:21413218-21413379 - dme_166 GTATGCGT----G------------------------TGTATCTGTGTCC---TGTGCCCT---------GTGTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---CATTA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCTACATGCGAAAAGGGTT----------------------------------------------CTCAAATCATC-----CT--GTGCAT
droSim2 3r:20925613-20925774 - dsi_32434 GTATGCAT----G------------------------TGTATCTGTGTCC---TGTGCCCT---------GTGTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---CTTTA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCTACATGCGAAAAGGGTT----------------------------------------------CTCAAATCATC-----CT--GTGCAT
droSec2 scaffold_13:201163-201324 - dse_150 GTATGCGT----G------------------------TGTATCTGTGTCC---TGTGCCCT---------GTGTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---CATTA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCTACATGCGAAAAGGGTT----------------------------------------------CGCAAATCATT-----CT--GTGCAT
droYak3 3R:25065948-25066128 + dya_69 GTATGCGT----GCGTAT--GCGTG------------TGTATCTGTGTCC---TGTGCCCT---------GTGTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---AATTC-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCAACATGCGAAAAGGGTT-CATCTG-----------------------------------------GCCATCATCCTGTTCT--GTGCAT
droEre2 scaffold_4820:6629162-6629333

+
der_1511 GTATGCGT----GTGTGT--GCGTG------------TGTATCTGTGTCC---TGTGCCCT---------GTGTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGCTTGTCGTGCA---CATTA-AATTGACAACGCTTAGCTGTGCCTGAGGTAGCC--AAACTGTTTCAACATGCGAAAAGGGTT----------------------------------------------CTGCAGTCATC-----CT--GTGCAT

droEug1 scf7180000409798:1138182-
1138352 +

GTGTGTGTATCTG------------------------TGTAGCTGTGTCC---TGTGTCCT---------GTGTACTTTGCCTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAATTGTTTCATCAT----------------------------------------CATTATCTGCATCTGCATCTGC-ATCAGC-----CT--CGGCAT

droBia1 scf7180000302136:2259458-
2259621 -

GTATGCGT----G------------------------TGTATCTGTGTCC---TACGTCCTGTGTGTACTTTGTACTTTGCCTAAATACTTCGAAATTAACCAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCTTTGCTTGAGGTAGCC--AAATCGTTTCCACATGCGAAGAGGGTG----------------------------------------------CTG-------------GT-GCTGCAT

droTak1 scf7180000415257:293331-
293501 -

GTGTGTGT----GTGTAT--GCGTG------------TGTATCT-----C---TGTGTCCTGT-------GAGTACTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCTTTGCTTGAGGTAGCC--AAATTGTTTCAACATTCGAAGAGGATG----------------TG----------------------------CTGCATTTATC-----CT--CTGCAT

droEle1 scf7180000491280:3121543-
3121695 -

GTGTGTGT----G------------------------TGTATCTGTGTGCATGTGTGT-GT---------GTGTGCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGTC---CATCA-AATTGACATCGCTTAGCTGTGCTTGAGGTAGCC--AAATTGATTCTACATGCAAAAGGGGTA--------------------------------------------------------------CT--CTGCAT

droRho1 scf7180000779501:512629-
512766 +

GTGTGTG--------------------------------TATCTGTG-----------CCT---------GGGTGCTTTGCCTAAATACTTCGAAATTGGCTAAGCGTTTGTTGTGTC---CATCA-AATTGACAATGCTTAGCTGTGCTTGAGGTAGCC--AAATTGTTTCTACATTCAAAGG-GG---------------------------------------------------------TC-----CT--CTGCAT

droFic1 scf7180000454055:1329847-
1330007 -

GTGCGTGT----G------------------------CGTGTATGTGTG----TGTGC------------CTGTGCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCCGTGCTTGAGGTAGCC--AAATTGATTCTACGAGCAAAGG-GG-T-------------------GACAACGAGG----------------------ATTGCA-----CT--CTGCAT

droKik1 scf7180000302639:1624824-
1624976 +

GTGTGCGG-----------------------------CCT--GTG----------CGTCCTGT-------GTGT-GTTTGCATAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCT---TATCA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAATTGTTTCAACAGACGGGAAG--------------------AG--------A-------GGGTG-------CGG--G---TG-----CT-GCTGCAT

droAna3 scaffold_13340:3669026-
3669164 -

ATCCGTGT----G------------------------TTTGTGTGTGTGA---TGA----------------GA-GTCTGCCTAAATACTTCGAAATTGGCTAAGCGTTTGTTGTGAT---TACCA-AATTGACAATGCTAAGCTGTGCTTGAGGTAGCC--AAGATAAATCTACAA-----CAGG----------------------------------------------------------AC-----CTCGTTGCAT

droBip1 scf7180000396712:683547-
683685 +

CCATCCGT----G------------------------TGTCTGTGTGT----------------------GTGAGC-CTGCCTAAATACTTCGAAATTGGCTAAGCGTTTGTTGTGAT---TATCG-AATTGACAATGCTAAGCTGTGCTTGAGGTAGCC--AAGATGAATCTACAC--GAACAGG----------------------------------------------------------AC-----CTCGTTGCAT

dp5 2:21156523-21156738 - dps_3835 ATGTGTGA----GTGTATCTGCATGTGTCACCGTATCTGTATCTGTATCC---TGTATC-T---------CCGTGCTTCG-TTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCT---TATTA-AACTGACAAAGCTTTGCCGTGCTTGAGGTAGCC-CTAATTGATTCCACAAACGACA------TCACCTGAAGAGGATGAGTGACACACATGACTGTGTGTGTGTGTGT---------TT-----GT--GTGTGT
droPer2 scaffold_3:3931022-3931219 - dpe_2496 GCATGTGT----C----------------ACCGTATCTGTATCTGTATCC---TGTATC-T---------CCGTGCTTCG-TTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCT---TATTA-AACTGACAAAGCTTTGCCGTGCTTGAGGTAGCC-CTAATTGATTCCACAAACGACA------TCACCTGAAGAGGATGAGTGACACACATGACTGTGTGTGTGTGTGT----------------GT--GTGTGT
droWil2 scf2_1100000004943:14640096-

14640209 +
GTGTTTGT----G------------------------TGTGTGTGTGTG-----------------------------GACTTAAATACTTCGAAATTGATTAAGCGTTTGTTGTGTTCCATTTCA-ATTTGACTATGCTTAACTATGCTTGAGGTAGCCTCTAATTGCTTC-----------------------------------------------------------------------------------------

droVir3 scaffold_12855:6808868-
6808987 -

dvi_24643 -TGTGCGT----G------------------------GGTGTGTGT------------------------GTGTGCCTTTTCTAAATACCTTGAAATTGGTTAAGCGTTTGTTGTGCT---TATCA-AATTGACGACGCTTAACTGTGCTTCAGGTAGCC--TAATTGCTTCAACAAGC----------------------------------------------------------------------------------

droMoj3 scaffold_6540:25792877-
25793004 +

dmo_3123 ATGTGAGT----G------------------------TGTGTGTGTGTT-----------TGT-------GTGTACCGTTGCTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCT---TATCAAAATTGACAACGCTTAACTGTGCTTGAGGTAGCC--TAATTGTTTCAACAAGC----------------------------------------------------------------------------------

droGri2 scaffold_14906:2963137-
2963259 -

dgr_468 -TGTGTGT----G------------------------TGAGTGTGTGTCG---A------------------GTACCGGCGCTAAATACTTCTGAATTGGTTAAGCGTTTGTTGTGCT---TATCA-AATTGACAACGCTTAACTATGCTTGAGGTAGCC--TAATTGTTTCAACAAGC----------------------------------------------------------------------------------
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TTTGGATCGCACTTCAGAAACTAGCTCACCCAGGGAACCGCGTATTTCGTGGCCTTCGCGCCCCTGTCGTTGTCATTTCACGGATTTGCTGTGCATCATCCAACGTTGACTTGCGCCCAACGCTGGATAGTGGATAGTGGTTCTTGGTCTGGTCCGATCCGATGCGTTCCGGTCTCCCTCTGTCTCGCCTCTCTGTGGTATGTTAGATTGCCACATCAAATTTAACT
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V144

OSC

SRR065806

Piwi-
IP_squ_mut_ovaries

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

V091

fGS/OSS
total
Â 

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies
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strain: vret148-
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Vret Heterozygote

SRR065807

Piwi-
IP_squ_het_ovaries

SRR065151

Piwi
bound
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RNAi-aub
ovaries
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SRR317114
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fs(1)yb_72/Fm6 or
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from 5-6 days old
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SRR317110

genotype:
Df(3L)armi-
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from 5-6 days old
flies
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ovary
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total RNA
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head

V139

Cold_female_body
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Oxidation_female_body

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR010953

Aub
heterozygotes,
oxidized

SRR010954
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oxidized

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V141
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S1
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SRR014271

Embryo_0-
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SRR317113
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from 5-6 days
old flies

SRR341117
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targeting
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cellsoxidation

GSM609237
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ovary
total RNA

V134
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GSM379054

Flam
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GSM379063
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GSM385821

OSS_s7

GSM286611
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(11)

SRR001349

heterozygous_dcr-
2_untreated

SRR060644

A2_ovaries_total

SRR065803

Piwi-
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SRR317117
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from 5-6 days old flies
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SRR060653

hs-Penelope_
ovaries_total
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HA-AGO2

AGO1
V128

S3

V131

ML-
DmD16-
c3

V148

mbn2

GSM379052

Aub
Heterozygote
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SRR010958

Piwi IP in
Ago3 trans-
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SRR010951
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Piwi IP in
Ago3
heterozygotes

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR014270

Embryo_0-
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..................................................................................................................................................................................TCTGTCTCGCCTCTCTGTGGT............................ 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................TTCGTGGCCTTCGCGCCCCTGTCG.............................................................................................................................................................. 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................GTTGTCATTTCACGGATTTGCTGTG...................................................................................................................................... 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................TCCGATCCGATGCGTTCCGGTCTCCCT................................................ 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................GATAGTGGTTCTTGGTCTG............................................................................ 19 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................................................TCCCTCTGTCTCGCCTCTCTGTGGT............................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................TCACCCAGGGAACCGCGTATTTCGT................................................................................................................................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................CCTGTCGTTGTCATTTCACGGATT............................................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................TTCACGGATTTGCTGTGCATC.................................................................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................CAACGCTGGATAGTGGATAGTGGT...................................................................................... 24 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................................................TGTCTCGCCTCTCTGTGGTATGTTA...................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................................................................CTGTGGTATGTTAGATTGCCACATC.......... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................TAGTGGATAGTGGTTCTTGG................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................CGATCCGATGCGTTCCGGTCTCCCTCTG............................................. 28 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................TAGTGGTTCTTGGTCTGGTCCGATC.................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................CTTGGTCTGGTCCGATCCGATGCGTT........................................................... 26 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................TCACCCAGGGAACCGCGTAT...................................................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTTGGATCGCACTTCAGAAACTAGCTC........................................................................................................................................................................................................ 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................................................................GGTATGTTAGATTGCCAC............. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................GATTTGCTGTGCATCATCCAAC........................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................CGCTGGATAGTGGATAGTGGTT..................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................................TCTGGTCCGATCCGATGCGTTCCGGT...................................................... 26 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................TTGCTGTGCATCATCCAACGTTGT...................................................................................................................... 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................GCTGGATAGTGGATAGTGGTTCTTGGTC.............................................................................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................................................CCTCTGTCTCGCCTCTCTGTGGTATGT........................ 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................TTGCGCCCAACGCTGGATAGTGGATAGT......................................................................................... 28 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................CCCTGTCGTTGTCATTTCACGGA............................................................................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................ACTTGCGCCCAACGCTGGATAGTGG.............................................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............TTCAGAAACTAGCTCACCCAGGGAACCG........................................................................................................................................................................................... 28 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................TCGTGGCCTTCGCGCCCCTGTCGT............................................................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................ACCCAGGGAACCGCGTATTTCGTGGCC............................................................................................................................................................................. 27 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................AACCGCGTATTTCGTGGCCTTCGCGCCCA................................................................................................................................................................... 29 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................AACCGCGTATTTCGTGGCCTTCGCGC...................................................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.TTGGATCGCACTTCAGAAACTAGCTCA....................................................................................................................................................................................................... 27 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................................CTCTGTCTCGCCTCTCTGTG.............................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........ACTTCAGAAACTAGCTCACCCAGGG................................................................................................................................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................TCTTGGTCTGGTCCGATCCGATGCG............................................................. 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................TCGCGCCCCTGTCGTTGTCATTTCA................................................................................................................................................... 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AAACCTAGCGTGAAGTCTTTGATCGAGTGGGTCCCTTGGCGCATAAAGCACCGGAAGCGCGGGGACAGCAACAGTAAAGTGCCTAAACGACACGTAGTAGGTTGCAACTGAACGCGGGTTGCGACCTATCACCTATCACCAAGAACCAGACCAGGCTAGGCTACGCAAGGCCAGAGGGAGACAGAGCGGAGAGACACCATACAATCTAACGGTGTAGTTTAAATTGA

****************************************........(((((.....)))))(((.(((((.(((((.........))))).))))).)))(((((.((.....((.((((..((........))..)))).)).)).)))))...**********************************************************************
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................CTTTGATCGAGTGGGTCCCTT.............................................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................GGAAGCGCGGGGACAGCAACA.......................................................................................................................................................... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................GCAACTGAACGCGGGTTGC......................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................GAGTGGGTCCCTTGGCGCATA...................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............GTCTTTGATCGAGTGGGT................................................................................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................ACCTATCACCTATCACCA...................................................................................... 18 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................CAAGGAGAGACACCATACAAT...................... 21 3 3 0.33 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:12165003-12165229 - dme_390 T-TTGGATCGCAC---TT----CA-GA--A--AC-------T---AGC----------TCAC-CCAGGGAA-CCGCGTATTTCGTGGCC--------TTCGCGCCCC----------TGTCGTTG--------TCATTTC---ACGGATTTGCTGTGCATCATCC-AACGTTGACTTGCGCCCAACGCTGGATAGTGGATA-----GTGGTTCTTGGTCTGGT-----CCGATCCGATGCGTTCCGGTCTCCCTCTGTCTCGC-----CTCTCTGTGGTATGTTAGATTGCCACATCAAATTTA------ACT
droSim2 3r:9085243-9085469 + dsi_32444 T-TTGGATCGCAC---TT----CA-GA--C--AC-------T---AGC----------TCAC-CCAGGGAA-CCGCGTATTTCTTGGCC--------TTCGCGCCCC----------TGTCGTTG--------TCATTTC---ACGGATTTGCTGTGCATCATCC-AACGTTGACTTGCGCCCAACGATGGATAGTGGATA-----GTGATTCTTGGTCTGGT-----CCGATCCGATACGTTCCGGTCTCCCTCTGTCTCGC-----CTCTCAGTGGTATGTTAGATTGCCACATCAATTTTT------ACT
droSec2 scaffold_12:1981788-

1982014 +
dse_153 T-TTGGATCGCAC---TT----CA-GA--C--AC-------T---AGC----------TCAC-CCAGGGAA-CCGCGTATTTCTTGGCC--------TTCGCGCCCC----------TGTCGTTG--------TCATTTC---ACGGATTTGCTGTGCATCATCC-AACGTTGACTTGCGCCCAACGCTGGATAGTGGATA-----GTGATTCTTGGTCTGGT-----CCGATCCGATACGTTCCGGTCTCCCTCTGTCTCGC-----CTCTCAGTGGTATGTTAGATTGCCACATCAATTTTT------ACT

droYak3 3R:14251327-14251558 + C-TTGGATCGCAC---TT----CA-GA--C--AC-------T---AGC----------TCAC-CCAGGGAA-CCGCGTGTTTCGTGGCC--------TTTGCGCCTC----------TGTTGTTA--------TCATTTC---ACGGATTTGCTGTGCATCATCC-TACGTTGACTTGCGCCCAACGCTGGATAGTGGATA-----GTGGTTCTTGGTCTGGTCTGGTCCGATCCGATCCGTTCCGGTCTCCCTCTGTCTCGC-----CTCTCAGTGGTATGTTAGATTGCCACATCAATTTTT------ACT
droEre2 scaffold_4770:11691406-

11691632 -
der_1538 C-TTGGATCGCAC---TT----CA-GA--C--AC-------T---TGC----------TCAC-CCAGGGAA-CCGCGTATTTCGAGGCC--------TTCGCGGCCC----------TGTCGTTA--------TCATTTC---ACGGATTTGCTGTGCATCATCC-TACGTTGACTTGCGCCCAATGCTGGATAGTGGATA-----GTGGTTCTTGGTCTGGT-----CCGATCCGATCCGTTCCGGGCTCCCTCTGTCTCGC-----CTCTCAGTGGTATGTTAGATTGCCACATAAATTCTT------ACT

droEug1 scf7180000409557:389399-
389629 +

T-TTGGATCGCAC---CC----AA-GA--C--AC-------T---AGC----------TCAC-CCAGGGAA-CCGCGTATTTCGAGGCC--------TTTGCGCCCC----------TGTCGTTC--------ACATTTC---ATGGATTTGCTGTACATCATCC-AACGTTGACTTGCGCCCAACGCTGGATAGTGGATA-----GTGGTCCTTGGTCTGGT-----CCGCTGCGATCCGTTCCAGTCTCCCTCTGTTTCGC-----CTCTCAGTGGTATGTTCGATTGCCACACTTATTTT--ACTTAACT

droBia1 scf7180000299102:89047-
89278 -

T-TCGGATCGCAC---CC----CA-AA--C--AC-------T---AGC----------TCAC-CCAGGGAA-CCGCGTATTTCGAGGCC--------TTCGCGCCCC----------TGTCGTTA--------TCATTTC---ACGGATTTGCTGTGCATCATCC-AACGTTGACTTGAGCCCAACGCTGGATAGTGGATA-----GTGGTCCTTGGTTTGGT-----CCGCTCCGATTCGTTCCTGTCTCCCTCAGTCTCGC-----CTCTCAGTGGTATGTTCGATTGCCACAACTATTTTA-ACTTAACT

droTak1 scf7180000415580:530512-
530741 +

T-TCGGATCGCAAACACC----CA-AA--C--AC-------T---TGC----------TCAC-CCAGGGAT-CCGCGTATTTCGAGGCC--------TTCGCGCCCC----------TGTCGTTG--------TCATTTC---ACGGATTTGCTGTGCATCATCC-AACGTTGACTCGCGCCCAACGCTGGATAGTGGATA-----GTGGTCCCTGGTCTGGT-----CCGCTCCGATTCGATCCGGTCTCCCTCTGTCTCGC-----CTCTCAGTGGTATGTTTGATTGCCACCTCTATTTTA------GCT

droEle1 scf7180000490967:406791-
407021 -

T-TTGGATCGCAC---CC----CA-GA--C--AC-------T---AGA----------TCAC-CCAGGGAA-CCGCGTATTTCGAGGCC--------TTCGCGCCCC----------TGTCGTTG--------TCATTTC---ATGGATTTGCTGTGCATCATCC-AACGTTGCCTTGCGCCCAACGATGGATAGTGGATA-----GTGGTCCTTGGTCTGGT-----CCGCTCCAATCCGGTCCGGTCTCCCTCTGTCTCGC-----CTCTCAGTGGTATGTTCGATTGCCACATCTATTTT--ACTTAACT

droRho1 scf7180000776828:26618-
26847 +

T-TTGGATCGCAC---CC----CA-GA--C--AC-------T---ATA----------TCGC-CCAGGGAA-CCGCGTATTTCGAGGCC--------TTCGCGCCCC----------AGTCGTTA--------TCATTTC---ATGGATTTGCTGTGCATCTTCC-AACGTTGACTTGCGCCCAACGCTGGATAGTGGATA-----GTGGTCCTTGGTCTGGT-----CCGCTCCGATCCGTTCCGGTCTCCCTCTGTCTCGC-----CTCTCAGTGGTATGTTCGATTGCCACATCTATTT---ACTTAACT

droFic1 scf7180000453580:91067-
91298 -

T-TTGGATCGCAC---CC----CA-GA--C--AC-------T---AGC----------TCAC-CCAGGGAA-CCGCGTATTTCGAGGCC--------TTCGCGCCCC----------TGTCGTTA--------TCATTTC---ACGGATTTGCTGTGCATCATCC-AACGTTGACTCGCGCCCAACGCTGGATAGTGGATA-----GTGGTCCTTGGCCTGAT-----CCGCTCAGATCCGATCCAGTCTCCCTCTGTCTCGT-----CTCTCAGTGGTATGTTCGATTGCCACATCTATTTTA-ACTTATCT

droKik1 scf7180000302307:375628-
375855 -

T-TTGGATCGCAC---CC----CC-AC--C--AC-------T---TGCAATCGC----ACACTTCAGGGAA-CCGCGAATTTCAGGGCC--------TTCGCGCCCC----------AGTCGTTA--------TCATTTC---ACGGATTTGCTGTGCATCATCC-AACGTTGCCTTGCGCCCAACGCTGGATAGTGGATA-----GTGATCCCTGGTCTGGT-----GTG----------GTCCGGTCTCCCTCTGTCTCGT-----CTCTTAGCGGTATGTTCGATTGCCACATCTTTTTTA-ACTT-ACT

droAna3 scaffold_13340:15515673-
15515900 -

dan_4044 T-TCGGATCGCAC---CC----ACAGA--C--TT-TCGCAAT---CGCAATCACAC--TCAC-ACAGGGAA-CCGCGTATTTCGAGGCC--------TTTGCGCCCC----------AGTCGTTGT-G-----TCATTGA---CAGGATTTGCTGTGCATCATCC-AACGTTG-CTTGCAGCCAACGCTGGATAGTGGATA-----GTGGTCCTTGGTCTGCT-----CCGC----------------CTCCCTCTTTCTTGC-----CTCCTATCGGTATGTTCGAT-GCCAC-TCTATTTTT-ACATA--T

droBip1 scf7180000396708:4517173-
4517395 +

T-TCGGATCGCAC---CC----ACAGA--C--AC-------T---CGCAATCACAC--TCAC-ACAGGGAATCCGCGTATTTCGAGGCC--------TTTGCGCCCC----------AGTCGTTG--------TCATAAA---CAGGATTTGCTGTACATCATCC-AACGTTG-CTAGCAGCCAACGCTGGATAGTGGATA-----GTGGTCCTTGGTCTGCT-----CCGC----------------CTCCCTCTTTCTTGC-----CTCCTAGCGGTATGTTCGATGTTCGACTCTATTTTT-ACATA--T

dp5 2:22444089-22444341 + dps_3838 TGTCGGATTGGGA---TTACTCACAGAGACACAT-T--CAAA---CTCAAACACACGCAC-------AGA---CACTCATTTCGTGGCC--------TTTGCGCCCTGTGCCCTCCATGTCGATATCGCTATC-CATGTCAATCAGGAGTTGCTGTGCCACATTTGAACGTTG--------------CTGGATAGTGGCTGGCCGTGTGGTCCTTGGTCTGGT-----TTGATCTCAGCC-CTCTGGTCTCCCTC----TCGT-----CTTTCAGTGGTATGTTCGATTGCAAGATCTATTTTTTAC---ATT

droPer2 scaffold_3:5224897-
5225149 +

TGTCGGATTGGGA---TTACTCACAGAGACACAT-T--CAAA---CTCAAACACACGCAC-------AGA---CACTCATTTCGTGGCC--------TTTGCGCCCTGTGCCCTCCATGTCGATATCGCTATC-CATGTCAATCAGGAGTTGCTGTGCCACATTTGAACGTTG--------------CTGGATAGTGGCTGGCCGTGTGGTCCTTGGTCTGGT-----TTGATCTCAGCC-CTCTGGTCTCCCTC----TCGT-----CTTTCAGTGGTATGTTCGATTGCAAGATCTATTTTTTAC---ATT

droVir3 scaffold_13047:1793947-
1794109 -

dvi_24648 T-TCGGATAAC---------------------AT-------T---AAC----------TCAC-C------------ACATTTCGTGGCC--------TTTTCGACCA----------TATCAATG--------GAATTTC---ACGGA-----------TCATCC-AACGTTGTCTTGCGCCCAACGCTGGATAGTGTCC--------GGTCC----------------------------TTAAGATCTTCCTCTATCTTTC-----CTCT---TGGTATGTTCGAT----ACATTCGATTAA------GCA

droMoj3 scaffold_6540:15377793-
15377956 +

dmo_3159 T-TTGGATAACAT---TT----------------------------AC----------TCGC-AC----------CACATTTCGTGGCC--------TTTTCGACCA----------TATCAATG--------GAATTTC---------------CGCATCATCC-AACGTTGTCTTTCACCCAACGCTGGATAGTGT--------------------CTGGT-----CC-----------TTAAGATCTTCCTCTATCTCTC-----CTCT---TGGTATGTTCGATTTA---ATCGATT-TA------GCT

droGri2 scaffold_14906:12613598-
12613784 -

T-TTGGATAACAA---TT----CA-GT--C--AAC------TCACAGC----------TCAC-------------CACATTTTGTGGCCAAAAAAACCTTTCGCCCA----------TATCAATG--------GAATTTC---------------CGCATCATCC-AACGTTGTCTTGCGCCCAACGCTGGATAGTGCCC--------GGTCCTTG----------------------------TGATCTTCCTCTATCTCTCTACCTCTCT---CGGTATGTTCGATTT-AGCAACTGTTTT----------
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.......................................................................................CTACTTGAATTGTTCACCTACA................................................... 22 0 1 95.00 95 10 3 4 4 10 5 6 3 4 6 3 0 4 4 0 0 0 3 4 2 5 1 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 1 0 1 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 1 0 0 1 1 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CTACTTGAATTGTTCACCTACAG.................................................. 23 0 1 42.00 42 3 3 2 0 0 1 6 4 1 0 4 0 0 1 0 0 0 0 0 1 0 1 2 0 0 0 0 1 1 3 0 0 0 0 0 1 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CTACTTGAATTGTTCACCTAC.................................................... 21 0 1 15.00 15 3 1 0 0 0 1 0 0 1 0 0 0 1 0 0 0 2 0 0 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................CTTGAATTGTTCACCTACAGAA................................................ 22 0 1 7.00 7 2 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CTACTTGAATTGTTCACCTACAATC................................................ 25 3 1 5.00 5 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TACTTGAATTGTTCACCTACAG.................................................. 22 0 1 4.00 4 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CTACTTGAATTGTTCACCTA..................................................... 20 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................TTTAAGCGTGCTACAACTACTTGAAT............................................................... 26 0 1 2.00 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TACTTGAATTGTTCACCTACA................................................... 21 0 1 2.00 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CTACTTGAATTGTTCACCTAT.................................................... 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................TAAGCGTGCTACAACTACTTGAATATC............................................................ 27 3 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................ATGGTGATAATTGGCAAGAAAC.................................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................ACTTGAATTGTTCACCTA..................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............GACGCCATCATGGTGATA............................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................CTTGAATTGTTCACCTACAGAATC.............................................. 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................CGCAAGATCCACAAGCTAAGCAAC.......... 24 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TTGAATTGTTCACCTACAG.................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TACTTGAATTGTTCACCTACAGTT................................................ 24 2 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................TTAAGCGTGCTACAACTACTTGAA................................................................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................CGCAAGATCCACAAGCTAAGCAAT.......... 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................CTTGAATTGTTCACCTACAGT................................................. 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................CTTGAATTGTTCACCTACAGA................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CTACTTGAATTGTTCACCTACAGATC............................................... 26 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TACTTGAATTGTTCACCTA..................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................CTTGAATTGTTCACCTACAGTT................................................ 22 2 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................CATCATGGTGATAATTGGCAAGAAAC.................................................................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TTGAATTGTTCACCTACAGTT................................................ 21 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GGGCGGGACCAGTACCTGCGGTAGTACCACTATTAACCGTTCTTTGGGTCCATCCAAATGTTATATAAATTAAATTCGCACGATGTTGATGAACTTAACAAGTGGATGTCTTACTACTTCTAGATAGCGTTCTAGGTGTTCGATTCGTTACAGGAGTTCA

**************************************************((((((..(((((.........(((((.((......))..))))))))))..))))))..**************************************************
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...CGGGACCAGTACCTGCGGTAGTACCA................................................................................................................................... 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................GCGGTAGTACCACTATTAACCGT........................................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................CTAGATAGCGTTCTAGGTGTTCGAT................ 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:24819362-24819547 - dme_160 TCCTGTGCTTCCTCTACCACACATTGCCCGCCCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAAACCCAGGTAGGTTTACAA--TA-----TATTTAATTTA--------AGCGTG----CTACAAC--TACTTGAA---------------------------TTGTTC--------------------------------------------ACC-TACAGAATGATGAAGATCTATCGCAAGATCCACAAGCTAAGCAATGTCCTCAAGT
droSim2 3r:24180234-24180419 - dsi_12849 TCCTGTGCTTCCTTTACCACACATTGCCCGCCCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGGGTTTACAA--TT-----TATTCAATTTA--------AGCATG----CTCCAAC--TACTTGAA---------------------------TTGTTC--------------------------------------------ACC-CACAGAATGATGAAGATCTACCGCAAGATTCACAAGCTAAGCAATGTCCTCAAGT
droSec2 scaffold_4:3681592-

3681777 -
dse_1293 TCCTGTGCTTCCTCTACCACACATTGCCCGCCCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGGGTTTACAA--TT-----TATTTAATTTA--------AGCATG----CTCCAAC--TACTTGAA---------------------------TTGTTC--------------------------------------------ACC-CACAGAATGATGAAGATCTACCGCAAGATACACAAGCTAAGCAATGTCCTCAAGT

droYak3 3R:21679749-21679934 + TCCTGTGCTTCCTCTACCACACATTGCCCGCCCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGCGTTTACAA--TT-----TATTTCATTTA--------AACATA----CTGCAAC--TACTTGAA---------------------------TGGCTC--------------------------------------------ACC-CACAGAATGATGAAGATCTATCGCAAAATCCACAAGCTCAGCAATGTCCTCAAGT
droEre2 scaffold_4820:3217338-

3217523 +
TCCTGTGCTTCCTCTACCACACATTGCCCGCCCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGGGTTTACAA--TT-----CAATTCATTTA--------AGCATG----TTTCAAC--TACTTGAT---------------------------TGACTC--------------------------------------------ACC-CGCAGAATGATGAAGATCTACCGCAAGATCCACAAGCTGAGCAACGTCCTCAAGT

droEug1 scf7180000409787:759714-
759896 +

TCCTGTGCTTCCTCTACCACACATTGCCCGCCCTGGTCATGGATGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTAGGTTTTTTA--T------TATTTATTTTA--------ATTGCA----AAATAATA-------------ATT------------------TCTGATTT--------------------------------------------TTC-CACAGAATGATGAAGATCTACCGCAAGATCCACAAACTGAGCAATGTCCTCAAGT

droBia1 scf7180000302075:1925577-
1925764 +

TCCTGTGCTTCTTCTACCACACATTGCCCGCCCTGGTTATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGGGTTTTCTTTATT-----G----ATTATACT--GG--AGAGAA----TCTCTA-----------AAGTATT------------------TTTGCTTC--------------------------------------------TTC-CTCAGAATGATGAAGATCTACCGCAAGATCCACAAACTGAGCAATGTCCTCAAGT

droTak1 scf7180000415700:395450-
395556 -

TCCTGTGCTTCCTCTACCACACTCTACCCGCCCTGGTTATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGGGTTTACTA--TTTTACATATTTTATTTA--------A------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491261:1395263-
1395449 -

TTCTGTGCTTCCTGTACCACACATTGCCCGCCCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAAGCCGAGGTGGGCCTCTAG--TT-----CATTTAATCTA--------TGGGCA----CCTTTA-----------TAACATTT-----------------TTTAAATC--------------------------------------------ACC-CCCAGAATGATGAAGATCTATCGCAAGATCCACAAACTAAGCAATGTCCTCAAGT

droRho1 scf7180000780007:235796-
235981 +

TCCTGTGCTTCTTGTACCACACATTGCCCGCCCTGGTCATGGACACCATAATGGTGATAATTGGCAAGAAGCCAAGGTAGGTTTATAA--TC-----GATTTAATGTA--------TTGGAA----CCATTCTAA--------CG---TT------------------GATAAATG--------------------------------------------CCC-CACAGAATGATGAAGATATACCGCAAGATCCACAAACTGAGCAACGTCCTCAAGT

droFic1 scf7180000454073:3527098-
3527283 +

TCCTGTGCTTCCTGTACCACACATTGCCCGCTCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGGGTCTGCAT--AA-----GATTTGGTTTA--------AGGAAA----CCCTTGTAA--------AC---TC------------------CTTGGTGT--------------------------------------------TCC-CACAGAATGATGAAGATCTACCGCAAGATCCACAAGCTCAGCAACGTCCTCAAGT

droKik1 scf7180000302276:789340-
789528 -

TCCTGTGCTTCTTCTATCACACACTTCCCGCCCTGGTCATGGACGCCATCATGGTGATCATCGGCAAGAAGCCAAGGTGGGTTTGGA-----------------TTTA--------GGGG---------------------------ATTT--------------------TCT--GGTTTCCAATGAAACTCAGT-------------A--TGTTTTTTATT-TTTAGGATGATGAAGATATACCGAAAGATCCACAAGCTGAGCAACGTCCTAAAGT

droAna3 scaffold_13340:19749719-
19749907 +

TTCTGTGCTTCCTCTACCACACGTTGCCCGCCCTGGTCATGGATACCATTATGGTTCTTATAGGCAAAAAGCCAAGGTAGGTTTTCTTGATT-----TTCTTTGTGAA--------AGTGTG----TTTTAA-----------ATTTATTT-----------------TTTATTTT--------------------------------------------ATC-ATTAGAATGATGAAAATCTACCGGAAGATTCACAAGCTGAGCAACGTCCTTAAAT

droBip1 scf7180000396413:2642063-
2642249 -

TTCTGTGCTTCCTCTACCACACGTTGCCCGCCCTGGTCATGGATGCCATTATGGTTCTCATAGGCAAGAAGCCAAGGTGGGTGTACTTTAGT-----G--------TACTAAGGAATAAATT----TTTTAA-----------TA---------------------------------------------------------------TTATTATTTTTTGTC-CTTAGAATGATGAAAATCTACCGCAAAATTCATAAACTCAGCAACGTCCTTAAAT

dp5 2:13217425-13217609 + TACTATGCTTCTTCTACCACACATTGCCCGCGCTGATCATGGACTTCATTATGGTGATCATTGGCAAGAAACCAAGGTAAGTGCCTAC--GA-----GGATT--------------------------------------------------------------------------CTTTAG-AGGGT-----------CTCTTGACTTACGCTCTGTCTTCC-CTTAGAATGATGAAGATCTATCGCAAGATCCACAAGCTGAGCAATGTCCTCAAGT
droPer2 scaffold_0:7235646-

7235830 -
TACTATGCTTCTTCTACCACACATTGCCCGCCCTGATCATGGACTTCATTATGGTGATCATTGGCAAGAAACCAAGGTAAGTGCCTAA--GA-----GGATT--------------------------------------------------------------------------CTTTAG-AGGGT-----------CTCTTGACTTACGCTCTGTCTTCC-CTTAGAATGATGAAGATCTATCGCAAGATCCACAAGCTGAGCAATGTCCTCAAGT

droWil2 scf2_1100000000048:5321-
5510 +

TTTTGTGCTTCTTGTATCATACATTGCCCGCCCTGTTTATGGATGCCATTATGATTGTAATTGGCAAGAAACCGAGGTATATTAA--A--CT-----ATCTA------------------TA--------------------------TC------------------TTTGCT--GTTCTGTAACTAAATCTAAATCTCTTTTG---------------AAT-TGCAGAATGATGAAGATCTATAGAAAAATACATAAATTGAGCAATGTCCTTAAGT

droVir3 scaffold_13047:18244391-
18244577 -

TACTCTGCTTTTTATATCACACATTGCCCGCCATGTTCATGGACTTGATAATGGTTCTCATGGGCAAGAAACCCAGGTATTTATTAGA--CA-----TTCTT--------------------------------------------------------------------------CTTTTGCAATGG-----------CATTTGCCTAACATATTTTCTTTTCTGCAGAATGATGAAAATCTATCGCAAAATACACAAGTTCAGCAATGTTCTAAAAT

droMoj3 scaffold_6540:13479860-
13480052 +

TTCTCTGCTTCTTATACCACACATTGCCCGCCATGCTCATGGACTTAATTATGGTTCTGATGGGCAAGAAGCCAAGGTAGCTGTGTGA--TT-----AGCTTTTT-GC--------CTTGCATTTCGCATATTG-------------AAG------------------TCTTATTA--------------------------------------TTCCATCCA-TTCAGAATGATGAAAATCTATCGCAAGATACACAAGTTCAGCAACGTTTTAAAGT

droGri2 scaffold_15074:6443554-
6443756 +

TACTCTGCTTCTTGTACCACACATTGCCCGCCATGTTCATGGACTTGATTATGGTTCTCATGGGCAAGAAACCGAGGTATGTTTCA-----------------ATTTA--------ATTGCA----CTCGCAA--CACTTGCAACATATTTACTCAAACTGAACGAAACTTTCTTC--------------------------------------------ATT-TGCAGAATGTTGAAAATCTATCGCAAGATACACAAGTTCAGCAACGTTCTGAAGT
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:24819362-24819521
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:24819362-24819547
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CACAGCTAGAAGAGATAAGTTAACAGATTGGATTTGCGTCGATCGGATTGAATCTGCCTAACTGCTGTCTTGCAGGGCTGTAGGCTTCGGTCCAAAATTAAGTCTACAGTCTCTGCGATTCCGGGCAGTTGAAATGATGCAAGATGAGAGGCTCAGTCCATAACACTTAACGCTTTGTGCACCGTACAATTTAGT
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total
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GSM609240

IR+ 2-
18hr

GSM609238

embryo
14-24hr

GSM360256

1st
instar #1

GSM360257

1st
instar #2

GSM385744
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GSM385748

OSS_s6

GSM609239

IR- 2-
18hr

GSM385821

OSS_s7

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM609223

male, one
day

GSM385822

OSS_s8

GSM399110

KC-48 #2
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0-1h #3
(7)
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Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries
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zuc_cd761/Cyostage:
from 5-6 days old
flies
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aged
body
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hs-Penelope_
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strain:
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male body
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loqs-KO,
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PB
rescue/TM3
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cells
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2hrs_rep1_wK_0_2hr_Emb
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Df(3L)armi-
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from 5-6 days old
flies
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from 5-6 days old flies
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RNA bound
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protein

AGO2

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
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from 5-6 days old
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small RNAs
from r2d2
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one day
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targeting
nibblercell
type:
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(S2)
cellsoxidation
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loqsKO/f00791
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GSM360260
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associated
small RNAs
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AGO1
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whole
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DmBG3-
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cold
body
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GSM609243

KC+48 #1
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heterozygotes,
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Ago3 trans-
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total small
RNAs from
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flies

SRR031697

Total small
RNAs from
dcr-2
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flies
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2'-O-
methylated
small RNAs
from dcr-2
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flies
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A2_ovaries_FLAG-
Ago2

AGO2
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Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V086

female
body,
aged

GSM628272

ago2[414]
ovary
total RNA

V125

ML-
DmD9

V142

Oxidation_female_body

V037

Felix
sample
+mirtrons

GSM379059

Piwi
Mutant

GSM379060

SpnE
Heterozygote

GSM379063
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Heterozygote

GSM379065

Zuc
Heterozygote

GSM272652

S2 -48
Biological
Replicate
#1

SRR001339

WT_females_non-
beta-eliminated

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR031692

Total
small
RNAs from
Oregon R

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR060645

yw67c23(2)_testes_total

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609229

embryo 2-
6hr

GSM609234

CS Â male
total RNA
Â 

GSE24544

dcr-
2[L811fsX]
ovary
total RNA
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CME
L1
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G2
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W2
(wing
disc
line)

V139

Cold_female_body
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Heat_female_body

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM399100

Kc167
cell

V038

Felix
sample
S2
only

GSM399101

kc167
cell
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ML-
DmD16c3
cell

GSM180334

larvae:
1st
instar
and 3rd
instars

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM313160

dcr-2
homozygous,
oxidized

GSM379053

Aub
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GSM379066
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GSM272653
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GSM322533
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male body
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Library
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cells
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total RNA
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associated
small RNAs
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AGO1
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piRNAs
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GAL4 >
RNAi-piwi
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Piwi-
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SRR298536
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genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies
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transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation
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DreRFHV148h
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ML-
DmD8
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female head
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female head
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heads,
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S2cell
(AGO1IP)
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replicate
#2)
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Krimp
Mutant
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Dmel_loq_sRNAseq
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s2+48 #2
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0-1,2-
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Ago3 trans-
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Aub
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Piwi IP in
Ago3
heterozygotes

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014269
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2hrs_rep1_LK_0_2hr_Emb

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR014279
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SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1
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total
small RNAs
from hen1
homozygous
flies
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Total
small RNAs
from dcr-2
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flies

SRR031702
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methylated
small RNAs
from r2d2
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flies
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A2_testes_total
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A2_ovaries_total
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A2_ovaries_FLAG-
Aub

SRR060650

A1_testes_total
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A2_ovaries_Ago3

AGO3

SRR060652

hs-
Penelope_testes_total

SRR065801

zuc_het(H-
Y)_ovaries

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRR097867

Drosophila
S2-NP
cells

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation
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Dcr2 male
(Katsutomo,
whole fly?)

V014

DTT
8h

V031

GM2
cell

GSM609250

ML-DmD32
cell

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1
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mbn2

GSM609222

ML-DmBG1-
C1

GSM609225

ML-DmBG3-
C2
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cold,
female
head

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 
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ML-
DmBG1-
c1
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1182-
4H
cell
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Oxidation,
female
head
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dsDcr-1
(katsutomo
RNA)

GSM343832

S2R+ cell

GSM343833

S2R+ cell
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.........................GATTGGATTTGCGTCGATCGGAT................................................................................................................................................... 23 0 1 19.00 19 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................ATTGGATTTGCGTCGATCGGAT................................................................................................................................................... 22 0 1 19.00 19 0 0 0 0 0 0 0 0 1 0 1 4 0 0 0 0 0 1 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................GATGCAAGATGAGAGGCTCA........................................ 20 0 1 16.00 16 0 0 1 0 2 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 1 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................GATGCAAGATGAGAGGCTCAGTCCA................................... 25 0 1 15.00 15 1 1 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
.................................................................TGTCTTGCAGGGCTGTAGGC.............................................................................................................. 20 0 1 14.00 14 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0
..........................................TCGGATTGAATCTGCCTAACTGCTGT............................................................................................................................... 26 0 1 13.00 13 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................TAACTGCTGTCTTGCAGGG...................................................................................................................... 19 0 1 13.00 13 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................TGAAATGATGCAAGATGAGAG............................................. 21 0 1 12.00 12 0 0 0 3 0 0 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................TCCGGGCAGTTGAAATGATGCAAGATGA................................................ 28 0 1 12.00 12 0 0 0 0 0 0 5 3 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................TTGGATTTGCGTCGATCGGATTGAATC............................................................................................................................................. 27 0 1 11.00 11 1 3 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.....................................................CTGCCTAACTGCTGTCTTGCAGG....................................................................................................................... 23 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................GATTGGATTTGCGTCGATC....................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................TGAATCTGCCTAACTGCTGTCTTGCAGG....................................................................................................................... 28 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................AAGATGAGAGGCTCAGTCCATAAC............................... 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................CTTGCAGGGCTGTAGGCTTCGGTCCAAAA.................................................................................................. 29 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................ATGCAAGATGAGAGGCTCAGTCCATA................................. 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTGTCGATCTTCTCTATTCAATTGTCTAACCTAAACGCAGCTAGCCTAACTTAGACGGATTGACGACAGAACGTCCCGACATCCGAAGCCAGGTTTTAATTCAGATGTCAGAGACGCTAAGGCCCGTCAACTTTACTACGTTCTACTCTCCGAGTCAGGTATTGTGAATTGCGAAACACGTGGCATGTTAAATCA

***************************************************.(((....((((((((...((((((((((((((((((.(((.....))))))))))))))).)))))).....))))))))....)))......**************************************************
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.........................................................................................................................................................................TGCGAAACACGTGGCATGTTA..... 21 0 1 5.00 5 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................CAGCTAGCCTAACTTAGACGG......................................................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................TACTCTCCGAGTCAGGTATTGTGAAT.......................... 26 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................AGACGGATTGACGACAGAACGT......................................................................................................................... 22 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................GTGAATTGCGAAACACGTGGCATGTT...... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................GCTAGCCTAACTTAGACGGATT...................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................CGCAGCTAGCCTAACTTAGA............................................................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................CTACTCTCCGAGTCAGGTAT................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................GCCTAACTTAGACGGATTGAC................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................TCTACTCTCCGAGTCAGGTATTG............................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................CGAGTCAGGTATTGTGAATTG........................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................GTGAATTGCGAAACACGTGGCATGT....... 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................CAGGTATTGTGAATTGCGAAA................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................TTACTCTCCGAGTCAGGTATTG............................... 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................TCAGGTATTGTGAATTGCGAA.................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................TCCGAGTCAGGTATTGTG............................. 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................GTGAATTGCGAAACACGTGGCATG........ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................CCGAGTCAGGTATTGTGAATT......................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................AATTGCGAAACACGTGGCATG........ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................CTCCGAGTCAGGTATTGTGAA........................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................CAGGTATTGTGAATTGCGAAACACGT.............. 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................ACGCTAAGGCCCGTCAACTTT............................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................CCAGGTTTTAATTCAGATGTC...................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................CGACACGTGGCATGTTAA.... 18 2 2 0.50 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................GGGAAGCCAGGTTTTAAT............................................................................................... 18 2 9 0.11 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:3067709-3067903 + dme_436 CACAGCTAGAA--GAGATAAGTTAACA------------------GA--T--TGGATTTGCG----TCGATCGGATT----GAATCT------GCC--TAACTGCTGTCTTGCAGGGC-T--GTAGGC---TTCGGTCCAAA---ATTA-AGTCTACAGTCTCTGCGATTCCG-GGCAGTTGAAA-TG---ATGCAA-GATGAGAG---GCTC-A--GTCCATAACACTTAACGCTT--TGTGCACCGTA-----CAAT-TTAGT-------------
droSim2 2l:2946894-2947088 + dsi_32463 CACAGCTAGAA--GAGATAAGTCAACA------------------GA--T--TGGATTTGCG----CCGATCGGCTT----GAATCT------GCC--TAACTGCTGTCTTGCAGGGC-T--GTAGGC---TTCGGTCCAAA---ATTT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-TG---ATGCAA-GATGAGAG---GCCC-A--GTCCATAACACTTAACGCTT--TGTGCACCGTA-----CAAT-TCAGT-------------
droSec2 scaffold_5:1224952-1225146

+
dse_1854 CACAGCTAGAA--GAGATAAGTCAACA------------------GA--T--TGGATTTGCG----TCGATCGGCTT----GAATCT------GCC--TAACTGCTGTCTTGCAGGGC-T--GTAGGC---TTCGGTCCAAA---ATTT-AGTCTACAGTCACTGCGATTCCG-GGCAGTTGAAA-TG---ATGCAA-GATGAGAG---GCCC-A--GTCCATAACACTTAACGCTT--TGTGCACCGTA-----CAAT-TCAGT-------------

droYak3 2L:3063708-3063893 + dya_1801 CACAGCTAGAA--GAGAT----------------------------------CGGATCGGCG----TCGATCGGATT----AAGTCT------GCC--TAACTGCTGTCTTGCAGGGC-T--GTAGGC---TTTGGTCCAAA---ATTT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-TG---ATGCAA-GATGAAAGAGAGCCC-G--GTCCATAACACTTAACGCTT--TGTGCACCGTA-----CAAT-TCAGT-------------
droEre2 scaffold_4929:3115452-

3115635 +
der_1527 CACAGCTAGAA--GAGAT----------------------------------CGGATTGGCG----TCAATCGGATT----GAATCT------GCC--TAACTGCTGTCTTGCAGGGC-T--GTAGGC---TTCGGTCCAAA---ATTT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-GG---ATGCAA-GATGAGAG---GCCC-A--GTCCATGACACTTAACGCTT--TGTGCACCGTA-----CATTTTCAGT-------------

droEug1 scf7180000409554:3024267-
3024462 -

CACAGCTAAAA--GAGATAACTCAACA------------------GG--T--CGGATTGGAG----CGGATCGGATT----GAATCT------GAT--TAACTGCTGTCTTGCAGCGC-T--GTAGAC---TGTGGTCCAAA---ATTT-AGTCTATAGTCGCTGCGATTCTG-GGCAGTTGTAA-GG---ATAAAAAGATGAGAG---GCCC-A--AACCATCACACTTAACGCTT--TGTGCACCATA-----CAGA-TTAGT-------------

droBia1 scf7180000302188:2122002-
2122202 +

CACAGCTAGAG--GAGATAAGTAAACAGAT-------------CGGA--T--TGGACTGGAG----TGGATCGGATT----GCATCG------GCC--TAACTGCTGTCTTGCAGGGC-C--GTAGAC---TTTGGTCCAAA---ATTT-AGTCTACGGTCGCTGCGATTCCG-GGCAGTTGAAA-GG---ATGCAA-GACGAGAG---ACTC-A--GTCCACTAGACTTAACGCTT--TGTGCACCGTA-----CAGTTCCAGT-------------

droTak1 scf7180000415438:753079-
753224 -

CACAG------------------------------------------------------GAG----TGGATCGGATG----GCATCT------GCC--TAACTGCTGTCTTGCAGGGC-C--GTGGAC---TTTGGTCCAAA---ATTT-AGTCTATGGTCGCTGCGATTCCG-GGCAGTTGAAA-GG---ATGCCA-AATGAGAG---ACCC-A-----------ACCTAACGCTT--TGTGCACCGT-----------------------------

droEle1 scf7180000491046:1758544-
1758740 +

CACAGTTAGAA--GAGATAAGTCAACG------------------GA--T--CGGATTGGAG----TGGATCGGATT----GCGTCT------GCC--TAACTGCCGTCTTGCAGCAC-T--GTAGTC---TTTGGTCCAAA---ATTT-AGTCTACAGCCGCTGCGATTCTG-GGCAGTTGAAA-GG---ATGCAATGATGACAG---GCCC-A--GACCATCACACTTAACGCTT--TGTGCACCGTA-----CACT-TCAGT------------T

droRho1 scf7180000780028:158223-
158417 +

CACAGCTAGAG--GAGATAAGTCAACG------------------GA--T--CGGATTGGAA----TGGATTGGATT----GGATCT------GCC--TAACTGCCGTCTTGCAGCGC-T--GTATTC---TTTGGTCCAAA---ATTT-AGTCTATAGTCGCTACGATTCTG-GGCAGTTGAAA-TG---ATCCAA-GACGAGAG---GCCC-A--ATCCATCACACTTAACGCTT--TGTGCACCGTA-----CAGT-TCAGT-------------

droFic1 scf7180000453924:1051725-
1051931 +

CACAGCTAGAA--GAGATAG-------------------------GA--T--CGGATTGGAGTGGATCGATCGCCTG----GGATCT------GCC--TAACTGCCGTCTTGCAGCGC-C--GTAGAC---TTTGGTCCAAA---ATTT-AGCCTACGGCCGCTACGATTCCG-GGCAGTTGAAA-GG---ATCCAG-GATGCGAGT-CGCCC-A--ACCCTTCACACTTAACGCTT--TGTGCACCGTA-----CAGT-TCAGTAGTTCAGTACAGT

droKik1 scf7180000302246:274520-
274657 +

CGCAGC-----------------------------------------------------------------------------------------C--AAACTGCTGTCTTGCAGCGCCT--GTGGAC---TGTGGTCCAAA----TTA-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAGT-GGCCGATGCTG-----------------------GATCGCACTTAACGCTTCGTGTGCACCGCAGAGAAGAGT-TCAGT-------------

droAna3 scaffold_12916:9588076-
9588233 -

dan_4042 CACAGCTTTAA--G------------------------------------------------------GAACCGTTT------ATCT------CCCATTAACTGCTGTCTTGCAGAGTCT--GTGGAC---G-TGGTCCAAA----T-T-TGTCTACAGCCACTGCGATTCCG-GGCAGTTGAAAGTG---AT--AA-TACGGACT---CCCCAAAAACACATCACATCT-GCGCTT--TGTGCACCGCA-----C----------------------

droBip1 scf7180000396580:1442851-
1443009 +

CACAGCTTTAA--G------------------------------------------------------GATCAGCAT------TTCT------CCCATTAACTGCCGTCTTGCAGCGTCT--GTGGAC---G-TGGTCCAAA----TT--TGTCTACAGCCGCTGCGATTCCGGGGCAGTTGCAAGTG---AAACCA-TACGGATT---CCTCAA--ATACATCACATCT-GCGCTT--TGTGCACCGCA-----C----------------------

dp5 Unknown_singleton_3046:27-
210 +

dps_31 CACAGCAACAA--AAGATAAAACTA---ATCTC-----------GGA--T--CGGATGT-----------------TCCTTAAA---------CCT--TAACTGCCGTCTTGCAGCGCCT--GTGGACG--ATAGGTCCAAA---ATTTCAGTCTACAGACGCTGCGATTCCG-GGCAGTTGAGT-GG---AT--------GGGAT---CCACCT--TTAAATCACACTTAAAGCTA--TGTGCACAGAG---TACAGT---AGT-------------

droPer2 scaffold_1:8612772-8612955
-

dpe_229 CACAGCAACAA--AAGATAAAACTA---ATCTC-----------GGA--T--CGGATGT-----------------TCCTTAAA---------CCT--TAACTGCCGTCTTGCAGCGCCT--GTGGACG--ATAGGTCCAAA---ATTTCAGTCTACAGACGCTGCGATTCCG-GGCAGTTGAGT-GG---AT--------GGGAT---CCACCT--TTAAATCACACTTAAAGCTA--TGTGCACAGAG---TACAGT---AGT-------------

droWil2 scf2_1100000004945:407277-
407435 +

dwi_5419 CACAGTTAAATACATGATATATCCTCC-----------AAATGTGAA--T--TAGATATAAG----TT-ATATCCAG----TGATCG------ATT--TAATTGCCGTCTTGCAGGGTCTTTGTAAAGAATCCAGGTCCAAATT-AAAT-TCTTTATAGATCCTGCGATTCTG-GGCAATTGAAT-GA----C-------------------------------------------------ACACTG------------------------------

droVir3 scaffold_12963:14467461-
14467604 -

dvi_24646 CATGTCCAA----CA------------------------------GT--T--TAGCAAG-----------------TCTATGTA---------ATG--TAACTGCCGTCTTGCAACGCCT--GTGGATA-CAAAGGTCCAAA---AATT-AATCCACACGAGTTGCGATTCTG-GGCAGTTGAT---------------------------------------TTTACTAAAATCTT--TATGCACATGT-----AAAC-ATGGG-------------

droMoj3 scaffold_6500:15423873-
15424035 -

dmo_3155 AA--TCCACAA--CACATTCCCA---C-AA---CCAACGATTTTGGA--CGGTAGACAACAG----CACAGCAGCCG----GCACTC----GTCTT--TAACTGCCGTCTTGCAGCTCCT--GTGGATG-CCCAGGTCCAAT---AAGT-AATCCACACGTGCTGCGATTCCG-GGCAGTTGAGG-GG---A-GCAA-CAGGAT--------------------------------------------------------------------------

droGri2 scaffold_15252:2029221-
2029382 +

dgr_469 TACAATTGGAA--TAGAGGAATCATCA------------------TAATT--TGTAT----A----TCAATCTA-TA----TAATCTTACAATGAT--TAACTGCCGTCTTGCCGGGCCT--GTGGGCA-CCCAGGTCCAAACAAAAGT-TGCCCACATGCTCGGCGATTCTG-AGCAGTTAAA--------------------------CTC-A--GT---------TTA--ACTT--CATTCAC--------------------------------

Generated: 09/09/2015 at 03:51 AM
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................................................................................................................AAACGGCAGAGGCAACGGCAGTGT.................................................................. 24 3 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................AACAACAACAGCAAACGGCA.................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................CAACAACAACAGCAAACG..................................................................................... 18 0 2 1.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

Anti-sense strand reads

GTATATCGCTGGGTTCACTTCCCTTAGCGGTCGTCGTCGTCGTTTGTTGTCTTCGTTGACCGGTCACGCGTCGACGGACACGGCGACAGCGGGAACGGCGTTGTTGTTGTCGTTTGCCGTCTCCGTTGCCGTCGTCGTCGTCGTGGGCGGGTGAGGTTGCATAGGCAAAGGAGGTCGTGTTATCTTCGGAGACAAAACGGCG

******************************************************..((((...(((((...(((.(((((.(((.((((((................)))))).))).))))).)))))))).))))...**************************************************************
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...................................................................................CGACAGCGGGAACGGCGTTGT.................................................................................................. 21 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................AGGTTGCATAGGCAAAGGAGGT........................... 22 0 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................TCGTCGTCGTTTGTTGTCT...................................................................................................................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................AGGCAAAGGAGGTCGTGTTAT................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................TGTCGTTTGTTGTCTTCGTTG................................................................................................................................................ 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................TGTTATCTTCGGAGACAAAAC.... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................CGTGGGCGGGTGAGGTTGCATAGG..................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................GAGGTCGTGTTATCTTCGGAG........... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................GGCGGGTGAGGTTGCATAGGC.................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................CGGACACGGCGACAGCGGGAA........................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................GGGAACGGCGTTGTTGTTGT............................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................TGTCGTTTGCCGTCTCCGTTG.......................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................GGCGTTGTTGTTGTCGTTTGC..................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................TCTTAGCGGTCGTCGTCGTC................................................................................................................................................................. 20 1 3 0.67 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................TCGTCGTCGTCGTTTGTTG......................................................................................................................................................... 19 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................TAGCGGTCGTCGTCGTCG................................................................................................................................................................ 18 0 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................TAAAAGGAGGTCGTGTTA.................... 18 2 18 0.11 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:17211888-17212089 + dme_419 CATA---TAGCGACCCAAGTGAAGGGAATCGCCAGCAGCAGC------------AGCA--------------------------AA---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC-------------T------CCAACGTATCCGTTT------CCT-------------------------------CCAGCACAATAGAAGCCTCTGTTT------------TGCCGC
droSim2 2r:17766310-17766517 + dsi_32456 CATA---TAGCGACCCAAGTGAAGGGAATCGCCAGCAGC------------AGTAGCA--------------------------AA---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC-------------T------CCAACGTATCCACCTCCGTTTCCT-------------------------------CCAGCACAATAGAAGCCTCTGTTT------------TGCCGC
droSec2 scaffold_9:543248-543455 + dse_1843 CATA---TAGCGACCCAAGTGAAGGGAATCGCCAGCAGC------------AGTAGCA--------------------------AA---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC-------------T------CCAACGTATCCACCTCCGTTTCCT-------------------------------CCAGCACAATAGAAACCTCTGTTT------------TGCCGC
droYak3 2R:11976229-11976433 - dya_1795 CATA---TAGCGACCCAAGTCAAAGGAATCGCCAGCAGCAAC---------------A--------------------------AA---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC-------------T------CCAACGTATCAACCTCCGTTTCCT-------------------------------CCAGCACAATAGAAGCCTCTGTTT------------CGCCGC
droEre2 scaffold_4845:11355676-

11355880 +
der_1520 CATA---TAGCGACCCAAGTCAAGGGAATCGCCAGCAGTAGC---------------A--------------------------AG---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC-------------T------CCAACGTATCCACCTCC-------------------------------GGTTCCCTTAGCACAATAGAAGGCTCTGCTT------------CGCCGC

droEug1 scf7180000409474:730362-
730572 -

CACC---TTGCGACCCAAGCTAAGGGAATCGCCAGCAGCAGC---------AGTAGCA--------------------------------AA-CAGAAG---CAACTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC---------------------AAC---AAG---CGCCCAC-------------T------GTAATCCATCCACCG------GACCT----------------------AGTACGACCAGCACCATAGAAGCCTCCGTTT------------CGCCGC

droBia1 scf7180000302143:1194589-
1194823 -

CATA---TTGCGACCCAAGCGAAGGGAATCGCCACCAGCAGC------AGCAGTAGCA--------------------------------AG-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC------AGTAGCACTAGCAGTAGC---ACC---CGCCCAC-------------T------CCAACCCATCCGCCTCCGCCGCGTCT----------------------AGCACCATCAGCACCATAGAAGCCTCCGTTT------------TACCGC

droTak1 scf7180000415722:103138-
103312 +

CATA---TTGCGACCCAAGCCAAGGGAATCGCCAGCAGTAGC---------------A------------------------------------AGAAA---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC------AG---------CAGTAGC---ACC---CGC--------------------------------------------------------------------------------CAGCACCATAGAATCCTCCGTTT------------CACCGC

droEle1 scf7180000491232:161869-
162076 -

CATCACCTTGCGACCCAAGCAAAAGGAATCGCAAGCAGCAGC---------------A--------------------------------AA-CAGAAG---CATCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC---------------------AGC---ATC---CGCCCAC-------------A------CCAACCCATCCGCCT------CCTCC----------------------AGCACCACGAGCACCATAGAAGCCTCTGTTT------------CGCCGC

droRho1 scf7180000780265:156473-
156683 -

CATC---TAGCGAACCAAGCAAAAGGAATCGCTAGCAGTAGC---------------A--------------------------------AA-CAGAAG---CAGCTACCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC------AG---------CAGCAGC---AAC---CGCCCAC-------------A------CCAACCCATCCGCCT------CCACC----------------------AGCACCACGAGCACCATAGAATCCTCCGTTT------------CGCCCC

droFic1 scf7180000453811:56703-
56922 -

CATCACCTTGCCAGCCAAGCAAAAGGAATCGCCAGCAGTAGC---------------A--------------------------------AA-CAGAAA---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACAACAACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC----------TCAGCTTACTCCAATCCATCCGCCT------CATCT----------------------AATACCACCGCCACGATAGAAGCCTCTGTTT------------CGCCGC

droKik1 scf7180000302411:441422-
441668 +

CACC---ATCCGCCCCAAGGAAAGGGAGTCGCCAGCAGTAGC---------------A--------AGCATCAG---CACCAGCACCAGCAG-CAGAAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------CAGCAGCACTGCC---CGCCCAC-------------T------TCCACT---CCACTT----------CTACAAGTTTAAATTCTGCCTCCACCACCACCAACATCATAGAATCCTCCGTAT------------CGCCGC

droAna3 scaffold_13266:5014085-
5014313 +

dan_91 CACC---AGCCGACGCAGGGAAAAGGAATCGCCGGCA-----------------------------AACAGCA---GGCCAACCAACAGCAG-CAGAAGCCCCAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCTTTGCCGCAAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------CGGCAGAGACACC---CGCCCAAGC-----------A------TCAACT--TCCACCT------CCACC----------------------AGTAGCACCAGCATCATAGAATCCTCAGTTT------------CGCCGC

droBip1 scf7180000395751:823775-
824000 +

CACC---ATCCGACGCAGGGAAAAGGAATCGCCAGCA-----------------------------AACAACAGCAGGCCAACCAA---CAG-CAGAAGCCCCAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCTTTGCCGCTAC------ATCAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------CGGCAGAGACTCC---CGCCCAA-------------A------CACCCA---CCACCT------CCTCC----------------------AGTAGCACGAGCACCATAGAATCCTCCGTTT------------CGCCGC

dp5 3:9802137-9802349 - dps_3826 CA----------ACACAACCGAAAGGAGTCCGCAGTATC------------AGTAGAC-----------AA------------CAC---CAA-CAGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------TAGCAGC---ACCACCTACAACCACAAC-------------------CACACTCGTCT------CATCC----------------------GCCACCACGAGCATCATAGAAGCCTCCGCCT------------CGCCGC
droPer2 scaffold_4:5118111-5118332

-
dpe_2480 CAGC----------ACAACCGAAAGGAGTCCGTAGTATC------------AGTAGAC-----------AA------------CAC---CAA-CAGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------TAGCAGC---ACCACCTACAACCACAAACACACTCGT----------CTCATCCGCCC------ACTCC----------------------GCCACCACGAGCATCATAGAAGCCTCCGCCT------------CGCCGC

droWil2 scf2_1100000004510:1465966-
1466124 +

dwi_5424 AG-------------------GAGGGAAGTGGTAGTGGTAGC---------GGTAGCA------------------GTT---------------------------CGTCCAATAACA------------AGCTGTTGCCCCTGCCACAACAAAAACAACAGCAACACACAGAGGCAACAACTTCTGGAAC---------------------TGC---CGT---CACCGCA----------TCATC-----CCAA-------------------TC----------------------------------CACTAAAGAAGCTTAT---T------CCACTTCACCAC

droVir3 scaffold_12875:18068715-
18068893 -

dvi_24649 CAGA---AAC----C-----------------CAGC---------------------A--------AACAACAA---------CCA---CAACCAGCAG---CAGCTGCTCAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCAGCA---ACGCCAG---------CAGCAGC---TTC---CACATAC-------------T------CCAATACAGCAACAGCAGAAACCT-------------------------------CC------------GCCTCCGTCTCAGATTCCACAGCGCCAC

droMoj3 scaffold_6496:11689326-
11689523 -

dmo_3164 CATC---A--------------------------ACAGTAGCAACAAC-GCAGCAGAAACCCAGCAAACAACAA---------CAA---CAA-CAGCAG---CAGCTGCTCAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCCGCA---ACGCCAG---------CAGCAGC---TTC---CACATAC-------------T------C------------CTCCAA----TTC-------------------------AGCAAAAG-----CAGATACCTCCGTTTCAGAGTCAATAGCGCCGC

droGri2 scaffold_15245:4197227-
4197430 -

dgr_473 CAAC---AACA-------------------GCCAACA--CGCAACAGCAGCAGCAGAAAACCAACAA---A------------CAC---CAA-CAGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCGGCAGCAACGCCAG---------CAGCTGC---TTC---CACCACA----------TCAT----------C--ATCATCATCCAA----TCC----------------------ATCAATAAAAG-----CAGAAG---CTGGGT------CCACGAGGCCGC
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..........................GAGGCTGAAGAAAACTTTGTAGCATTT................................................................................................................................................. 27 0 1 42.00 42 18 0 0 0 1 0 6 0 0 1 0 0 7 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................GAGGCTGAAGAAAACTTTGTAGCATT.................................................................................................................................................. 26 0 1 36.00 36 29 0 0 1 1 0 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................GAGGCTGAAGAAAACTTTGTAGC..................................................................................................................................................... 23 0 1 18.00 18 9 0 0 0 0 0 2 6 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........TTGAGCAAGTTCGGCGGCGAGGCTGAA................................................................................................................................................................... 27 0 1 16.00 16 0 11 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................GCGAGGCTGAAGAAAACTTTG......................................................................................................................................................... 21 0 1 14.00 14 4 0 0 0 0 0 1 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................GCCAACGAGATTAATTGTGACGAAAGC..................................................................... 27 0 1 8.00 8 0 0 0 0 1 0 0 0 1 1 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......TCTTGAGCAAGTTCGGCGGCGAGGC....................................................................................................................................................................... 25 0 1 8.00 8 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........TTGAGCAAGTTCGGCGGCGAGGCTGA.................................................................................................................................................................... 26 0 1 7.00 7 1 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......TCTTGAGCAAGTTCGGCGGCGAGGCT...................................................................................................................................................................... 26 0 1 7.00 7 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................GATTAATTGTGACGAAAGCTAAC................................................................. 23 0 1 6.00 6 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................TCCTCTTAGATCGTATTGCAATTGAAGC.............................................................................................. 28 0 1 5.00 5 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................GGCGAGGCTGAAGAAAACTTTGT........................................................................................................................................................ 23 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................TTAATTGTGACGAAAGCTAACAAA.............................................................. 24 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................TTAATTGTGACGAAAGCTAACAAACAAA.......................................................... 28 0 1 4.00 4 0 1 1 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................TCTTAGATCGTATTGCAATTGAAGC.............................................................................................. 25 0 1 4.00 4 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........TTGAGCAAGTTCGGCGGCGAGGCT...................................................................................................................................................................... 24 0 1 4.00 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................GATTAATTGTGACGAAAGC..................................................................... 19 0 1 4.00 4 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................TCCTCTTAGATCGTATTGCAATTGAA................................................................................................ 26 0 1 4.00 4 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TTTAGTAACACTTCCTCTTAGATCG............................................................................................................. 25 0 1 4.00 4 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TTTAGTAACACTTCCTCTTAGATCGTA........................................................................................................... 27 0 1 3.00 3 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................CCAACGAGATTAATTGTGACGAAAGC..................................................................... 26 0 1 3.00 3 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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....................................................................................................................................CAAACAAAACAAAACCAACACAATACC....................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................AACGAGATTAATTGTGACGAAAG...................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................GGCGAGGCTGAAGAAAACTTT.......................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............AGTTCGGCGGCGAGGCTGA.................................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0
..................................................................................................................AATTGTGACGAAAGCTAACA................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................TGAAGAAAACTTTGTAGCATTTTA............................................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........AGCAAGTTCGGCGGCGAGGCTGAAG.................................................................................................................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................TCCTCTTAGATCGTATTGCAAGCA.................................................................................................. 24 3 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................GATTAATTGTGACGAAAGCTAAA................................................................. 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......TCTTGAGCAAGTTCGGCGGCGAG......................................................................................................................................................................... 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................CGAGATTAATTGTGACGAAAGCTAA.................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................AGAAAACTTTGTAGCATTTTATTTGT.......................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................GCTAACAAACAAAACAAAACCAACACAAT.......................................... 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................CGGCGAGGCTGAAGAAAAC............................................................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................AAGTTTAGTAACACTTCCTCTTAGA................................................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CGTCAGAGAACTCGTTCAAGCCGCCGCTCCGACTTCTTTTGAAACATCGTAAAATAAACAATTCAAATCATTGTGAAGGAGAATCTAGCATAACGTTAACTTCGGTTGCTCTAATTAACACTGCTTTCGATTGTTTGTTTTGTTTTGGTTGTGTTATGGGTATGTGGTACATTAAATAAACTATATAGTACACTTAGA

******************************************************.((((.(((((((.((((...................((((...((((((((...........)))))))).))))))))))))))).))))...*************************************************
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..............TTCAAGCCGCCGCTCCGACTTCTTT............................................................................................................................................................... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................AGCCGCCGCTCCGACTTCTTT............................................................................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................ACTGCTTTCGATTGTTTGTTT.......................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............GTTCAAGCCGCCGCTCCGACTTCTTT............................................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............GTTCAAGCCGCCGCTCCGACTT................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................CTGCTTTCGATTGTTTGTTTTGTTTTGG.................................................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................TTTGTTTTGTTTTGGTTGTGTTA.......................................... 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:12396025-12396222 - dme_427 GCAG-T--CTCTTGAGCAA---GTTCGGCGGCGAGGCTGAAGAAA-A--CTTTGTAGCATTTTATTTGTTAAGTTTAGTAACACTTCCTC--TTAGATCGTATT--GC----------AA-------TTGAA--GCCAACGAGATTAATTGTGACGAAAGCTAA----CAAACAAAA-----CAAAA------------------------------CCAACACAATA--CCC--A--------------TACACCATGTAATTTATTTGATA------TAT-----------------CATGTGAATCT---
droSim2 3l:12096585-12096784 - GCAG-TCTCT--TGAGCAA---GTTCGGCGGCGAGGCTGAA---A-A--CTTTGTAGCATTTTATTTGTTAAGTTTAGTAACACTTTCTC--TTAGATCGTATT--GC----------AA-------TTGAA--GCCAACGAGATTAATTGTGACGAAAGCTAA----CAAACAAAACAAAACAAAA------------------------------CCAACACAATA--CCC--A--------------TACACCATGTAATTTATTTGATA------TAT-----------------CATGTGAATCT---
droSec2 scaffold_0:4579986-4580184

-
GCAG-TCTCT--TGAGCAA---GTTCGGCGGCGAGGCTGAA---A-A--CTTTGTAGCATTTTATTTGTTAAGTTTAGTAACACTTTCTC--TTAGATCGTATT--GC----------AA-------TTGAA--GCCAACGAGATTAATTGTGACGAAAGCTAA----CAAACAAAC-AAAACAAAA------------------------------CCAACACAATA--CCC--A--------------TACACCATGTAATTTATTTGATA------TAT-----------------CATGTGAATCT---

droYak3 3L:12451739-12451929 - dya_1642 GCAG-T--CT--TGAGCAA---GTTCGGCGGCGAGGCTGAA---A-A--TTTTGTAGCATTTTATTTGTTAAGTTTAGTAACACTTTCTC--TTAGATCGTATT--GC----------AA-------TTGAA--GCCAACGAGATTAATTGTGACTAAAGCTAA----CAAACAAAA---A-CCAA-----------------------------------CACAATA--CCCATA--------------CACACCATGTAATTTATTTGATA------TAT-----------------CATGTGAATCT---
droEre2 scaffold_4784:12390913-

12391099 -
GCAG-T--CT--TGAGCAA---GTTCGGCGGCGAGGCTGAA-----A--ATTTGTAGCATTTTATTTGTTAAGTTTAGTAACACTTTCTC--TTAGATCGTATT--GC----------AA-------TTGAA--GCCAACGAGATTAATTGTGACTAAAGCTAA----CAAACAAAA-----CCAA-----------------------------------CACAATA--CCC--A--------------TACACCATGTAATTTATTTGATA------TAT-----------------CATGTGAATCT---

droEug1 scf7180000409466:4488746-
4488972 -

GCAGCTGTCT--TGAACAA---GTTCGGCGGCGAGGCTGAA-----A--TTTTGTAGCATTTTATTTGTTAAGTTTAGTAACACTTTCTC--TTAGATCATATT-TGC----------AAT------TTGAA--GCCAACGAGATTAATTGTGACTAAAGCTAA----CAAACAAAA-----CAAAAACAAAACAAAAAACA----------------CAACA-AATA--CCC--ATACACATACA----CACAACATGTAATTTATTTTATACGAGTATAT--------------CAT--TGTGAATCT---

droBia1 scf7180000302428:4667188-
4667381 -

GCAG-T--CT--TGAACAA---GTTCGGCGGCGAGGCTGAA-----A--TTTTGTAGCATTTTATTTGTTAAGTTTAGTAACACTTTCTC--TTAGATCGTATT--GC----------AA-------TTGAA--GCCAACGAGATTAATTGTGACTAAAGCTAA----CAAACAAAA---AACAAA-----------------------------------CACCGCACCCCC--A--------------CACACCATGTAATTTATTTTATA------CAC-----------------CATGTGAATCTTCT

droTak1 scf7180000415703:291679-
291876 +

GCAG-T--CT--TGAACAA---GTTCGGCGGCGAGGCTGAA-----A--TTTTTTAGCATTTTATTTGTTAAGTTTAGTAACACTTTCTC--TTAGATCGTATT--GC----------AA-------TTGAA--GCCAACGAGATTAATTGTGACTAAAGCTAA----CAAACAAAA---AACAAAC--------------A------------CAACAACCCCACAA--CCC--A--------------CACACCATGTAATTTATTTTATA------TAT-----------------CATGTGAATCT---

droEle1 scf7180000491255:759090-
759279 -

GCAG-T--CT--TGAACAA---GTTCGACGGCGAGGCTGAA-----ACTTTTTGTAGCATTTTATTTGTTAAGTTTAGTAACACTTTCTC--TTAGATCGTATT--GC----------AA-------TTGAA--GCCAACGAGATTAATTGTGACTAAAGCTAA----CAAACAAAA-----CA----------------------------------CAACACAACA--TCC--A--------------CACACCATGTAATTTATTTAATA------TAT-----------------CATGTGAATCT---

droRho1 scf7180000767448:22844-
23030 +

GCAG-T--CT--TGAACAA---GTTCGGCGGCGAGGCTGAA-----A--TTTTTTAGCATTTTATTTGTTAAGTTTAGTAACACTTTCTC--TTAGATCGTATT--GC----------AA-------TTGAA--GCCAACGAGATTAATTGTGACTAAAGCTAA----CAAACAAAA-----CAAA-----------------------------------CACAACA--TCC--A--------------CACACCATGTAATTTATTTAATA------TAT-----------------CATATGAATCT---

droFic1 scf7180000453839:648508-
648701 +

----------------CAAGTTG-TCGGCGGCGAGGCTGAA---A-A--AATTGTAGCATTTTATTTGTTAAGTTTAGTAACACTTTCTC--TTAGATCGTATT--GC----------AA-------TTGAA--GCCAACGAGATTAATTGTGACTAAAGCTAA----CAAACAAAA-----CAAAC--------------A----------------CAAC--AACA--CCC--ACACACACCCGCACAT--ACAATGTAATTTATTTTATA------TAT-----------------CATGTGAATCT---

droKik1 scf7180000302686:95000-
95196 +

------------------------TCGGCGGCGAGGCTGAA-----A--TTTTGTAGCATTTTATTTGTTAAGTTTAGTAACATTTTCTC--CTAGATCGTATC--GC----------AACGCAAAAAGAAA--GCCAACGAGATTAATTGTGACTAAAGCTAAATAACAAACAAA------CAAAC-------AAAAAACAAGAAGAAACGAG----CGAGA-A------AC--A--------------TCCTCCACATAATTTATTT---A------TAT-----------------CATGAGAATCT---

droAna3 scaffold_13337:1258774-
1258948 +

--------------------------GGCGGCGAGGCTGAA-----C--TTTTGTAGCATTTTATTTGTTAAGTTTAGTAACACTTTCTC--TTAGATCGTATT--GC----------AA-------ATGAA--GCCAACGAGATTAATTGTGACTAAAGCTAA----CAAACAAAA-----CAAAT------------------------------CAA-------A--CGC--A--------------TACACCATGTAATTTATTTTATA------TAT-------ATATA--CATCATGTGAATCT---

droBip1 scf7180000396371:1591344-
1591527 +

--------------------------GGCGGCGAGGCTGAA-----AC-TTTTGTAGCATTTTATTTGTTAAGTTTAGTAACACTTTCTC--TTAGATCGTATT--GC----------AA-------ATGAA--GCCAACGAGATTAATTGTGACTAAAGCTAA----CAAACAAAA---AACAAAT--------------C------------AAACAA-------A--CAC--A--------------TACACCATGTAATTTATTTTATA------TAT-------ATATACACATCATGTGAATCT---

dp5 XR_group6:3178324-3178486 - GC--------------------------------GGCTGAC-----A--TTTTGTAGCATTTTATTTGTTAAGTTTAGTAACACTTTCTC--TTAGATCGTATT--GC-AAAAGA---AA-------ATGAA--GCCAACGAGATTAATTGTGACTAAAGCTAA----CAAACAAATGAAAACAA-----------------------------------------------C--A--------------TCCACAATCTAATTTATTT-ATA------TAT-----------------CATGCGAACAC---
droPer2 scaffold_9:1472935-1473097

-
GC--------------------------------GGCTGAC-----A--TTTTGTAGCATTTTATTTGTTAAGTTTAGTAACACTTTCTC--TTAGATCGTATT--GC-AAAAGA---AA-------ATGAA--GCCAACGAGATTAATTGTGACTAAAGCTAA----CAAACAAATGAAAACAA-----------------------------------------------C--A--------------TCCACAATCTAATTTATTT-ATA------TAT-----------------CATGCGAACAC---

droWil2 scf2_1100000004540:1311899-
1312064 +

dwi_81 GCAG-T------TGTTCGA---G-ACGGCGGCGAGGCTGAC---AAAT-TTTTTTAGCATTTTATTTGTTAAGTTTAGTGACACTTTCTC--TTAGATTGTATTATGT-G--------AA-------ATGAAATGCCAACGAGATTAATTGTGACTAAAGCTAA----CAAACGAAA-----CAAAT--------------A---------------CAA-----GTA--CATATA--------------TAC-----------------ATA------TA--------------------------------

droVir3 scaffold_13049:7754220-
7754395 -

GCAG-T--TT--T---------GTTCGACGGCGAGGCTGAA-----A--TTTTGTAGCATTTTATTTGTTAAGTTTAGTGACATTTTTTC--TTAGATTGTATTTTGTGAAGAGC---AA-------GTGAA--GCCAACGAGATTAATTGTGACTAAAGCTAA----CAAACAAAA-----TTA---------------------------------------------------------------------------TATTTATTTTATA------TAT-------ATATA--TATTATGTGTATCA---

droMoj3 scaffold_6680:6000937-
6001128 -

GCAG-T--TTT-T---------GTTCGACGGCGAGGCTGAA-----A--TTTTGTAGCATTTTATTTGTTAAGTTTAGTGACATTT-TTC--TTAGATTGTATT-TGT-GAGAGATGCGA-------GCGAA--GCCAACGAGATTAATTGTGACTAAAATTAA----CAAACAAAA-----T------------------------------------------------------------------------CAT---ATTTATTTTAAAAACATATATCAATGATATATATGTATCACAAAGAGCG---

droGri2 scaffold_15110:5128826-
5128988 +

GCAG-T--TTT-TG--------GTTCGACGGCGAGGCTGAA-----A--TTTTGTAGCATTTTATTTGTTAAGTTTAGTGACAATTTTTTGCATAGATTGTACC--A-----------AG-------TTGAA--GCCAACGAGATTATGTGTGACTAAAGCAAA----CAAACAAAA-----T--------------------------------------------------------------------------TATAAATTATTTATTT------TTT-----------------TATATAAATAT---
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GAGGCACTGGGTTCCTGGGCAAGGTCCTGGTCGAGAAGTTGCTGCGGTAAGTGGGTGGAGTGGGTGGCAGGTGGACGGGCCAGCTGGTCCGTACGTGGCCCCATTAATCCCCATTTCCGCGATGGCTTATGCAATATTATTAATTCGTGCAGTTCGTGCGGTGGCCTAAAGCGCATTTATCTGCTCATCCGCCCTAAGAAGG

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

#
Mismatch

Hit
Count

Total
Norm Total

V137

Male
aged
head

V092

dcr-
2[G31R]
male
total
RNA Â 

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V077

cold,
female
head

V078

Desiccation,
female head

V138

Male
cold
body

GSM322543

male head
#1

V079

Oxidation,
female
head

GSM609222

ML-DmBG1-
C1

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609234

CS Â male
total RNA
Â 

GSM286606

2-6h #2
(9)

V126

CME
L1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609217

MLDmD20c5

GSM360262

0-2d
pupae

GSM609225

ML-DmBG3-
C2

GSM609243

KC+48 #1

GSM609238

embryo
14-24hr

V142

Oxidation_female_body
GSM609219

GM2 cell

V141

Heat_female_body

GSM322533

female
head #1

GSM286607

6-10h #1
(10)

GSM343287

Drosophila
Toll 10b
mutant
embryos

V015

DreRFHV148h

GSM286605

2-6h #1
(8)

V073

mbn2

GSM609241

s2+48 #1

V139

Cold_female_body

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2
GSM371638

S2-NP

GSM609240

IR+ 2-
18hr

V023

Dcr2
female
head

GSM286611

6-10h #2
(11)

V136

Male
aged
body

V074

S3

GSM399107

male body
#2

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM360260

0-1d
Pupae (w)

V140

Dessication_female_body

GSM286604

0-1h #3
(7)

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609239

IR- 2-
18hr

GSM280085

WT testes
(18-24nt)

GSM379058

Piwi
Heterozygote

GSM467731

Dmel_loq_sRNAseq

SRR010953

Aub
heterozygotes,
oxidized

GSM609226

CMEW1
Cl.8+
cell

GSM609227

CMEW1
Cl.8+
cell

GSM609251

aged
female
head

GSM399110

KC-48 #2

GSM360257

1st
instar #2

GSM609223

male, one
day

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM360256

1st
instar #1

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

V008

S2-
DRSC

V036

ML-
DmD20c5
cell

GSM628272

ago2[414]
ovary
total RNA

GSM609242

s2+48 #2

V086

female
body,
aged

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM272653

KC -48 #1

GSM399105

disk #2

GSM322208

3rd
instar #2

GSM240749

female
head

SRR001348

ago2_oxidized

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V091

fGS/OSS
total
Â 

V130

ML-
DmBG3-
c2

GSM609237

ago2[414]
ovary
total RNA

GSM361908

s2-48
Biological
Replicate
#2

GSM1528798

follicle
cells

V085

CME
W2
wing
disc

V080

Starvation,
female head

GSM385821

OSS_s7

GSM385822

OSS_s8

GSM609244

KC+48 #2

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR032092

mock
oxidized

V006

r2d2 female:
possibly
heterozygous

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609220

ML-DmD21
cell

GSM322245

3rd
instar #1

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM609235

CMEL1

GSM275691

imaginal
disc

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

GSM286613

0-1hr #1
(A)

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

V145

S2-
DRSC

SRR031692

Total
small
RNAs from
Oregon R

GSM609250

ML-DmD32
cell

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V127

G2

GSM322219

2-4day
pupae #1

SRR001347

ago2_untreated

GSM399101

kc167
cell

GSM609224

female,
one day

V146

S1
cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM286601

male head

SRR001339

WT_females_non-
beta-eliminated

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR029028

untreated
(mock)

SRR097865

Drosophila
S2-NP
cells

V032

S1
cell

SRR060644

A2_ovaries_total

SRR060650

A1_testes_total

GSM272652

S2 -48
Biological
Replicate
#1

GSM322338

2-4day
pupae#2

GSM399106

female
body #2

GSM286602

male body

..................................................GTGGGTGGAGTGGGTGGCA..................................................................................................................................... 19 0 1 38.00 38 13 5 4 0 1 2 5 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGGGTGGAGTGGGTGGCAG.................................................................................................................................... 20 0 1 5.00 5 0 0 2 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TGGGTGGAGTGGGTGGCAGG................................................................................................................................... 20 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGGGTGGAGTGGGTGGC...................................................................................................................................... 18 0 2 1.50 3 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................AGGTGGACGGGCCAGCTGGTCCGTACGT.......................................................................................................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................GTGGAGTGGGTGGCAGGTGGAC.............................................................................................................................. 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................GTGGGTGGCAGGTGGACGGGCCT........................................................................................................................ 23 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................GTCCTGGTCGAGAAGTTGC................................................................................................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................GTAAGTGGGTGGAGTGGGTGG....................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................GGCTTATGCAATATTATTAATTCGTGCAG.................................................. 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................GTGGAGTGGGTGGCAGGTGGGG.............................................................................................................................. 22 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................GCTGCGGTAAGTGGGTGG................................................................................................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................GTAAGTGGGTGGAGTGGGTGGC...................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................TTATTAATTCGTGCAGTTCGTGCGG......................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TGGGTGGAGTGGGTGGCA..................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGGGTGGAGTGGGTGGCG..................................................................................................................................... 19 1 14 0.21 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CTCCGTGACCCAAGGACCCGTTCCAGGACCAGCTCTTCAACGACGCCATTCACCCACCTCACCCACCGTCCACCTGCCCGGTCGACCAGGCATGCACCGGGGTAATTAGGGGTAAAGGCGCTACCGAATACGTTATAATAATTAAGCACGTCAAGCACGCCACCGGATTTCGCGTAAATAGACGAGTAGGCGGGATTCTTCC
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...............ACCCGTTCCAGGACCAGCT........................................................................................................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:5788325-5788526 - dme_407 GAGGCACTGGGTTCCTGGGCAAGGTCCTGGTCGAGAAGTTGCTGCGGTAAGTGGGTG-----------GA--G----TGGGTG----------G---CAGGTGGACGGGCCAGCTGGTC-CGTACGTGG-CCC---CATTAATC-CCCATT-TCCGC-G---ATGGCT--TAT---G---C---AATATT-ATT----AATTCGTGCAGTTCGTGCGGTGGCCTAAAGCGCATTTATCTGCTCATCCGCCCTAAGAAGG
droSim2 2r:6565700-6565901 - dsi_6537 GAGGCACTGGGTTCCTGGGCAAGGTCCTGGTCGAGAAGTTGCTGCGGTAAGTGGGTG-----------GA--G----TGGGTG----------G---CAGATGGACGGGCCAGCTGGTT-CGTACGTGG-CCC---CATTAATC-CCCATT-TCCGC-G---ATGGCT--TAT---G---C---AATATT-ATT----AATTCGTGCAGGTCGTGCGGTGGCCTAAAGCGCATTTATCTGCTCATCCGCCCTAAGAAGG
droSec2 scaffold_1:3399106-3399307

-
dse_349 GAGGCACTGGGTTCCTGGGCAAGGTCCTGGTCGAGAAGTTGCTGCGGTAAGTGGGTG-----------GA--G----TGGGTG----------G---CAGGTGGACGGGCCAGCTGGTC-CGTACGTGG-CCC---CATTAATC-CCCATT-TCCGC-G---ATGGCT--TAT---G---C---AATATT-ATT----AATTCGTGCAGGTCGTGCGGTGGCCTAAAGCGCATTTATCTGCTCATCCGCCCTAAGAAGG

droYak3 2L:18413910-18414102 - GAGGCACTGGGTTCCTGGGCAAGGTTTTGGTCGAGAAGCTGCTGCGGTGAGTGGGTG-----------GAAGG----------------------------TGGATGGGCCAGCTGGTC-CGCACGTGG-CCC---CATTAATC-CCAATT-TCCGC-G---ATGGCT--TAT---G---C---AATCTT-ATT----AATTCGTGCAGGTCGTGCGGTGGCCTGAAGCGCATTTATCTGCTCATCCGCCCCAAGAAGG
droEre2 scaffold_4929:8580048-

8580241 +
GAGGCACTGGGTTCCTGGGCAAGGTTTTGGTCGAGAAGTTGCTGCGGTGAGTGGGTG-----------GAAAG----------------------------TGGACGGGCCAGCTGGTC-CGTACGTGG-CCC---CATTAATA-CCCATTATGTGC-C---ATGGCT--TAT---G---C---AATATT-ATT----AATTCGTGCAGGTCGTGCGGTGGCCTAAAGCGCATTTATCTGCTCATCCGCCCCAAGAAGG

droEug1 scf7180000409209:387565-
387758 +

GAGGTACTGGGTTCCTAGGCAAGGTCCTGGTCGAGAAATTGCTGCGGTAAGTGGGTG-----------GAAAG----------------------------TGGGAGGAGCAGCTGGTC-CGTACGTGG-CCC---CATTAATC-CCAATT-TTCGCTC---ATGGCT--TAT---G---C---AATATT-ATT----AATTCCTGCAGGTCGTGTGGTGGACTCAAGCGCATTTATTTGCTCATCCGCCCCAAGAAGG

droBia1 scf7180000301506:919171-
919373 +

GAGGCACTGGCTTCCTGGGCAAGGTCCTGGTCGAGAAGCTGCTGCGGTAAGTGGCTA-----------GAAAG----TGGGTG----------G---CCAGTGGGCA-GGCAGCTGCTC-CATGCGTGA-CCT---CATTAATC-CCAATT-TCCGC-C---ATGGCT--TAT---G---C---AATATT-ATT----AATTCCTGCAGGTCGTGCGGCGGCCTTAAGCGCATCTATCTGCTCATCCGCCCCAAGAAGG

droTak1 scf7180000415870:481016-
481214 +

GAGGCACTGGGTTCCTGGGCAAGGTGCTGGTCGAGAAGTTGCTGCGGTAAGTGGGTGGTTCCAC----CGGAG----------------------------TGGGCG-GGCAGCTGGTC-CGAACGTGG-CCC---CATTAATC-CCAATT-TCCGC-C---TCGGCT--TAT---G---C---AATATT-ATT----AATTCCTGCAGGTCGTGTGGCGGCCTCAAGCGCATTTATCTGCTCATCCGCCCCAAGAAGG

droEle1 scf7180000491107:1307841-
1308036 +

GCGGCACTGGTTTCCTGGGCAAGGTCCTGGTCGAGAAACTGCTGCGGTAAGTGGGCG-----------CAGAG----------------------------TGGGCGGGGCAGCTGGTC-CGTACGTGG-CCC---CATTAATA-CCAATT-TCCGC-CAATTTGGCT--TAT---G---C---AATATT-ATT----AATTCCTGCAGGTCGTGTGGTGGCCTCAAGCGCATTTATCTGCTCATCCGGCCGAAGAAGG

droRho1 scf7180000768901:30896-
31088 -

GAGGCACTGGGTTCCTGGGCAAGGTCCTGGTCGAGAAGCTGCTGCGGTAAGTGGGCG-----------GCAAG----------------------------TGGGCGGGGCAGCTGGTC-CGTACGTGG-CCC---CATTAATC-CCAATT-TCCGC-C---ATGGCT--TAT---G---C---AATATT-ATT----AATTCCTGCAGGTCGTGTGGTGGCCTCAAGCGCATTTATCTGCTCATCCGCCCCAAGAAGG

droFic1 scf7180000453858:952956-
953169 +

GAGGCACTGGCTTCCTGGGCAAGGTCCTGGTCGAGAAGCTGCTGCGGTGAGTGGGCG-----------GA--G----TGGGGGAGACTAAGCGGAG-CGAGGGGGCGGGGCAGCTCTTC-CGTACGTGG-CCC---CATTAATC-CCAATT-TCCGC-C---ACGGCT--TAT---G---C---AATATT-ATT----AATTCCTGCAGGTCGTGCGGCGGCCTCAAGCGCATTTATCTGCTCATCCGGCCCAAGAAGG

droKik1 scf7180000302476:2754993-
2755196 -

GCGGCACTGGATTCCTGGGCAAGGTCCTGGTCGAGAAGCTGCTACGGTGAGTGGGCG-----------GA--GC---TGAGC----------TGTGC--TGGGCGCTAGCCAGCTGGTC-CGTACGTGGCCCC---CATTAATC-CCAATT-GAC-C-C---TTTGCT--TAT---G---C---AATATT-ATT----AATTCGTGCAGGTCGTGTGGCGGCCTTAAGCGCATTTATCTGCTCATTCGCCCCAAGAAGG

droAna3 scaffold_13266:15297882-
15298095 -

GAGGCACAGGATTCCTTGGAAAAGTCCTGGTGGAGAAACTGCTGAGGTCAGTGTGTGGCGACTAATAA-----CAAATGGGTG----------G---TGTGTGGGAAAGTAATCTGCGC-TGCACGTAGACCC---CATTAATC-CAAGTT-GC----T---TTCGCTAATAT---G---C---ATCATT-ATG----ACTTCCTACAGGTCCTGCGGTGGGCTAAAACGCATTTATCTGCTCATTCGTCCGAAGAAGG

droBip1 scf7180000396547:1749894-
1750107 +

GAGGCACTGGGTTCCTTGGAAAAGTCCTGGTGGAGAAACTTCTAAGGTCAGTATGTGGCGACTAATAA-----TTAATGAGTG----------G---TGTGTGGGAAAGCTATCTTCGC-TGCACGTAGACCC---CATTAATC-CAAGTT-GC----T---TTCGCTAATAT---G---C---ATCATT-ATG----ACTTCTTCCAGGTCCTGTGGTGGGCTAAAACGCATTTATTTACTCATTCGACCAAAGAAGG

dp5 3:10987194-10987403 + GAGGCACTGGATTCCTGGGAAAGGTCCTGGTCGAGAAGCTTTTGCGGTGAGTGGGTGGTT-----GGG-----CGGATG-------------TGTGCTTGGGTCGAAGGTTAGCTGGCCTCGCACGGCG-CACATCAATTAATC-TCAATC-TGTG----------CT--CATGTTG---C---AATATT-ATT----AATTACCGCAGCTCGTGTGGCGAACTGAAACACATTTATCTGCTCATTCGCCCCAAGAAGG
droPer2 scaffold_4:6308596-6308805

+
GAGGCACTGGATTCCTGGGAAAGGTCCTGGTCGAGAAGCTTTTGCGGTGAGTGGGTGGTT-----GGG-----CGGATG-------------TGTGCTTGGGTCGAAGGTTAGCTGGCCTCGCACGGCG-CACATCAATTAATC-TCAATC-TGTG----------CT--CATGTTG---C---AATATT-ATT----AATTACCGCAGCTCGTGTGGCGAACTGAAACACATTTATCTGCTCATTCGCCCCAAGAAGG

droWil2 scf2_1100000004514:932358-
932544 +

GAGGCACTGGTTTCTTGGGCAAGGTGCTGGTGGAGAAACTATTAAGGTGAGTGGGTG-----------GGCGG----------------------------TGCGCG-CACACTGAAGT-TAAACGTGT-TTG--CAATTATTT-TCAAT--TAT----------GCT--TAT---G---C---AATATTAATT----AATTTTTGCAGGTCGTGTGGCGAATTAAAACGTATTTATCTGCTCATACGTCCAAAGAAGG

droVir3 scaffold_12875:20454571-
20454683 -

------------------------------------------------------------------------------------------------------------------------CACACGTGA-CCT---CAATAATT-CTCAAT-TATGT-T---AA--CTGAGAT---TATGC------GTT-ATT----AATTTTTGCAGCTCGTGTGGCGAACTGAAGCGCATTTATCTGCTGATACGCACCAAGAAAG

droMoj3 scaffold_6540:13477686-
13477842 +

GCGGCACTGGATTCTTTGGCAAAAGTAA--------------------------------------------------------------------------------GTTGGCAAACG-CGAACGTGA-CTT---GAATAATTGATTACT-TACGA-A--CTGATTT--TGT---A---CGCAGTTATT-ATTGAGAAACTGTTGCGTGTTACGGAGGTGGCTCAA----ATATATTTGCTGATACGCACCAAAAAGG

droGri2 scaffold_15245:11092304-
11092407 +

---------------------------------------------------------------------------------------------------------------------------ACGTGA-CCT--CAATAATTC-TCAATG-AAT-------TAAGTT--TAT---G---C---GTTATT-A-------A-TGTTGCAGCTCGTGTGGCGAACTTAAGCGCATTTATCTGCTGATACGGCCCAAGAAGG
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GGTGCTGAAGGTTTCCCGGGAGTTCTTCAGGGCCGATATGAGTTCCGCCCACTGTTCGCTGCCGTAGTTCACCCGGTAGTAGCCCACTTGATTCGTGTTAATCTTAATCCAGCTGGCCTCTTCCGGAAGCGTTATGGTGGCCTCATTGTCATTGTGGTTGAATATTAGTGATTGGACTTCACTGTTGATGCTGCTCGTGTA
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......................................................................ACCCGGTAGTAGCCCACTTGAT............................................................................................................. 22 0 1 28.00 28 0 0 2 4 4 0 0 3 0 3 0 0 0 2 0 2 1 0 1 0 1 0 1 0 0 0 0 0 1 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................CACCCGGTAGTAGCCCACTTGAT............................................................................................................. 23 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................TTGTGGTTGAATATTAGTGAT............................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................................TTAGTGATTGGACTTCACTGT................ 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................CCAGCTGGCCTCTTCCGGAAGC....................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CCACGACTTCCAAAGGGCCCTCAAGAAGTCCCGGCTATACTCAAGGCGGGTGACAAGCGACGGCATCAAGTGGGCCATCATCGGGTGAACTAAGCACAATTAGAATTAGGTCGACCGGAGAAGGCCTTCGCAATACCACCGGAGTAACAGTAACACCAACTTATAATCACTAACCTGAAGTGACAACTACGACGAGCACAT
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.........................................................CGACGGCATCAAGTGGGCCA............................................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................ACAAGCGACGGCATCAAGTGGG............................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................GTGAACTAAGCACAATTAGAATTAG............................................................................................ 25 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................GGCGGGTGACAAGCGACGGCAT....................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................CAAGGCGGGTGACAAGCGA............................................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................TCGGGTGAACTAAGCACAATTAGAATT.............................................................................................. 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................GTGAACTAAGCACAATTAGA................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................GGCGACGGCATCAAGTGGGCCATCA......................................................................................................................... 25 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................GTCGACCGGAGAAGGCCTT......................................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................AAGCGACGGCATCAAGTGGGCCAT........................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................................................CTAACCTGAAGTGACAACTAC........... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................CGGGTGACAAGCGACGGCATCA..................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................CCATCATCGGGTGAACTAAG........................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................TCGGGTGAACTAAGCACAATT.................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CCACGACTTCCAAAGGGCCCTCAAG................................................................................................................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................TCGGGTGACAAGCGACGGCATCA..................................................................................................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................CAACTTATAATCACTAACCTGAA...................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................ACAAGCGACGGCATCAAGTG................................................................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................GGCCATCATCGGGTGAACTAAGCAC........................................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................TAACACCAACTTATAATCA................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................CAAGCGACGGCATCAAGTGGGCCA............................................................................................................................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................GAACTAAGCACAATTAGAATTAGGT.......................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:9137151-9137351 - dme_382 GGTGCTGAAGGTTTCCCGGGAGTTCTTCAGGGCCGATATGAGTTCCGCCCACTGTTCGCTGCCGTAGTTCACCCGGTAGTAGCCCACTTGATTCGTGTTAATCTTAATCCAGCTGGCCTCTTCCGGAAGCGTTATGGTGGCCTCATTGTCATTGTGGTTGAATATTAGTGATTGGACTTCACTGTTGATGCTGCTCGTGTA
droSim2 3r:12035679-12035879 + GGTGCTGAAGGTTTCCCGGGAGTTCTTCAGGGCCGAAATAAGTTCCGCCCACTGTTCGCTGCCATAGTTCACCCGGTAGTAGCCCACTTGATTCGTGTTAATCTTAATCCAGCTGGCCTCTCCAGGAAGCGTTATGGTGGCCTCATTGTCATTGTGGTTAAATATTAATGATTGGACTTCATTGTTGATGCTGCTCGTGTA
droSec2 scaffold_0:12867372-12867572

+
GGTGCTGAAGGTTTCCCGGGAGTTCTTCAGGGCCGAAATAAGTTCCGCCCACTGTTCGCTGCCGTAGTTCACCCGGTAGTATCCCACTTGATTCGTGTTAATCTTAATCCAGCTGGCCTCTCCAGGAAGCGTGATGGTGGCCTCATTGTCATTGTGGTTAAATATTAATGATTGGACTTCATTGTTGATGCTGCTCGTGTA

droYak3 3R:13442226-13442426 - GGTGGTGAAAGTTTCCCGGGAGTTTTTCAGAACAGAAATAAGTTCCGACCACTGATTGCTTCCGTAGTTCACTCGGTAGAAGCCCACTTGATTTGTGTTAATCTTAATCCAGGTGGCTTCTTCCGGAAGCGTAATAGTGGCCTCATTGTCATTGTGGTTGAATATTAATGTTTGGACATCACTGTTGATGCTGCTCGTGTA
droEre2 scaffold_4770:12510248-

12510448 +
der_92 GGTGCTGAAGGTTTCCCGGGAATTCTTCAGAGCAGAAATAAGTTCCGACCACTGATTGCTATCGTAGTTCACCCGGTAGAAGCCCACTTGATTTGTGTTAATCTTAATCCAGCTGGCTTCTCCCGGAAGCGTAATGGTGGCCTCATTGTCATTGTGATTGAATATTAATGATTGGACTTCACTGCTGATGCTGCTCGTGTA

droEug1 scf7180000409802:870695-
870895 +

GGTACTGAAGGTTGTCCGGTCGTTCTTCAGAGCAGTAGTAAGTTCTGCCCACTGCTCGGCAGCGTAGTTAACACGGTAGTAGCCCACCTGATCCGTGTTAATCTTGAACCAACTGGCAGTTCCAGCGAGTTCAAAAGTGGCTTCATTGTCGTTGTGGTTGAAGATAAAGGACTGGACTTCGCTGCTGACGCTGCTGGTGTA

droBia1 scf7180000299102:810232-
810432 +

GGTGCTGAAGGTTTCCCGGGAGGCTTTCAGAGCAGTAGTAATTGCTCCCCACTGCTCAGCGGCATAGTTAACACGGTAGTATCCGACCTGATCCGTGTTAATCTTGATCCAGCTGGAATCTCCCGAGAGCTCGATAGTGGCTTCGTTATCGTTGTGATTAAAGATCAAAGATTGAACTTCGCTGTTGATACTGCTCGTGTA

droTak1 scf7180000415377:296235-
296435 -

GGTGGTGAAGGTTTCCCGCGAGGTCTTCAGAGCACTCGTAAGCTCTGCCCACTGCTCAACGGCATAGTTTACGCGGTAGTATCCCACCTGATCCTTGTTAATCTTGATCCAGGCGGCAGCTGCCGAGAGCGAGATAGTGGCCTCGTTGTCGTTGTGGTTGAAGATAATCGACTGGGCTTCGCTGTTCAGGCTGCTCGTGTA

droEle1 scf7180000486474:475146-
475346 -

GGTGCTGAAGGTTTCCCGGGACGCCTTGAGCGCAGTGGTCAGCGCTGCCCACTGCTCGTCCGCATAGTTGACCCGGTAGTAGCCCACCTGATCCTTGTTGAACTTGATCCAGCTGGCATCGCCCGAGAGCGTGATGCTGGCCTCGTTGTCGTTGTGGTTGAAGATCGTGGACTGGACCTCGCTGCTGAGGCTGCTTGTGTA

droRho1 scf7180000779341:29-229 + GGTGCTGAATGTTTCCCGGGACGCCTTGATCGCAGTGGTCAGCGCTGTCCACTGCTCGGCAGCGTAGTTCACTCGGTAGTAGCCCACCTGATCCTTGTTGAACTTGATCCAGCTGGCTTCGCTCGGGAGCGTGATGGTGGCCTCGTTGTCGTTGTGGTTGAAGATCGTGGACTGGACTTCGCTGTTAACGCTGCTCGTGTA
droFic1 scf7180000453800:1609795-

1609995 -
GGTGCTGAAGGTTTCTCGGGACGTCTTAAGCGCATTGGTGAGGGCTGCCCACTGCTCCTCCGCATAGTTTACCCGGTAGTAGCCAACCTGATCCTTGTTGAACTTGATCCAAGTGGCGTCGCCCGTAAGCTCAATGCTAAGCTCGTTGTCGTTGTGGTTGAAGATCGTGGATTTCACTTCACTGTCCAAGCTGCTCGTGTA

droKik1 scf7180000302392:698185-
698385 +

GGTGCTGAAGGTCTCGCGTGACGCCTTCAGGGCACTTGTAAGAGCTGCCCACTGTTCATTGGCATAGTTCACACGGTAGTATCCAACCTGATCCTTGTTGAACTTGATCCAGGTGGGTTCGCTGGTCAGCGTTATGCTGACTTCGTTGTCATTGTGATTGAAGATCGTGGACTGAACTTCGGTGTTGATGCTGCTGGTGTA

droAna3 scaffold_13340:1692460-
1692660 -

GGTGCTAAAGGACTCTTGTGTGGTTTTCAGTGCACTCAGTAGAGCTGCCCACGTGTCGGTGGGGTAATTCACCAGGTAGTAGCCAACCTGGTCTTTGTTAAACTTGATCCAGTTAACCTCTCCGGGCAGAGTAACGCTGACTTCGTTATCGTTGTAGTTGAAAAGCGTGGACTGCACTTCGCTGTTCAAGCTGCTCTGATA

droBip1 scf7180000396712:2637322-
2637522 +

AGTGCTGAAGGAGTCTTGTGTGGTTTTCAGGGCATTCAGTAGAGATGTCCATGTGTCGACGGGGTAGTTCACTAGGTAATAGCCAACCTGGTCTTTGTTAAACTTAATCCAGTTAACCTCTCCTGGCAGAGTAACGGAAACCTCATTGTCGTTATAGTTGAATATTGTGGACTGAACTTCGCTGTTCAAGCTGCTCTGGTA

dp5 2:9966253-9966453 + GGTGCTGAAGGATTCCCGTGATGCCTTGAGCGCAGCTGTGAGGGCAGCCCACTGCTCTGCCGCATAGTTAACGCGATAATAGCCAACCTGGTCCTTATTAAACTTGATCCAGCTGGCCTCGCTAGCTAGCGTAATGCTGGCCTCGTTGTCGTTGTGGTTGAATATCGTCGACTGCACCTCGCTGTTGATGCTGCTCGTGTA
droPer2 scaffold_0:10516777-10516977

-
GGTGCTGAAGGATTCCCGTGATGCCTTGAGCGCAGCTGTGAGGGCAGCCCACTGCTCTGCCGCATAGTTAACGCGATAATAACCAACCTGGTCCTTATTAAACTTGATCCAGCTGGCCTCGCTAGCTAGCGTAATGCTGGCCTCGTTGTCGTTGTGGTTGAATATCGTCGACTGCACCTCGCTGTTGATGCTGCTCGTGTA

droWil2 scf2_1100000004943:6220827-
6221027 -

AGTGCTGAAAGTTTCGCGCGATGCCTTAATTGCATTTGTCAATGCAGTCCATTGTTCAGCAGGATAGTTGACTCGATAAAAGCCCACTTGATCCTTGTTAAATTTAATCCAACTTGTTGCACCGACAAAAGAAATAGTGATCTCATTGTCATTATAATTGAAAATCGTGCTCTGTACTGTGCTACTAAGACTGCTTGTGTA

droVir3 scaffold_12855:3012155-
3012355 +

CGTGCTAAAGGTTTCACGTGAAGCCTTTAGAGCCGACACCAATTCCGTCCACTGCTCCTCGGCATAGTTGACACGATAGTAGCCCACCTGATCCTTGTTCAACTTTACCCAACTGACAGTGCTAGGTAGTGTGATGCTAAGCTCATTGTCGTTATAGTTAAAGATTGTGGTCTTTGGCGTGCTGTCTTCGCTGGTTATGTA

droMoj3 scaffold_6540:10181082-
10181282 -

AGTGCTGAAGTCTTCACGTGAATTCTTCAGAGCTTCAAGCAAAGTTTTCCACTGCTCCTCGGCATAGTTGACACGATAGTAGCCCACCTGATCCTTGTTGAACTTTACCCAACTAACAGTGCTTGGCACAGAGATGACAAGCTGGTTATCGTTATAGTTGAATATTGTGGTCTTTGGCGTGCTGTCCGCGCTTGTTATGTA

droGri2 scaffold_14906:5710734-
5710931 +

CGTGCTGAAAGTTTCACGCGACGTTTTGAGTTCTGTGGCCAAAGCTGTCCACTGATCCTCGTCATAGTTGACGCGATAGTAGCCCACTTGATTCTTGTTCAACTTGATCCAGCTAACAGCACTTGGCACGTTAATGACAGCCTCATTATCGATATGTTTAAATATTAAATGTTCGA---TGCTGCCGCCGCTTGTTGTATA
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CGGCAAAACTTGAGATAATACTGAAATGTAATGAAAACAAAACCAAGCAACAAAAACTGTAATCGTAATGAACAAACAAATGCGGTCGAATATTCGTAAGTCGGACTAGATCTATGTAACGAATATAGTTCGCCTTGCGGACATTCGACTGTTTGCTTAAAGTAATGTTAAACATGTATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGTTGTTGCAAGCACTCACCTCACT
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V0632

wt
ovary
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reseq

AGO1

SRR065155
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bound
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ovaries
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r2d2[1]
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SRR317112
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from 5-6 days old
flies

V144

OSC
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Aub IP in
Ago3 trans-
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SRR317115
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fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR317117
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from 5-6 days old flies
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Â 

GSM385748

OSS_s6

GSM609222

ML-DmBG1-
C1

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies
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CG47711-
delta1/CG4771-
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from 5-6 days
old flies
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total RNA
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GSM609232
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Â¬â€ 
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GSM609230

CS,ovary,AGO1IP
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SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR065151

Piwi
bound
piRNAs
from tj
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SRR060649

A2_ovaries_FLAG-
Piwi

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V078

Desiccation,
female head

GSM609229

embryo 2-
6hr

GSE24545
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RNA

GSM609225

ML-DmBG3-
C2

V077
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female
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GSM609238

embryo
14-24hr
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AGO1-
IP,
reseq
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V080
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GSM1528798

follicle
cells
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1st
instar #1
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1st
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GSM609241
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Aub trans-
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SRR060651

A2_ovaries_Ago3

AGO3

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM609240

IR+ 2-
18hr

GSM609223

male, one
day

GSE24544

dcr-
2[L811fsX]
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total RNA

V137

Male
aged
head

V140

Dessication_female_body
GSM609219

GM2 cell

GSM609239

IR- 2-
18hr

GSM343833

S2R+ cell

V146

S1
cell

GSM240749

female
head

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM379054

Flam
Heterozygote

GSM379056

Krimp
Heterozygote

GSM379057

Krimp
Mutant

GSM379063

Vasa
Heterozygote

GSM379064

Vasa
Mutant

GSM467729

Dmel_wt_sRNAseq

GSM322245

3rd
instar #1

GSM399107

male body
#2

GSM609242

s2+48 #2

GSM275691

imaginal
disc

GSM364902

12-24hr
embryo

SRR001347

ago2_untreated

SRR010960

wt,
oxidized

SRR014273

Ovary_rep1_Har_P

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR014277

Ovary_rep1_NA_P

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR031692

Total
small
RNAs from
Oregon R

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR060646

yw67c23(2)_ovaries_total

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

SRR351332

age: 2-
3dgender:
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= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609218

Sg4

GSM609251

aged
female
head
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S1
cell

GSM609227

CMEW1
Cl.8+
cell

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1
V133

Sg4

V138

Male
cold
body

V141

Heat_female_body

V142

Oxidation_female_body
V148

mbn2

V037

Felix
sample
+mirtrons

V008

S2-
DRSC

V079

Oxidation,
female
head

V036

ML-
DmD20c5
cell

SRR029031

loqs-ORF
knockdown

GSM609235

CMEL1

V012

Dcr2 male
(Katsutomo,
whole fly?)

V014

DTT
8h

V034

ML-
DmD16c3
cell

V038

Felix
sample
S2
only

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM399100

Kc167
cell

SRR001341

WT_males_non-
beta-
eliminated

GSM286602

male body
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................................................................................................................................................................................................................TTTAGTTGTTGCAAGCACT......... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................TGAGCCTTGTGTTTAGTTTAGTTGTT.................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................AATATTCGTAAGTCGGACTAG............................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................CGGTCGAATATTCGTAAGTCG..................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................AACGAATATAGTTCGCCTTGCGGACA............................................................................................. 26 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................TGTATGCAACAAGTTTAGTGAGCCT..................................... 25 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................TGCGGTCGAATATTCGTAAGTCGGACT................................................................................................................................. 27 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................TAATGAAAACAAAACCAAGCAACAAAA..................................................................................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................GATCTATGTAACGAATATA............................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................................GCCTTGTGTTTAGTTTAGTTGT................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................GGTCGAATATTCGTAAGTCGGACTA................................................................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................GGTCGAATATTCGTAAGTCGG.................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................ATGTATGCAACAAGTTTAG............................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................GACTAGATCTATGTAACGAATATA............................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................CGCCTTGCGGACATTCGACTGTTTG................................................................................. 25 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................................TAGTTGTTGCAAGCACTCACCTCACT 26 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................ACATGTATGCAACAAGTTTA............................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................ACTGAAATGTAATGAAAACAAAA.................................................................................................................................................................................................. 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................................................TGTTGCAAGCACTCACCTC... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................................TTGTGTTTAGTTTAGTTGTTGCAA.............. 24 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TAATGAACAAACAAATGCG........................................................................................................................................................ 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................CATTCGACTGTTTGCTTAAAG.......................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GCCGTTTTGAACTCTATTATGACTTTACATTACTTTTGTTTTGGTTCGTTGTTTTTGACATTAGCATTACTTGTTTGTTTACGCCAGCTTATAAGCATTCAGCCTGATCTAGATACATTGCTTATATCAAGCGGAACGCCTGTAAGCTGACAAACGAATTTCATTACAATTTGTACATACGTTGTTCAAATCACTCGGAACACAAATCAAATCAACAACGTTCGTGAGTGGAGTGA

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

#
Mismatch

Hit
Count

Total
Norm Total

V127

G2

GSM371638

S2-NP

GSM609222

ML-DmBG1-
C1

V008

S2-
DRSC
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SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609234

CS Â male
total RNA
Â 

GSM609224

female,
one day

GSM609217

MLDmD20c5

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V006

r2d2 female:
possibly
heterozygous

V144

OSC

V145

S2-
DRSC

SRR097867

Drosophila
S2-NP
cells

GSM609219

GM2 cell

GSM272653

KC -48 #1

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR029033

lacZ
knockdown

GSM609226

CMEW1
Cl.8+
cell

GSM609229

embryo 2-
6hr

V085

CME
W2
wing
disc
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..................................................................................................................................GCGGAACGCCTGTAAGCTGACA.................................................................................... 22 0 1 13.00 13 13 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................GCGGAACGCCTGTAAGCTGACAA................................................................................... 23 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TCAGCCTGATCTAGATACATT..................................................................................................................... 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................GCCAGCTTATAAGCATTCAGCC.................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................GAACGCCTGTAAGCTGACAAA.................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................................CAAATCAAATCAACAACGTTC............. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................ATTCAGCCTGATCTAGATACATTGC................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................AGCGGAACGCCTGTAAGCTGAC..................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................................................CAACAACGTTCGTGAGTGGAGT.. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................ATCAAGCGGAACGCCTGTAAG.......................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................GCCAGCTTATAAGCATTCAGCCT................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................CGCCAGCTTATAAGCATTCAGCC.................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................GAACGCCTGTAAGCTGACAA................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................TTACGCCAGCTTATAAGCATTCAGCC.................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................TCATTACAATTTGTACATA......................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................GCTTATAAGCATTCAGCCTGAT................................................................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................ACAATTTGTACATACGTTGTT.................................................. 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................ACTTTTGTTTTGGTTCGTTGT........................................................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................CCAGCTTATAAGCATTCAGCCT................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:14020053-14020288 - dme_386 CGGCAAAACTT--G------AGATAATACTGAAATGTA--------------------------------------------------------ATGAAAACA-AAACCAAGCAA-CAAA--------------AACTGT-AATCGTAATGAACAAACAAATGCGGTCGAATATTCGTAAGTCGGACTAGATCTATGTAACGAA-------------------------------------TATAGTTCGCCTTGCGGA-CATTCGACTGTTTGCTTAAA-GTAATGTTAAACATG----------TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGTT-------------GTTGCAA----------GCACTCACCTCAC-----T
droSim2 3r:7258315-7258545 + dsi_32443 CGGCAAAACTT--G------AGATAATACTGAAAAGTA--------------------------------------------------------ATGAAAACA-AAACCAAGCAA-CAAA--------------AACAGT-AATCGTAATGAACAAACAAATGCGGTCGAGCATCAGTAAGTCGAACTAGATCTA-----CGAATA-------------------------------------TAGTTCGCCTTGCGGA-GGTTCGTCTGTGTGCTTAAA-GTAATGTTAAACATG----------TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGTT-------------GTTGCAA----------GCACTCACCTGAC-----T
droSec2 scaffold_12:131783-132004

+
dse_1848 CGGCAAAACTT--G------AGATAATACTGCAAAGTA--------------------------------------------------------ATGAAAACA-AAACCAAGCAA-CAAA--------------AACAGT-AATCGTAATGAACAAACAAATGCGGTCGAACATCAGTAAGTCGAACTAGATCTA-----CGAATA-------------------------------------TAGTTCGCCTTGCGGA-GGTTCGTCTGTGTGCTTAAA-GTAAT---------G----------TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGTT-------------GTTGCAA----------GCACTCACCTGAC-----T

droYak3 3R:2621970-2622198 - dya_132 CGGCAAAACTT--G------AGATAATACTGAAAAGTG--------------------------------------------------------AAGTAAACA-AAACCAAGCAA-CAAA--------------AACAGT-AATCGTAATGAACAAACAAATGCGGCCGAGCTTCTGTAAGTCGGACTAGAACTA-----GAAT---------------------------------------TAGTTCGTCTTATGGA-CGTTCGACTGTATGCTTAAA-GTAATGTTAAACATG----------TATGCAACAAGATTAGTGAGCCTTGTGTTTAGTTTAGTT-------------GTTGCAA----------GCACTCACCTCAC-----T
droEre2 scaffold_4770:7615250-

7615478 +
der_1525 CGGAAAAACTT--G------AGATAATACTGAAAAGTA--------------------------------------------------------AAGAAAACA-AAACCAAGCAA-CAAA--------------AACAGT-AAACGTAATGAACAAACAAATGCGGTCGAGCTTCCGTAAGTCGGACCACAACTA-----GAAAC---------------------------------------AGTTCGCGGTATGGA-CGTTCGACTGTATGCTTAAA-GTAATGTTAAACATG----------TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGTT-------------GTTGCAA----------GCACTCACCTCAC-----T

droEug1 scf7180000409246:369718-
369986 -

GGGCTAAATTC--G------AGATAATACTAAAAAGTA--------------------------------------------------------AAAAAAGGA-AAACTAAGCAA-GAAA--------------AGCAGT-AATCGTAATGAACAAACAAATGCAGTTGAACTTCTGTAAAACGAACTACAATTA-----GAAGTAAAAGTAAAATTTATAAATGAACTTGAAGTTCTGCTTGTGGTTCGAATTAGAGA-CGTTCGACTGTGTACTTAAATGTAATGTTAAACATG----------TATGCAACAAGTTCAGTGAGCCTTGTGATTAGTTTCGTT-------------GTTGCAA----------ACACTCACCTCAC-----A

droBia1 scf7180000299102:1950352-
1950622 +

CAGCAGAACTC--G------AGATACTACCGAAAAGTA--------------------------------------------------------AAGAAAACA-AAACCAAGCAGGCAAA--------------AATAGT-AATTGTAATGAACAAACGAGCACAGTCGAACTTCTGTATGTCAAACTAGAACTA-----GAAATACGAGCAAAATCTGTAAAGAAACTTGAAGTTCTCTTTTTGATTCGACTCACAGA-TATTCGACTGCA---CTAAA-GTAATATAAAACATG----------TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGTT-------------GTTGCGA----------ACAATCACCTCACCCCACA

droTak1 scf7180000414450:147904-
148109 -

AAGCAAAACTC--G------AGATAA----------------------------------------------------------------------------------------A-CAAA--------------AACAGT-AATCGTAAAAAACA--------CAGTTTAATTTCTTTACGTCCAACTAGAACTA-----GAAATACAAGTAAAATCTTTGAAAGAACTTGGAGTTCTATTTGTAGTTCGATTTACAG-------------------------AATGTTAAACATG----------TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGTT-------------GTTGCAA----------ACAATCACCTCAC-----A

droEle1 scf7180000491008:2241852-
2242116 +

CAGCATTACTC--A------AAATAATACTTAAAAGTA--AAA----------------AGAA----------------------------------AAAGAA-AATCCAAGCACGCAAA--------------AACAGT-AATGTCAATAAACAAGCAAAAACAGTCGATCTTCTACAAGTCGAACTAGAACTA-----GAATCACAAGTTAAAT---------AACTTGAAGTTCTGTTTATGGACCGAAGATGTAACATTTCGACTGTATACTAAAA-TAAATGTAAAAAATG----------TATGCAACAAGTTAGGTGAGCCTTGCGTTTAGTTTAGTT-------------GTTGCAA----------ACAATCACCTCAC-----A

droRho1 scf7180000778633:31118-
31388 -

CAGCAAAACTC--G------AGATAATACTGAAAAGTA--------------------------------------------------------AAGAAAACAAAAACCAAGCAAGCAAA------------AAAACAGT-AATCCCAATGAACAAGCAAACACAGTCGGTCTTCTATAAGTCGAACTATAACTG-----GAAATACAAGTACAATTACAAAGCTAAATAGAAGTGATGTTTATGGTTCGAGTTATAGT-AGTTCGACAGTATACTTAAA-GTGATGTTAAACATG----------TATGCAACAAGTTAAGTAAGCCCTGTGT-TAGTTTAGTT-------------GTTGCAA----------ACACTCACCTCAC-----A

droFic1 scf7180000453800:497438-
497703 -

CAGCAAAA-TT--G------AGATAATACTGAAAAGTA--------------------------------------------------------ATGAAAACA-AAACCAAGCAA-ACAA--------------AGCAGT-AATCGTAAAGAACAAGCAAAAACAGTCGAACTTCTATAAGTCGAGCTAGAAAAA-----GAAAAGCAAGTAATATCTCGAAA-CAACTTAAAGTTCTCATTTTAGTTCGAGTTGTAGA-TGGTCGTGTGTTTACTTAAA-GTAATGTTAAACATG----------TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGTT-------------GTTGCAA----------ACACTAACCTCAC-----A

droKik1 scf7180000302809:267081-
267261 +

-GGCAAAACAG--AAAATCTGG-AAACACCTAAAGAGA--------------------------------------------------------AGGTTGACA-AAAACAAGCAG-CAAAGGCAACAGCAACACAGCAGT-AATCTAAATGAGCAAGCAAATA-----------------------------------------------------------------------------------------------------------TATACTTAAA-GTAATGTTAAACATG----------TACGCAACTAGTTAAGTGAGTCCT-CGTTTAGTTTAGTC-------------GTTACAA----------CCGATCACT---A-----A

droAna3 scaffold_13340:15787910-
15788090 -

AAAAAAAACAA--A--AACAAGAAACTACTGAATAGTA--------------------------------------------------------CTGATATGAGAAAGCATGCAA-C-----------------AGCAGT-AACCTTAATGAACAAGCAAA-------------------------------------------------------------------------------------------------------------TATACTTAAA-GTAATGTTTAACATCTA------CATATGCAACAAGTTAAGTGAGTCTTTTGTTTAGTTTAGTT-------------GTTGCAACGAGGCAA--AAGCTCACCTTAC---ACA

droBip1 scf7180000396708:4248373-
4248538 +

A------------------------GTACTGAAATGAA--------------------------------------------------------TTGAA-----AAACCATGCAA-CAGC--------------AGCTGCAAACCTTAATGAACAAGCAAA-------------------------------------------------------------------------------------------------------------TATACTTAAA-GTAATGTTTAACATCTATGCAAACATATGCAACAAGTTAAGTGAGTCTTTTGTTTAGTTTAGTT-------------GTTGCAACGACGCAAAAGCGCTCACAAAAC-----A

dp5 2:29111713-29111927 - TGGCAACGCTGTCG------GAGCA--GCAGAGCAGGGAAGCAAGCCCCCTCCCCACCCAGAAAGGGAACGAACAGGCACACAGAAACCCAGCC----------------------------------------GGGAGT-AATCATAAAAAGAG---------------------------------------A-----GAAACAAAAGCAAA--------------------------------------------------------AATACTTAAA-GTAATGTTAAA---A----------TATGCAACAAGTCTAGCAAGTCTTCTGTTTAGTTCACACTCTACTCTCTACCCCTCGAA----------ACAGCCG-CTCAA-----A
droPer2 scaffold_6:4436007-

4436221 -
TGGCAACGCTGTCA------GAGCA--GCAGAGCAGGGAAGCAAGCCCCCTCCCCACCCAGAAAGGGAACGAACAGGCACAGAGAAACCCAGCC----------------------------------------GGGAGT-AATCATAAAAAGAG---------------------------------------A-----GAAACAAAAGCAAA--------------------------------------------------------AATACTTAAA-GTAATGTTAAA---A----------TATGCAACAAGTCTAGCAAGTCTTCTGTTTAGTTCACACTCTACTCTCTACCCCTCGAA----------ACAGCCG-CTCAA-----A

droMoj3 scaffold_6540:2479609-
2479683 +

TACTTAAATT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GTAATGTTAAATCCA-A------GAACTACAATGTATTTAGCAAGTCTTCTGATTAGTTTAGTT-------------GCAACAA----------G------------------
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TTATCGCGCACCGCAAATACCCAAAATCGTGGCTTTAAAGGAATTTATGAATTTAGCGAGAGTTTTGTTAAATTAGATTTTATACGTAAGTATTGTCAAACATCTATAATGTTACAAACTATGTTTATCGTTTCAGTTCTGCCCACCCTGGCAGCCATTTTGTGATGCTCTTCGGAGCATCATGCTCACCGAAAAGTGTAGCCTACTTATTAGGGCATCACAAAATGGCTGCCACGGCAAATAGCATTTGTCAGCTAATTGTATGTGCTTGAACCCACCTATTCACTGGCTTTGTTCGTTTTGTGTGCTATTTTAAGCTTTATTTATT
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..................................................................................................................................................................................................................TAGGGCATCACAAAATGGCTGC................................................................................................ 22 0 1 6.00 6 0 0 0 0 1 3 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................TTATGAATTTAGCGAGAGTTTTGTT................................................................................................................................................................................................................................................................... 25 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................GCGAGAGTTTTGTTAAATT.............................................................................................................................................................................................................................................................. 19 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................AGCGAGAGTTTTGTTAAATT.............................................................................................................................................................................................................................................................. 20 0 1 2.00 2 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................GAATTTAGCGAGAGTTTTGTT................................................................................................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................GGAATTTATGAATTTAGC............................................................................................................................................................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................................................................................................TGCTTGAACCCACCTATTCACTG........................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................ACTATGTTTATCGTTTCAG................................................................................................................................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................AGCCATTTTGTGATGCTCTTCG.......................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................ACAAACTATGTTTATCGTTTCAGTTCTGCCCA....................................................................................................................................................................................... 32 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................ATGAATTTAGCGAGAGTTTTGTT................................................................................................................................................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............AAATACCCAAAATCGTGGC....................................................................................................................................................................................................................................................................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................ATTGTCAAACATCTATAAT.......................................................................................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................................TAGGGCATCACAAAATGGC................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............AAATACCCAAAATCGTGGCTTT.................................................................................................................................................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................................................................................................GTATGTGCTTGAACCCACCT................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TAGCGAGAGTTTTGTTAAATTAGATTT........................................................................................................................................................................................................................................................ 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................GCGAGAGTTTTGTTAAAT............................................................................................................................................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AATAGCGCGTGGCGTTTATGGGTTTTAGCACCGAAATTTCCTTAAATACTTAAATCGCTCTCAAAACAATTTAATCTAAAATATGCATTCATAACAGTTTGTAGATATTACAATGTTTGATACAAATAGCAAAGTCAAGACGGGTGGGACCGTCGGTAAAACACTACGAGAAGCCTCGTAGTACGAGTGGCTTTTCACATCGGATGAATAATCCCGTAGTGTTTTACCGACGGTGCCGTTTATCGTAAACAGTCGATTAACATACACGAACTTGGGTGGATAAGTGACCGAAACAAGCAAAACACACGATAAAATTCGAAATAAATAA

*********************************************************************************.........((((((((((.....))))))))))((((..((.(((((.((.((((..(((((.....)))))))))))))))).))..))))..(((.((((.....(((((((((((((((((((((((((((((((...))))..)))).(((((.....)))))...))))))))))))))))))))))).))))...)))..****************************************
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Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:14796486-14796813 + dme_408 TTATCGCGCACCGCAAATACCCAAAATCGTGGCTTTAAAGGAATTTATGAATTTAGCGAGAGTTTTGTTAAATTAGATTTTATACGTAAGTATTGTC-----AAACAT-C---T--AT-AATGTTACAAA---CTA-----T----GTTTA---TCGTTTCAGTTCT-GCC------CACC---C--------------------TGGCAGCCATTTT-----GT-----GATGCTC---TT-CG-------GAGCATCAT---------------------------------------------------------GCTCACCG-AAAAGTGTAGCCTACTTATTAGGGCATC--ACAAAATGGCTGCC----------------------------------------------ACGGC-AAATAGCATTTGTCAGCTAATTGTATGTGCTTGA-ACCCAC----------------------------CTATTCAC-----------TGGCTTTGTTC-GTTTTGTGTGCTAT-TT--TAAG--CTTTATT-------------------T--------ATT----------------
droSim2 3r:6460721-6461099 - TTATCGCGCACCGCAAATACCCAAAATCGTGGCTTTAAAGGAATTTATGAATTTAGCGAGAGTTTTGTTAAATTAGATTTTATACGTAAGTATTGCC-----AAACAT-C---T--AT-AATGTTACAAA---CTA-----T----GTTTG---TCGTTTCAGTTCT-GCC------CACC---C--------------------CGGCAGCCATTTT-----GT-----GATGCCC---TC-AA-------A-------TCCACGTCTTACTAACATCAGCTGTGAATCATAGCACCGCCGATGGTAGTCGTATGCGGCTCGACG-AAAAGTGTAGCCTACTTATTGGGGCATC--ACAAAATGGCTGCC----------------------------------------------ACGGC-GAATAGCATTTGTCAGCTAATTGTATGTGCTTGA-ACCCAC----------------------------CTATTCAC-----------TGGCTTTGTTC-GTTTTGTGTGCTAT-TTTTA-AG--CTTTATT-------------------T--------ATC----------------
droSec2 scaffold_166:24856-25177 - dse_137 TTATCGCGCACCGCAAATACCCAAAATCGTGGCTTTAAAGGAATTTATGAATTTAGCGAGAGTTTTGTTAAATTAGATTTTATACGTAAGTATTGCC-----AAACAT-A---T--AT-AATGTTACAAA---CTA-----T----GTTTG---TCGTTTCAGTTCT-GCC------CACC---C--------------------CGGCAGCCATTTT-----GT-----GATGCTC---CA-AA-------A-------T---------------------------------------------------------GCTCACCA-AAAAGTGTAGCATACATATTGGGGCATC--ACAAAATGGCTGCC----------------------------------------------ACGGC-GAATAGCATTTGTCAGCTAATTGTATGTGCTTGA-ACCCAC----------------------------CTATTCAC-----------TGGCTTTGTTC-GTTTTGTGTGCTAT-TTTTA-AG--CTTTATT-------------------T--------ATC----------------
droYak3 3R:3477118-3477437 + TTATCGCGCACCGCAAATACCCAAAATCGTGGCTTTAAAGGAATTTATGAATTTAGCGAGAGTTTTGTTAAATTAGATTTTATACGTAAGTACTGCC-----AAATAT-C---T--AT-AATG-TAAACA---CTA-----T----GTTTG---TTGTTTCAGTTCT-GCC------CATT---C--------------------CGGCAACTATTTT-----GT-----GGTGCTC---CA-AA-------A-------T---------------------------------------------------------GCTTACTG-AAAAGTGTGGCCTACTTATTGGGGCATC--ACAAAGTGGTTGCA----------------------------------------------ACGGC-GAATAGCATTCGTCAGCTAATTGTATGTGCTTGA-ACCAAC----------------------------CTATTCAC-----------TGGCTTTGTTC-GTTTTGTGTGCTAT-TT--TAAG--TTTAATG-------------------T--------ATC----------------
droEre2 scaffold_4770:6834463-

6834782 -
der_148 TTATCGCGCACCGCAAATACCCAAAATCGTGGCTTTAAAGGAATTTATGAATTTAGCGAGAGTTTTGTTAAATTAGATTTTATACGTAAGTATTTCC-----CCATAT-C---T--AT-AATG-TACACA---CCA-----T----GTTTG---TTGTTTCAGTTCT-GCC------CATT---C--------------------GGGCAACCATTTT-----GT-----GGTGCTC---TT-AA-------A-------T---------------------------------------------------------GCTTACCG-AAAAGTGTTGCCTACTTATTAGGGCATC--GCACAATGGTTGCC----------------------------------------------ACGGC-GAATTGCATTCGTCAGCTAATTGTATGTGCTTGA-ACCAAC----------------------------CTATTCAC-----------TGGCTTTGTTC-GTTTTGTGTGCTAT-TT--TAAT--TTACATT-------------------T--------ACC----------------

droEug1 scf7180000409804:1035860-
1036187 +

TTATCGCGCACCGCAAATACCCAAAATCGTGGCTTTAAAGGAATTTATGAATTTAGCGAGAGTTTTGTTAAATTAGATTTTATACGTAAGTATTGTT-----GAACAA-C---C--TT-AATA-TACACA---AAT-----T----GTTTG---TCGTTTCAGTTTTTGCC------TTTTT---C---------CCCA----ACATGCACTCATTTT-----GC-----GGTGCCC---TC-AA-------A-------T--------------------------------------------------------GGTTCAC-T-TAAAGTGTTGCCTACTTATTAGGGCGCC--GCAATATGTTTGCC----------------------------------------------ATATC-GAATAACATTTATCAGCTAATTGTATGTGCTTGT-ACCAAA----------------------------CTATTCAC-----------TGGCTTTGTTC-GTTTTGTGTGCTAT-TT--AAAT--TTCAATG-------------------T--------TTC----------------

droBia1 scf7180000302402:546507-
546837 +

TTATCGCGCACCGCAAACACCCAAAATCGTGGCTTTAAAGGAATTTATGAATTTAGCGAGAGTTTTGTTAAATTAGATTTTATACGTAAGTATTGCC-----CAGCTA-C---C--TTAACTA-CACACA---ATC-----C----GTTTG---TCGTTTCAGTTCT-GCC------TATC---CCA---------TAA----GCGGGCAATCACTTT-----GT-----GGCGCCC---TC-AA-----GGG-------G--------------------------------------------------------GGTTCTCCA-AAAGGCGTGGCCTACTTATTGGGGCGCC--ACAAAATGGTTGCC----------------------------------------------CTGGC-GAATAGCATTTATCGGCTAATTGTATGTGCTTGA-ACCAAC----------------------------CTATTCAC-----------TGGCTTTGTTC-GTTTTGTGTGCTCC-TT--AAAT--TTCAATG-------------------C--------ATC----------------

droTak1 scf7180000415256:289244-
289563 +

TTATCGCGCACCGCAAATACCCAAAATCGTGGCTTTAAAGGAATTTATGAATTTAGCGAGAGTTTTGTTAAATTAGATTTTATACGTAAGTATTGCC-----AACTAT-C---C--AT-ACTA-TACACA---ATC-----T----GTTTG---TCGTTTCAGTTAT-GCCTTTGTCTATC---C--------------------CGGCAATCATTTT-----GT-----GGTGCTT---TC-AA-------A-------G--------------------------------------------------------GGCTTACAA-AATAATGTGGCCTACTTATAAGGGCGCC--ACAAAATGGTTGCC----------------------------------------------ATAGC-GAATAGCATTTATCAGCTAATTGTATGTGCTTGA-TCCAAC----------------------------CTATTCAC-----------TGGCTTTGTTC-GTTTTGTGTGCTAT-TT--AAAC----------------------------T--------ATC----------------

droEle1 scf7180000490994:547606-
547927 +

TTATCGCGCACCGCAAATACCCAAAATCGTGGCTTTAAAGGAATTTATGAATTTAGCGAGAGTTTTGTTAAATTAGATTTTATACGTAAGTATTGCC-----GAACAT-T---C--TC-ACTA-TACACA---ATA-----T----GTTTG---TCGTTTCAGTTCT-GCC------TTTTA---C---------T---------GCGCAATCATTTT-----GT-----GGTGCTC---TA-AA-------G-------T--------------------------------------------------------GGTTCAC-A-AAAAGTGTGGCCTACTTATTAGGGCGCC--CCAAAATGGTTGCC----------------------------------------------ATAGC-GAATAGCATTTATCAGCTAATTGTATGTGCTTGA-ACCAAC----------------------------CTATTCAC-----------TGGCTTTGTTC-GTTTTGTGTGCTAT-TT--GAAT--TTCAATT-------------------T--------ATC----------------

droRho1 scf7180000779900:443338-
443656 +

TTATCGCGCACCGCAAATACCCAAAATCGTGGCTTTAAAGGAATTTATGAATTTAGCGAGAGTTTTGTTAAATTAGATTTTATACGTAAGTATTGCC-----GAACAT-C---C--TT-ACTA-TACACA---ATA-----T----GTTTG---TCGTTTCAGTTCT-GCC------TATC---C--------------------CGGCAATCATTTT-----GT-----GGTGCTC---TA-AA-------G----------------------------------------------------------------GGTACAC-A-AAAATTGTGGCCTACTTATTAGGGCGCC--CCAAAATGGTTGCC----------------------------------------------ATAGC-GAATAGCATTTATCAGCTAATTGTATGTGCTTGA-ACCAAC----------------------------CTATTCAC-----------TGGCTTTGTTC-GTTTTGTGTGCTCT-TT--AAAT--TTCAATT-------------------T--------ACC----------------

droFic1 scf7180000453812:245349-
245671 -

TTATCGCGCACCGCAAATACCCAAAATCGTGGCTTTAAAGGAATTTATGAATTTAGCGAGAGTTTTGTTAAATTAGATTTTATACGTAAGTATTGCC-----GAACAA-C---T--TT-ATTG-TAAACA---ATT-----T----GTATG---TCGTTTCAGTTAT-GCC------AATCC---C---------C---------CCGCAAACATTTT-----GT-----GGTGCGC---TA-AA-------A-------A--------------------------------------------------------GGTTCTCTGTAAAAATGTTGCCTACTTATTGTGGCGCC--ACAAAATGTTTGCC----------------------------------------------AAAGC-GAATAGCATTTATCAGCTAATTGTATGTGCTTGA-ACCAAC----------------------------CT-TTCAC-----------TGGCTTTGTTC-GTTTTGTGTGCTAT-TT--GAAT--TTCAATT-------------------T--------ACC----------------

droKik1 scf7180000302256:208594-
208887 -

TTACCGCGCACCGCAAATACCCAAAATCGTGGCTTTAAAGGAATTTATGAATTTAGCGAGAGTTTTGTTAAATTAGATTTTATACGTAAGTATTGTC-----G--------------------TTACTCA---ATAACAATT----GTTTG---TCGTTTCAGTTCT-GCC------------------------------------------AATTTGTTGAGTTTTGGGGTTCCC---GA-A----------------A--------------------------------------------------------GGTTC---------TTATGTCCTACTT--TCGGGGACCCCA-AAAATGGT------------------------------------------------------------AGCATTTATGTGCTAATTGTATGTGCTTGA-ACCCAC----------------------------CTATTCAC-----------TGGCTTTGTTTGAGTTTTGATGCCAT-TT--TTAT--TTCAATT-------------------TAACCCT--TTT----------------

droAna3 scaffold_12911:3159606-
3159958 +

TTACCGCGCACCGCAAATACCCAAAATCGTGGCTTTAAAGGAATTTATGAATTTAGCGAGAGTTTTGTTAAATTAGATTTTATACGTAAGTACTGTG-----AATTGT-------------TG-TCTACAAAT---------ATTCGTTTG---TCGTTTCAGTTGTTGAC------TATG---TTA---------CATTTGCAAAAGCAAGCATTTT-----GT-----GGCACCT---CC-AACCGTGAAG-------A--------------------------------------------------------GGTTTGC-C-AAAAATATTGCCTACCT--TTGAGCGCC--ACAAAATGGTTGTC----------------------------------------------CTTGC-GAATAGCATTTAAAAGCTAATTGTATGTGCTTGA-ACCAAC----------------------------CCATCCAC-----------TGGCTTTGTTG-ATTTTTGATGCAAT-TT--TATT--TTCCCCCCAACTGTTCGAACTATTTCT--------AAC----------------

droBip1 scf7180000396640:34381-
34731 +

TTACCGCGCACCGCAAATACCCAAAATCGTGGCTTTAAAGGAATTTATGAATTTAGCGAGAGTTTTGTTAAATTAGATTTTATACGTAAGTACTGTG-----AATTGT-------------TG-TCTACAAAT---------GTTCGTTTG---TCGTTTCAGTTGTTGAA-------ATG---TTA---------CAAACGCATCAACAACCATTTT-----GT-----GGCCCATCCATTCAA-----AAA-------A--------------------------------------------------------TGTTGGC-C-AAAAGCATTGCCTACCT--TTGAGCGCC--ACAAAATGGTTGTC----------------------------------------------CTTGC-GAATAGCATTTGAAAGCTAATTGTATGTGCTTGA-ACCAAC----------------------------CCATCCAC-----------TGGCTTTGTTG-ATTTTTGATGCAAT-TT--TATT--TTCCACCCAACTGTTCCAACTTTTTCT--------AAC----------------

dp5 2:14915849-14916183 + dps_559 TTACCGCGCACCGCAAATACCCAGAATCGTGGCTTTAAAGGATTTTATGAATTTAGCGAGGGTTTTGTTAAATTAGATTTTATACGTAAGTACCCTA--------TAT-CCACCATCTAACTG-CAAT-------------TGT--TTTATCAATCATTTCAGTTGT-GCGC-----TCTC---TGACCCCCGTCCC--CTCCCACGGCAACCATTTT-----GC-----GCGG-TC-----------------------C--------------------------------------------------------GGT---C-C-GAAAGTGTAGCATACCTTTTTGGGCGCCACACAAAATGGTTGCC----------------------------------------------ACAGC-GTAAAGCATTTAACAGCTATTTGTATGTGCTTGGTACCAAC----------------------------CTTTCCAC-----------TGGCTTTGTTC-ATTTTTGCTGC-AT-TT--TTAT--TATTATT-------------------T--------TCC----------------
droWil2 scf2_1100000004921:3063550-

3063875 +
TTACCGCGCACCGCAAATACACAGAATCGTGGCTTTAAAGGAATTTATGAATTTAGCGAAAGTTTTGTTAAATTAGATTTTATACGTAAGTATTGCCCTGCCAAACAG-C------AT-AAT---CCATAAAT---------GT--GTTTTTCCTGTTTTCAGTTAT---------------------------------------------CATTGA-----GT-----GGCA---------------------------------------------------------------------------------------------------------TGAATGTC---AAGCC--ACAAAATGATTGCCCCCCCCCCCCCCATCCCATTCGCCCCATCTTGCTATATACACTGACACAGATTTAACACATTTAACAGCTATTTGTATGTGTTTGA-ACCATT----------------------------ATGGTTTT-----------TGGCTTTATTA-ATTTTTGATGCATT-TTTCC-AA--CATCATT-------------------T---------TT----------------

droVir3 scaffold_13047:15297613-
15297896 +

CTGCCGCGCACCGCAAATTCGCAAAATCGTGGCTTTAAAGGAATTTATGAATTTAGCGAAAGTTTTGTTAAATTAGATTTTATACGTAAGTATTACTC----AGCGAT-GAACCATAT-AAT-----------CTA-----C----ATTTC---A-TTTTCAGTT---GCC------ATTGC---C---------CAAA----AACTGCGGCCATTTT-----GT-----TGCAT------------------------------------------------------------------------------------------------------------------TGCTCA--ACAAAATGGCCGCC----------------------------------------------AC----GCAC-ACATTTAACGGCTTCGTGTATGTGTTTGA-TGCA-C------------------------GTTTCCACTCAG-----------TGGCTTT---------TTGTTGC-ATTTTATT-AACATTCGGTT-------------------T--------ACT-----------GAACT

droMoj3 scaffold_6540:18774835-
18775139 +

CTACCGCGCACCGCAAATTCCCAAAATCGTGGCTTTAAAGGAATTTATGAATTTAGCGAAAGTTTTGTTAAATTAGATTTTATACGTAAGTATTATT-----CAATCGCTAAGCAATT-AAT-----------CTC-----T----AATTA---T-ATTTCAGTTCA-GCC------ATTTT---C---------CCAG----AACGACGGCCATTTT-----GT-----AGTGCTG---CT-AA-------C-------T----------------------------------------------------------------------GTGTTG----------GCAACGCC--ACAAAATGGCCGCC----------------------------------------------GTG-----CTCGCATTTGACGGCTCAGTGTATGTGTCTGA-AACA-C------------------------ATTTTCACTCACTGGAATATTTGTTCATTTGTTC-ATTTCTGTTGC-ATTCT------------ATC-------------------A--------GCT----------------

droGri2 scaffold_14830:4690136-
4690477 -

TTACCGCGCACCGCAAATACGCAAAATCGTGGCTTTAAAGGAATTTATGAATTTAGCGAAAGTTTTGTTAAATTAGATTTTATACGTAAGTATTTTCC----AACCAT-AAACCAAAT-AAT-----------ATA-----C----ATTTA---T-TTTTCAGTTTATGCA------ACTTAACC----------CAAA----AACTATGGCCATTTT-----GT-----GGCGCTC---TC-AA-------A----------------------------------------------------------------------------------------CTTTTGGTAACGCC--ACAAAATGGCCGCC----------------------------------------------A--AC-AACACACATTTAACGGCTCAGTGTATGTGTCTGA-AACA-CCCACTCCCCCCTCAAACAAACCCCGTT--TGGCT----------------TTTTGTTACATTTTTGTTGC-AT-TC--TAAT--TACAATT-------------------G-----GTTACCAAACACGAACTAATCA
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CTCCTCCTCTCACGATCTCCAAAACTGTAATCGATTCCGTTTTCGCTGATTGTTCGCCTTGGTACACCTAACCTCTTATAGGCTATGTCTGATCGGCTTTCGAATGCACAGACAAAGCCTAGTAGAGGCTAGATTTAGAAGGAAACTATAGTTAAAGAACGGTGGGATTTGATAGTGGCAACTTTTCTTTCGTTTTA

*****************************************************...((((.......(((.(((((..((((((.((((((....((........)).)))))).))))))..))))).)))......))))......*************************************************
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#
Mismatch
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Norm Total

GSM609225

ML-DmBG3-
C2

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

V008

S2-
DRSC

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM609217

MLDmD20c5

GSM609248

ML-DmD9
cell

SRR001349

heterozygous_dcr-
2_untreated

V091

fGS/OSS
total
Â 

GSM609250

ML-DmD32
cell

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V032

S1
cell

V030

ML-
DmD8
cell

V073

mbn2

V146

S1
cell

GSM399101

kc167
cell

V036

ML-
DmD20c5
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1
GSM343833

S2R+ cell

GSM343832

S2R+ cell

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031692

Total
small
RNAs from
Oregon R

V031

GM2
cell

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609249

ML-DmD21
cell

GSM371638

S2-NP

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM609219

GM2 cell

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

V074

S3

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V022

ML-
DmD32
cell

SRR001347

ago2_untreated

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V034

ML-
DmD16c3
cell

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM609224

female,
one day

GSM609237

ago2[414]
ovary
total RNA

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609220

ML-DmD21
cell

GSM628272

ago2[414]
ovary
total RNA

GSM609227

CMEW1
Cl.8+
cell

GSM609235

CMEL1

GSM609223

male, one
day

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609221

1182-4H
cell

V014

DTT
8h

GSM609241

s2+48 #1

SRR014282

Ovary_rep1_wK_P

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM609226

CMEW1
Cl.8+
cell

GSM609222

ML-DmBG1-
C1

GSM609229

embryo 2-
6hr

V086

female
body,
aged

GSM609242

s2+48 #2

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM399100

Kc167
cell

V125

ML-
DmD9

GSM385744

OSS_s2

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

GSM385822

OSS_s8

GSM286613

0-1hr #1
(A)

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014275

Ovary_rep1_LK_P

SRR014277

Ovary_rep1_NA_P

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM609239

IR- 2-
18hr

GSM609218

Sg4

V037

Felix
sample
+mirtrons

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1
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female head

V085

CME
W2
wing
disc
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loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V096

loqsKO/f00791
ovary

GSE24545

CS ovary
total
RNA

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V079

Oxidation,
female
head

GSM385821

OSS_s7

GSM286606

2-6h #2
(9)

GSM361908

s2-48
Biological
Replicate
#2

SRR001664

homozygous_dcr-
2_untreated

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR097867

Drosophila
S2-NP
cells

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

V006

r2d2 female:
possibly
heterozygous

V023

Dcr2
female
head

V038

Felix
sample
S2
only

GSM379056

Krimp
Heterozygote

GSM286601

male head

GSM609240

IR+ 2-
18hr

GSM609230

CS,ovary,AGO1IP

AGO1

V077

cold,
female
head

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

GSM379064

Vasa
Mutant

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

...............................................................................................................ACAAAGCCTAGTAGAGGCTAGA................................................................ 22 0 1 9.00 9 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................TTCCGTTTTCGCTGATTGTTCGCC........................................................................................................................................... 24 0 1 4.00 4 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................TAGTAGAGGCTAGATTTAGAAGGAAA.................................................... 26 0 1 3.00 3 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TATGTCTGATCGGCTTTCGAATGCACA....................................................................................... 27 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................TAGTAGAGGCTAGATTTAGAAGGAAAC................................................... 27 0 1 3.00 3 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................TTCGCTGATTGTTCGCCTTGGTACACC................................................................................................................................. 27 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................AACCTCTTATAGGCTATGTCTG.......................................................................................................... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................CCGTTTTCGCTGATTGTTCGC............................................................................................................................................ 21 0 1 2.00 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TGATCGGCTTTCGAATGCACAGACAAA................................................................................. 27 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................TCTTATAGGCTATGTCTGATCGGCT................................................................................................... 25 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................AGTTAAAGAACGGTGGGA.............................. 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TAACCTCTTATAGGCTATGTCTGATCGG..................................................................................................... 28 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TATGTCTGATCGGCTTTCGAATGCAC........................................................................................ 26 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................AGTAGAGGCTAGATTTAGAAG........................................................ 21 0 1 2.00 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................AACGGTGGGATTTGATAGTGG................... 21 0 1 2.00 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................GCTAGATTTAGAAGGAAACTATAGT............................................. 25 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................TATAGGCTATGTCTGATCGGCTTTC................................................................................................ 25 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................TAAAGAACGGTGGGATTTGATAGTGGC.................. 27 0 1 2.00 2 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................ACGGTGGGATTTGATAGTGGC.................. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................GGTGGGATTTGATAGTGGCAACTTT............ 25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TCTGATCGGCTTTCGAATGCACAGA..................................................................................... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................TAGAGGCTAGATTTAGAAGGAAACTA................................................. 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................TGGGATTTGATAGTGGCAACTTT............ 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................TTTCGAATGCACAGACAAAGC............................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................TGGGATTTGATAGTGGCAACTTTTC.......... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................CGTTTTCGCTGATTGTTCGCCTTG........................................................................................................................................ 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TGATCGGCTTTCGAATGCACAGACA................................................................................... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................ATGTCTGATCGGCTTTCGAA............................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................TAGTTAAAGAACGGTGGGATTTGATAG...................... 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................TAGATTTAGAAGGAAACTATAGTT............................................ 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................TGGGATTTGATAGTGGCAACTTTTCTT........ 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................GCCTAGTAGAGGCTAGATTTAGAAGGA...................................................... 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TAACCTCTTATAGGCTATGTCTGATC....................................................................................................... 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................CTGATCGGCTTTCGAATGCAC........................................................................................ 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................TAGTTAAAGAACGGTGGGATT............................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................TAGTGGCAACTTTTCTTTCGTTT.. 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................ACAAAGCCTAGTAGAGGCTAGT................................................................ 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TATGTCTGATCGGCTTTCGAATGC.......................................................................................... 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................TGATAGTGGCAACTTTTCTTTCGTTT.. 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................TCGATTCCGTTTTCGCTGATTGTTCGCC........................................................................................................................................... 28 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................TGATAGTGGCAACTTTTCTTTCGTT... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................TAATCGATTCCGTTTTCGCTGATTGTT............................................................................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................TTAAAGAACGGTGGGATTTGATAGTG.................... 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................TAGTTAAAGAACGGTGGGATTTGATA....................... 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................TTTCGAATGCACAGACAAAGCCTAGTA......................................................................... 27 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................AAAACTGTAATCGATTCCGTT............................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................GAGGCTAGATTTAGAAGGAAACTATA............................................... 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................TAGATTTAGAAGGAAACTATAGT............................................. 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................TTTCGCTGATTGTTCGCCTTGGTACACC................................................................................................................................. 28 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................CAAAGCCTAGTAGAGGCTAGATT.............................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................AACGGTGGGATTTGATAGTGGCAACTTT............ 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................ACTGTAATCGATTCCGTTTTCGCTGAT................................................................................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................TATAGTTAAAGAACGGTGGGATTTGA......................... 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................TTTGATAGTGGCAACTTTTCTTTCGTTT.. 28 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................ACAGACAAAGCCTAGTAGAGG..................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................TTTAGAAGGAAACTATAGTTT........................................... 21 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................TCGAATGCACAGACAAAGCCTAGTAGAG...................................................................... 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................ATAGTTAAAGAACGGTGGGAT............................. 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TGATCGGCTTTCGAATGCACAGA..................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................CGCTGATTGTTCGCCTTGGTA..................................................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TCTGATCGGCTTTCGAATGCACAGAC.................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............GATCTCCAAAACTGTAAGT..................................................................................................................................................................... 19 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................TTAAAGAACGGTGGGATTTGATAGT..................... 25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................CAAAACTGTAATCGATTCCGT............................................................................................................................................................. 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................TAGAAGGAAACTATAGTTAAAGAACGGT.................................. 28 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................ATTCCGTTTTCGCTGATTGTTCGC............................................................................................................................................ 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................CTTGGTACACCTAACCTCTT........................................................................................................................ 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................AAAGAACGGTGGGATTTGATAGTGGCA................. 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................TTTCGAATGCACAGACAAAGCCTAGT.......................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................AACTATAGTTAAAGAACGGTG................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................GCTGATTGTTCGCCTTGGTACACC................................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................ATAGTTAAAGAACGGTGGGATT............................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................TTTGATAGTGGCAACTTTTCTTTCGT.... 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................AACGGTGGGATTTGATAGTG.................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................GAACGGTGGGATTTGATA....................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TGATCGGCTTTCGAATGCACAGAC.................................................................................... 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................TGTAATCGATTCCGTTTTCGCTGAT................................................................................................................................................... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................AAACTATAGTTAAAGAACGGTA................................. 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................GAACGGTGGGATTTGATAGTGG................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................AGTTAAAGAACGGTGGGATTT........................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TTCGAATGCACAGACAAAGCCTAGTAGA....................................................................... 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................AACCTCTTATAGGCTATGTCT........................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................TAGTGGCAACTTTTCTTTCGT.... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................TTATAGGCTATGTCTGATCAT..................................................................................................... 21 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................TCGCTGATTGTTCGCCTTGGTACAC.................................................................................................................................. 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GAGGAGGAGAGTGCTAGAGGTTTTGACATTAGCTAAGGCAAAAGCGACTAACAAGCGGAACCATGTGGATTGGAGAATATCCGATACAGACTAGCCGAAAGCTTACGTGTCTGTTTCGGATCATCTCCGATCTAAATCTTCCTTTGATATCAATTTCTTGCCACCCTAAACTATCACCGTTGAAAAGAAAGCAAAAT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM609242

s2+48 #2

V030

ML-
DmD8
cell

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

GSM609241

s2+48 #1

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM609225

ML-DmBG3-
C2

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

GSM609250

ML-DmD32
cell

GSM609248

ML-DmD9
cell

V008

S2-
DRSC

GSM379065

Zuc
Heterozygote

GSM379057

Krimp
Mutant

GSM343833

S2R+ cell

GSM360262

0-2d
pupae

GSM609217

MLDmD20c5

GSM609249

ML-DmD21
cell

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V032

S1
cell

V125

ML-
DmD9

V036

ML-
DmD20c5
cell

GSM360260

0-1d
Pupae (w)

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM399101

kc167
cell

GSM343832

S2R+ cell

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM379064

Vasa
Mutant

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM385748

OSS_s6

V096

loqsKO/f00791
ovary

GSM385744

OSS_s2

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM379051

Armi
Mutant

GSM609220

ML-DmD21
cell

GSM609221

1182-4H
cell

V031

GM2
cell

SRR014277

Ovary_rep1_NA_P

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

GSM322219

2-4day
pupae #1

GSM385821

OSS_s7

SRR060644

A2_ovaries_total

GSM379056

Krimp
Heterozygote

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

GSM379054

Flam
Heterozygote

GSM385822

OSS_s8

SRR014275

Ovary_rep1_LK_P
V148

mbn2

V022

ML-
DmD32
cell

V034

ML-
DmD16c3
cell

V037

Felix
sample
+mirtrons

GSM609227

CMEW1
Cl.8+
cell

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V147

1182-
4H
cell

V130

ML-
DmBG3-
c2

GSM609219

GM2 cell

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014273

Ovary_rep1_Har_P
GSM609235

CMEL1

SRR029028

untreated
(mock)

GSM371638

S2-NP

GSM361908

s2-48
Biological
Replicate
#2

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609226

CMEW1
Cl.8+
cell

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM379063

Vasa
Heterozygote

SRR032094

ago2
knockdown

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

V146

S1
cell

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

GSM272652

S2 -48
Biological
Replicate
#1

V145

S2-
DRSC

SRR097865

Drosophila
S2-NP
cells

V073

mbn2

GSM379053

Aub
Mutant

GSM609244

KC+48 #2

GSM379052

Aub
Heterozygote

GSM399110

KC-48 #2

GSM609243

KC+48 #1

GSM286604

0-1h #3
(7)

SRR097866

Drosophila
S2-NP
cells

SRR029033

lacZ
knockdown

SRR060643

A2_testes_total

SRR031692

Total
small
RNAs from
Oregon R

SRR029029

dcr-1
knockdown

SRR060646

yw67c23(2)_ovaries_total

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM379050

Armi
Heterozygote

GSM286613

0-1hr #1
(A)

GSM280085

WT testes
(18-24nt)

GSM322245

3rd
instar #1

GSM399100

Kc167
cell

SRR029030

dcr-2
knockdown

V134

ML-
DmD8

GSE24545

CS ovary
total
RNA

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

GSM272651

S2-
48,+48,
KC-48,
+48 mix

GSM286605

2-6h #1
(8)

SRR029032

r2d2
knockdown

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

GSM379060

SpnE
Heterozygote

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

GSM379055

Flam
Mutant

GSM379061

Squ
Heterozygote

GSM379066

Zuc
Mutant

SRR060650

A1_testes_total

GSM379067

SpnE
Mutant

GSM628272

ago2[414]
ovary
total RNA

SRR060645

yw67c23(2)_testes_total

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM280088

S2cell
(AGO1IP)

AGO1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM379062

Squ
Mutant

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM609230

CS,ovary,AGO1IP

AGO1

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM379058

Piwi
Heterozygote

GSM609223

male, one
day

SRR029031

loqs-ORF
knockdown

GSM609224

female,
one day

GSM322208

3rd
instar #2

V038

Felix
sample
S2
only

V012

Dcr2 male
(Katsutomo,
whole fly?)

V085

CME
W2
wing
disc

GSM609218

Sg4

GSM379059

Piwi
Mutant

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR097867

Drosophila
S2-NP
cells

V006

r2d2 female:
possibly
heterozygous

GSM286606

2-6h #2
(9)

V132

ML-
DmD32

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM399105

disk #2

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR065801

zuc_het(H-
Y)_ovaries

GSM322543

male head
#1

V014

DTT
8h

SRR001338

IR_non-
beta-
eliminated

GSM609251

aged
female
head

GSM280084

loqs-/-
ovaries
(18-29nt)

SRR032093

ago1
knockdown

GSM313161

dcr-2
heterozygous,
oxidized

SRR001349

heterozygous_dcr-
2_untreated

GSM322338

2-4day
pupae#2

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

SRR001347

ago2_untreated

SRR001664

homozygous_dcr-
2_untreated

GSM280083

dcr-2-/-
ovaries
(18-29nt)

SRR014282

Ovary_rep1_wK_P

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR014280

Ovary_rep1_w1118_P

GSM399107

male body
#2

GSM313163

dcr-2
heterozygous,
untreated

V091

fGS/OSS
total
Â 

GSM609229

embryo 2-
6hr

V074

S3

GSM275691

imaginal
disc

GSM286611

6-10h #2
(11)

GSM280082

WT
ovaries
(18-29nt)

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR065800

zuc_H-
Y_ovaries

GSM399106

female
body #2

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR060652

hs-
Penelope_testes_total

GSM272653

KC -48 #1

GSM322533

female
head #1

S6

0-1,2-
6,6-
10h
embryo

GSM609237

ago2[414]
ovary
total RNA

V144

OSC

GSM609247

heat
female
head

GSM313162

dcr-2
homozygous,
untreated

GSM609239

IR- 2-
18hr

SRR060653

hs-Penelope_
ovaries_total

V015

DreRFHV148h

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

V080

Starvation,
female head

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

GSM286607

6-10h #1
(10)

V140

Dessication_female_body

V003

dsDcr-1
(katsutomo
RNA)

GSM280087

S2cell
(AGO2IP)

AGO2

GSM609240

IR+ 2-
18hr

V137

Male
aged
head

SRR001345

ago2_non-
beta-
eliminated

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

SRR032092

mock
oxidized

SRR001339

WT_females_non-
beta-eliminated

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

V079

Oxidation,
female
head

GSM239051

S2 cells,
beta-
eliminated

AGO2

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

V128

S3

GSM609238

embryo
14-24hr

V131

ML-
DmD16-
c3

V078

Desiccation,
female head

V077

cold,
female
head

GSM180336

pupae: 0-
1 day, 0-
2 day, 2-
4 day

V126

CME
L1

GSM312995

WT,
oxidized

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM240749

female
head

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V133

Sg4

V142

Oxidation_female_body

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

GSM180334

larvae:
1st
instar
and 3rd
instars

V127

G2

V139

Cold_female_body

GSM286603

female
body

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM286601

male head

V141

Heat_female_body

GSM609234

CS Â male
total RNA
Â 

GSM180337

tissue
culture
cells (S2
only)

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM286602

male body

SRR001343

dcr-2_non-
beta-
eliminated

GSM313160

dcr-2
homozygous,
oxidized

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM239052

S2 cells,
non beta-
eliminated

GSM180331

early
embryo
(2-6)

GSM609222

ML-DmBG1-
C1

GSM180335

imaginal
discs

V023

Dcr2
female
head

GSM180330

very
early
embryo
(0-1)

SRR001344

dcr-
2_beta-
eliminated

V086

female
body,
aged

SRR001341

WT_males_non-
beta-
eliminated

V138

Male
cold
body

SRR001348

ago2_oxidized

GSM424739

S2
parental

GSM1528798

follicle
cells

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR010951

Ago3
heterozygotes,
oxidized

SRR010960

wt,
oxidized

SRR001340

IR_beta-
eliminated

GSM364902

12-24hr
embryo

V135

CME
W2
(wing
disc
line)

V129

ML-
DmBG1-
c1

GSM180328

adult
heads
(female
heads,
male
heads)

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR010954

Aub trans-
heterozygotes,
oxidized

V136

Male
aged
body

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR010953

Aub
heterozygotes,
oxidized

SRR001337

WT_females_beta-
eliminated

GSM313165

ago2
homozygous,
oxidized
(technical
replicate
#2)

GSM467729

Dmel_wt_sRNAseq

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR010955

Aub IP in
Ago3
heterozygotes

GSM313164

ago2
homozygous,
oxidized
(technical
replicate
#1)

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR023400

total RNA
extracted
from P19
cells

GSM180329

adult
bodies
(female
bodies,
male
bodies)

GSM180332

mid
embryo
(6-10)

SRR023197

RNA
Library
from S2
control
cells

GSM239050

fly heads,
beta-
eliminated

SRR023399

RNA bound
by P19
protein

AGO2

GSM467730

Dmel_r2d2_sRNAseq

GSM360257

1st
instar #2

SRR060651

A2_ovaries_Ago3

AGO3

GSM180333

late
embryo
(12-24)

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

GSM239041

fly heads,
non beta-
eliminated

GSM360256

1st
instar #1

GSM467731

Dmel_loq_sRNAseq

SRR001346

ago2_beta-
eliminated

SRR060648

A2_ovaries_FLAG-
Aub

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

GSM280086

WT
ovaries
(AGO2IP)

AGO2

GSM246084

D.
melanogaster
adult male
heads 454

SRR060649

A2_ovaries_FLAG-
Piwi

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

GSM424741

S2 pKF63
transiently
transfected

SRR065807

Piwi-
IP_squ_het_ovaries

GSM424740

S2 pKF63
stably
transfected

SRR001342

WT_males_beta-
eliminated

GSM154618

23-29
nucleotide
RNAs from
Drosophila
melanogaster
ovaries

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

.............................................................................................................TCTGTTTCGGATCATCTCCGAT.................................................................. 22 0 1 5000844.00 5000844 597913 327295 261174 275722 134565 141110 139147 99920 2675 113718 126465 114890 116283 85387 88149 89375 85256 62842 71013 71257 65411 52071 58234 64168 50980 41855 53311 37846 48552 39348 25489 36862 40176 22858 37261 20472 20690 6481 20733 26443 30079 27102 27135 29512 27860 27836 18445 17160 27242 23445 10649 24957 12652 19782 21667 19366 22804 22329 22237 13277 14776 16400 17530 19022 19258 11367 8544 16379 17820 15588 13727 12099 62 14541 9321 11884 11934 9188 10055 11816 9903 9833 9949 9888 8203 6774 10170 6208 9112 5934 8061 6512 7679 8715 11306 7271 8533 8460 8144 7419 4967 8482 4299 8307 6535 4520 5202 5089 7180 5485 7404 7812 5958 4377 6141 6314 5535 7981 5900 4256 6561 162 3494 2709 5118 74 3424 4283 4373 5828 2305 5845 4652 4807 5649 3879 5441 5051 3165 3606 4080 2782 4241 2886 2699 4212 3639 3537 3434 3913 4138 4060 4033 2250 149 2137 3589 29 2270 2333 3589 2993 2483 2552 2300 2754 2088 1989 2598 2768 2053 2596 2443 2365 2252 193 1490 2330 34 1975 1434 1770 1842 1488 998 1906 2268 1783 1540 1750 250 1324 1080 1315 995 894 100 1333 321 893 600 388 524 16 748 3 15 1010 883 742 658 546 794 487 16 883 506 727 679 402 67 595 455 357 506 9 414 339 481 519 1 302 463 56 415 182 429 237 410 448 259 221 206 153 207 169 0 182 25 31 18 31 251 159 77 167 181 6 82 147 138 32 10 35 15 109 8 81 12 11 42 78 75 16 0 11 37 39 5 40 19 21 29 23 16 1 3 1 1 5 3 6 0 10 0 0 0 0

..................................................................GGATTGGAGAATATCCGATACA............................................................................................................. 22 0 1 694498.00 694498 10578 809 20698 208 28021 7097 2656 13933 124096 14061 207 939 228 3006 4015 3920 6310 3642 1626 1648 4009 13009 4914 2375 10889 17658 2881 16353 3922 6607 13470 1709 2697 14161 1566 13204 7338 2617 6439 8537 1504 1049 1551 1604 2905 2581 7661 5037 575 648 14025 1590 7882 3423 4583 979 2372 1452 1236 3844 5945 2890 4402 1679 991 4026 4141 1482 1597 1414 1574 1598 13457 1132 4010 998 464 3968 2719 450 1415 2979 1131 3140 2447 1626 819 3667 1094 3129 1941 673 1843 445 167 2208 364 395 836 1138 1049 117 3030 800 1383 3875 2426 709 799 768 570 361 1774 2583 1043 958 1895 159 827 2039 185 6983 2018 3167 1337 6967 2045 848 1690 323 1520 175 816 1014 271 1572 506 377 1835 1286 1088 108 948 1923 1995 824 1242 952 1302 1285 964 909 161 1733 5426 69 766 4791 35 36 246 854 992 1080 710 1294 990 637 277 579 310 223 408 400 390 2453 1194 293 2795 424 928 377 141 547 1056 457 333 126 553 526 2135 604 500 260 483 477 1631 97 1038 900 648 721 950 1551 307 1421 0 210 149 400 244 327 230 516 1302 71 154 72 120 223 743 201 328 120 112 0 33 233 98 60 8 61 184 577 87 336 27 137 90 51 48 258 63 297 139 7 398 39 283 113 206 240 18 81 146 37 16 57 86 18 26 188 39 125 162 20 119 27 157 70 101 9 10 78 88 66 13 21 42 7 14 30 8 8 23 13 10 10 8 0 7 3 10 0 7 3 1 0

..............................................................................................................CTGTTTCGGATCATCTCCGAT.................................................................. 21 0 1 191937.00 191937 3469 2078 4621 834 17514 3646 5023 7003 44 1834 874 693 564 4094 4856 3850 2265 1487 4646 4413 1613 4847 1242 1832 1358 1694 3399 778 3419 5806 222 1062 2210 191 2125 546 2031 377 2070 1149 2511 1465 1010 1883 1050 727 1406 1799 1744 1468 604 2134 1006 722 572 1077 1492 1482 1659 814 127 485 331 1970 885 779 1115 729 311 1011 193 1083 18 628 382 1019 707 325 660 1153 421 384 642 335 1439 682 770 355 638 443 385 948 1255 499 476 241 724 1386 695 790 549 1846 329 401 576 256 261 458 553 622 471 633 411 219 477 613 373 362 352 103 1035 20 140 115 352 53 40 182 269 265 241 230 675 345 110 267 60 411 221 639 209 194 336 66 34 180 372 203 196 67 112 89 305 167 19 87 397 51 144 151 258 184 19 202 376 199 202 178 168 97 170 329 210 126 184 35 88 199 3 223 75 52 191 35 92 77 198 254 202 40 11 107 72 167 84 164 5 184 21 35 29 65 21 2 69 0 9 94 51 38 86 55 80 59 2 12 26 51 51 49 13 39 28 48 45 3 16 30 20 39 0 17 35 10 23 31 33 17 20 28 28 15 23 4 19 24 0 0 1 30 25 3 10 18 3 9 5 31 3 2 4 2 26 1 1 1 13 0 1 8 2 11 4 1 0 2 1 4 0 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................ACTGTTTCGGATCATCTCCGAT.................................................................. 22 1 1 116273.00 116273 11089 2979 1399 2765 460 1122 1206 393 4 1087 1704 1532 3108 318 3588 273 329 383 1379 1670 341 95 335 397 4213 154 163 357 144 106 691 172 427 671 1449 202 37 908 41 93 899 223 99 237 2826 155 30 45 1990 2352 5 1449 27 3291 869 237 86 147 112 7481 349 1291 133 175 600 5878 7013 2799 106 38 77 47 0 82 28 716 33 241 73 569 30 393 31 104 43 65 718 24 1163 171 227 1830 58 15 79 31 21 868 38 825 1941 20 159 93 17 90 888 3279 21 764 41 51 334 983 236 89 132 35 184 609 49 1 5 4 172 0 90 13 246 21 18 34 11 11 61 28 12 243 12 21 263 444 76 16 72 4 279 640 16 31 4 54 321 12 0 2 7 0 6 8 131 213 52 205 17 0 14 720 9 5 232 107 4 241 100 0 152 6 0 5 1 11 337 200 10 18 0 260 86 78 7 11 546 142 439 3 2 148 11 10 4 9 23 0 7 0 8 7 97 6 3 3 28 17 0 0 7 14 4 188 0 19 0 233 21 10 4 53 4 17 1 2 9 0 7 0 59 1 15 15 95 7 46 7 9 3 0 0 0 2 0 0 20 0 2 6 1 3 5 6 7 0 5 1 0 0 0 1 0 2 1 2 7 1 0 0 0 0 0 4 0 0 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0

...............................................................................................................TGTTTCGGATCATCTCCGAT.................................................................. 20 0 1 99916.00 99916 26 7 147 6 23050 800 1524 8811 3 61 1 2 1 627 1325 563 730 472 1041 1075 478 1781 243 574 236 407 482 161 289 2022 62 305 508 22 457 17 5570 46 5680 316 664 358 256 397 238 183 692 4628 183 330 19 528 3003 145 106 211 186 289 209 109 19 98 72 408 194 126 404 149 71 167 63 1121 4 146 228 311 826 45 44 416 193 56 954 42 451 84 198 1205 180 1224 909 824 398 102 85 161 570 524 214 206 657 369 203 144 114 71 60 205 824 649 53 253 76 45 137 193 70 51 89 25 384 11 22 76 57 7 5 107 70 93 106 93 362 34 37 48 25 111 111 191 24 222 84 0 4 338 113 68 423 16 21 25 76 171 10 48 292 4 83 61 52 65 4 63 446 99 54 21 28 177 384 106 79 38 229 11 26 78 4 63 304 184 288 10 25 15 70 109 59 13 9 12 29 302 31 121 1 82 0 0 5 21 5 0 8 0 0 19 19 9 16 6 33 13 0 12 62 11 13 10 5 14 3 16 55 0 32 2 6 30 504 64 8 4 5 0 38 4 23 3 19 4 0 2 4 13 0 0 0 206 106 0 20 1 3 23 2 84 3 0 0 3 81 0 0 1 0 0 1 50 0 7 15 1 0 2 3 6 0 2 0 3 6 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................GATTGGAGAATATCCGATACA............................................................................................................. 21 0 1 92129.00 92129 577 30 734 3 7814 373 344 5285 461 536 20 44 9 1473 491 475 358 230 254 220 238 2366 140 125 1050 1190 713 1087 567 1236 2736 136 100 2913 305 1867 4116 606 3620 606 96 42 144 167 399 472 1256 2821 251 112 2266 101 4318 581 596 48 246 264 138 476 1542 312 330 319 35 665 740 246 31 765 560 734 107 66 71 102 240 388 373 268 514 332 382 338 511 598 72 917 108 912 506 329 398 198 67 30 156 31 181 152 306 177 406 34 257 559 299 90 240 236 152 213 105 234 122 69 112 61 73 287 18 33 1183 79 118 124 435 122 81 182 474 120 172 132 14 363 10 44 38 258 34 51 162 273 371 216 217 262 440 39 9 39 51 544 27 3 179 54 4 0 119 79 263 132 357 34 88 193 62 89 127 66 24 126 168 25 123 51 12 25 175 326 46 81 163 37 21 55 73 21 114 140 97 65 90 94 147 60 133 0 142 274 0 10 131 1 0 34 90 59 122 118 35 54 9 11 75 21 23 44 3 35 57 20 29 0 34 54 29 25 81 36 1 3 21 46 13 39 24 6 14 0 43 0 48 0 50 0 9 1 2 0 3 18 14 21 0 3 24 1 2 1 0 0 1 11 2 0 0 5 0 8 2 0 1 0 4 10 6 3 13 0 5 6 0 2 3 0 4 0 0 3 0 0 0 0 0 1

..................................................................TGATTGGAGAATATCCGATACA............................................................................................................. 22 1 1 55744.00 55744 32 1 45 0 379 82 67 215 2362 45 0 0 0 301 146 16 71 160 85 58 133 51 85 24 1009 299 62 244 60 28 842 69 113 1008 70 1176 173 29116 139 152 62 47 63 28 163 72 118 110 26 42 1950 70 187 190 316 33 62 55 16 167 924 291 139 192 26 214 228 66 22 78 162 8 9 25 13 43 55 150 117 21 4 144 16 237 137 124 35 16 29 3 4 19 144 26 2 5 193 13 4 65 9 0 80 12 39 251 284 57 6 14 27 25 56 312 40 39 47 0 58 392 4 17 200 2 15 192 118 1 54 36 1828 15 1 35 11 124 24 18 6 105 16 10 19 182 141 7 67 48 17 30 5 55 526 69 0 2 5 129 1 1 5 41 148 78 2 0 164 47 40 2 2 5 6 25 1 0 58 4 7 13 4 1 2 103 358 16 0 10 65 13 37 58 69 1 51 278 99 2 289 3 117 67 3 8 85 12 0 60 20 51 39 72 0 84 0 0 0 53 79 38 2 1 38 26 1 0 0 40 9 2 0 1 0 0 6 2 1 8 0 5 1 1 14 0 27 0 5 0 12 0 1 0 0 14 20 0 0 0 27 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................ATCTGTTTCGGATCATCTCCGAT.................................................................. 23 1 1 50546.00 50546 13190 7502 1519 6699 72 10 119 56 4 1418 1615 4051 2484 8 258 14 2 9 71 54 8 13 3 5 484 5 9 11 15 16 1069 5 0 926 237 849 27 128 23 5 74 1 1 6 141 3 7 15 320 205 5 219 12 212 2 2 3 7 8 129 650 161 6 1 3 114 36 109 5 8 2 5 1 1 9 106 8 204 15 32 11 201 5 2 1 0 48 3 207 22 44 375 0 0 11 5 18 74 33 92 384 5 1 0 14 2 153 48 2 124 11 0 240 115 24 2 176 0 31 173 3 1 2 6 240 0 134 17 131 0 3 1 2 3 0 0 0 18 4 1 32 31 0 108 103 1 96 121 16 6 5 1 6 0 0 1 3 0 4 5 83 51 82 40 3 0 0 10 0 5 6 54 3 43 68 3 39 8 2 0 0 2 41 53 0 0 0 1 55 7 13 2 37 14 39 0 1 1 0 3 1 0 4 0 1 0 12 0 0 0 1 1 1 1 0 9 1 0 0 5 1 1 1 5 20 10 0 8 0 1 1 1 0 0 0 1 9 0 0 0 15 0 3 1 0 2 0 8 0 0 0 0 2 0 0 1 9 1 0 13 16 0 0 0 0 0 0 5 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................GTCTGTTTCGGATCATCTCCGAT.................................................................. 23 0 1 35156.00 35156 3958 3768 2139 3368 875 237 334 489 152 789 1142 1393 1111 228 285 489 111 73 88 88 147 393 167 151 258 158 293 325 466 255 682 33 70 835 127 889 128 489 106 131 70 44 39 74 56 72 170 86 45 67 602 68 67 99 79 38 148 77 119 5 518 97 112 38 20 2 0 61 75 67 133 60 1 17 45 69 115 153 110 34 68 158 65 74 59 58 33 8 45 26 5 10 27 18 18 46 11 14 146 52 12 15 31 11 42 63 105 3 38 3 49 47 56 82 16 22 141 20 30 126 7 0 94 21 109 1 74 43 62 8 61 13 33 87 2 48 65 15 15 34 22 4 33 120 101 15 39 35 26 31 26 5 16 24 0 17 19 1 7 14 71 25 56 27 7 12 29 1 10 15 0 26 23 39 12 20 21 49 0 5 5 0 0 42 12 10 20 4 25 4 3 10 0 0 9 4 3 10 5 9 14 0 10 1 12 0 0 7 5 21 18 1 14 10 1 45 2 4 6 3 2 8 8 1 2 0 1 4 4 6 2 0 1 2 0 9 0 4 3 1 0 6 1 3 0 3 0 15 1 0 1 0 2 5 3 1 16 0 1 19 12 0 0 0 0 7 1 21 1 1 1 0 0 1 0 1 3 0 1 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TGGATTGGAGAATATCCGATACA............................................................................................................. 23 0 1 18585.00 18585 119 2 361 2 1072 122 137 689 674 209 5 6 3 145 166 82 118 129 83 119 112 201 205 83 392 183 105 337 157 99 352 77 58 396 73 383 197 163 168 96 76 41 74 64 111 92 197 124 24 33 474 91 210 126 368 20 151 135 72 166 186 131 173 64 29 194 111 67 64 62 117 136 194 56 85 42 17 146 70 42 135 91 65 95 203 188 28 112 39 209 85 39 154 27 17 35 14 15 86 28 26 0 54 21 20 131 154 8 34 16 10 23 86 135 59 49 66 11 40 64 10 24 96 94 45 33 49 106 64 13 125 5 12 80 16 68 34 31 42 88 32 1 38 62 67 17 25 57 70 61 12 39 15 42 0 2 17 23 5 3 8 27 28 51 26 0 62 37 32 8 22 5 33 49 8 32 29 30 7 27 28 29 8 25 94 15 0 7 25 16 18 37 0 18 32 28 15 6 96 5 67 5 1 9 41 3 0 13 13 29 24 20 11 43 9 0 8 12 18 22 3 3 23 7 3 0 0 13 7 7 0 6 4 3 7 2 2 5 0 9 0 1 5 1 20 0 0 18 5 0 0 2 0 4 3 2 2 0 13 1 1 0 0 0 0 5 0 0 0 0 1 3 0 0 0 0 4 0 6 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................AATCTGTTTCGGATCATCTCCGAT.................................................................. 24 2 1 17007.00 17007 6024 2453 719 2084 10 1 3 12 0 904 389 1541 684 0 13 2 0 0 0 1 0 0 0 1 57 0 0 2 0 8 127 0 0 127 32 78 3 21 5 1 5 0 0 0 8 1 2 4 18 23 0 19 6 22 0 0 0 0 1 43 60 18 0 0 0 32 5 9 0 2 1 2 0 0 3 17 12 34 0 2 2 26 0 0 0 0 5 4 60 22 37 144 0 0 1 3 0 14 0 20 250 0 0 0 0 0 15 12 0 127 1 0 46 24 2 0 24 0 1 21 0 0 0 2 31 0 18 1 19 0 0 0 0 0 0 1 0 1 2 2 5 59 0 13 7 0 23 16 16 0 0 1 0 0 0 0 0 0 1 0 14 7 15 16 0 0 0 5 0 0 3 2 2 1 27 0 9 0 0 0 0 1 28 11 0 0 0 1 5 1 7 0 37 11 8 0 0 1 0 1 0 12 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 10 0 0 1 0 0 0 0 0 0 0 0 4 0 0 0 20 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 2 0 0 2 3 0 0 0 0 0 0 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................AACTGTTTCGGATCATCTCCGAT.................................................................. 23 2 1 16216.00 16216 4812 1813 477 1741 18 1 3 3 0 820 367 1581 1077 1 32 1 0 0 7 15 2 2 0 0 63 2 0 1 0 0 211 0 0 142 41 56 6 21 5 0 8 0 1 1 22 3 0 0 73 55 0 16 1 50 1 0 1 0 0 78 105 23 0 0 0 61 26 37 0 6 0 3 0 0 0 8 0 5 0 3 0 9 1 0 0 1 10 0 22 52 87 469 0 0 0 0 0 15 0 1 727 0 0 0 0 0 22 22 0 221 0 0 16 18 1 0 4 2 2 18 1 0 0 0 8 0 26 0 4 0 0 0 0 0 0 0 0 6 0 0 4 103 0 6 12 0 7 19 19 0 0 0 7 0 0 0 1 0 1 0 17 0 25 4 2 0 0 16 0 0 22 3 1 5 61 0 1 0 0 0 0 1 60 5 0 0 0 2 5 2 2 0 19 12 0 0 0 3 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 3 18 0 0 0 0 0 2 0 0 0 0 0 16 0 0 0 34 0 1 0 0 0 0 0 0 0 0 0 4 0 0 0 2 0 0 0 6 0 0 0 0 0 0 3 0 0 0 1 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TCTGTTTCGGATCATCTCCGA................................................................... 21 0 1 12181.00 12181 2381 1287 524 1101 249 155 175 109 1 526 447 460 458 71 124 119 103 78 94 78 76 41 67 65 53 39 62 58 60 21 36 57 57 28 50 33 74 4 57 30 31 43 31 28 42 35 15 53 27 43 1 17 79 35 1 25 38 38 28 26 13 15 0 15 15 29 15 16 16 40 15 26 2 23 235 6 30 20 22 26 185 9 21 16 1 8 2 15 12 5 7 10 4 20 3 136 39 6 125 7 14 1 11 13 19 5 2 9 3 3 4 12 9 8 12 13 6 2 5 6 2 1 3 66 6 0 7 84 4 10 20 11 1 9 4 5 2 3 75 1 2 1 1 4 4 1 3 5 10 5 40 1 7 3 0 5 6 0 10 9 2 8 2 13 9 0 3 3 2 0 4 3 41 0 5 1 2 35 1 2 2 6 1 2 1 2 0 3 0 1 0 2 0 1 2 2 0 1 0 7 0 0 6 0 1 0 0 1 4 1 0 1 2 0 0 8 2 0 0 3 1 0 4 0 1 0 0 2 0 0 0 3 4 1 0 0 0 0 0 1 0 0 1 1 0 1 0 6 0 0 0 0 0 0 0 0 1 0 0 7 3 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................GTTTCGGATCATCTCCGAT.................................................................. 19 0 1 11830.00 11830 51 26 73 30 3849 0 2 976 0 39 8 13 9 1 1 0 1 0 0 1 0 154 0 0 0 33 0 0 1 107 1 0 0 0 0 0 1126 0 1159 25 0 0 0 0 3 2 52 1046 0 0 0 0 636 0 0 0 0 0 1 1 0 0 0 0 0 1 2 0 0 5 0 255 0 0 18 0 12 0 0 1 19 0 109 0 0 0 0 319 0 253 215 90 1 0 1 7 0 1 34 0 63 2 31 0 0 1 0 1 134 129 0 1 0 0 0 0 0 0 1 0 0 1 0 3 0 0 0 8 0 0 1 0 19 0 0 0 0 0 27 0 0 15 0 0 0 24 0 7 49 0 0 0 0 1 0 1 31 0 8 3 0 0 0 0 69 0 0 0 0 18 43 0 22 0 29 4 0 16 0 0 56 32 21 0 0 0 0 0 0 0 0 0 0 57 0 5 0 3 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 1 11 0 0 0 0 0 0 0 11 3 3 0 0 0 6 10 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 1 0 0 0 0 31 0 0 0 3 30 0 0 0 2 0 0 2 1 0 0 3 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................TTCTGTTTCGGATCATCTCCGAT.................................................................. 23 1 1 10861.00 10861 1562 956 780 805 415 75 138 232 13 313 518 479 502 112 29 108 40 110 18 21 62 83 93 22 19 137 104 25 95 90 14 41 26 21 13 17 100 1 119 101 11 19 39 22 6 21 101 99 8 15 21 9 79 9 22 22 36 57 46 8 13 14 22 3 20 4 1 3 23 36 41 40 3 10 52 6 20 11 49 14 59 14 45 8 2 19 9 22 2 23 25 5 1 61 13 81 51 1 101 2 7 7 13 3 50 8 3 0 16 6 25 9 7 1 4 3 9 7 9 4 1 5 15 19 7 0 1 62 0 2 6 3 8 17 12 9 16 3 19 7 6 1 4 3 0 5 2 8 2 53 23 9 5 2 0 16 13 1 23 26 4 1 2 3 8 0 4 0 5 6 0 9 19 3 6 2 0 45 0 0 4 2 3 1 0 6 0 2 0 0 0 4 0 0 1 3 0 0 2 10 0 0 4 1 0 0 4 0 0 1 1 4 3 1 0 7 1 0 1 0 0 1 0 0 0 2 1 0 0 3 0 0 2 0 0 15 0 0 0 4 0 2 0 2 0 0 0 49 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................AAATCTGTTTCGGATCATCTCCGAT.................................................................. 25 3 1 10153.00 10153 3591 1862 337 1579 0 0 0 1 0 628 177 1079 369 0 5 0 0 0 1 0 0 0 0 0 13 0 0 0 0 0 21 0 0 23 3 7 1 5 2 0 1 0 0 0 2 0 0 1 3 5 0 2 1 6 0 0 0 0 0 5 10 4 0 0 0 5 0 1 0 0 0 0 0 0 0 2 0 3 0 0 2 6 0 0 0 0 1 0 6 4 13 63 0 0 0 0 0 2 0 1 133 0 0 0 0 0 5 0 0 32 0 0 6 2 0 1 1 0 0 5 0 0 0 0 1 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 20 0 2 1 0 3 1 3 0 0 0 0 0 0 0 0 0 0 0 2 0 1 1 1 0 0 0 0 0 2 2 0 1 21 0 0 0 0 0 0 0 8 4 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 2 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 6 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0

..................................................................GGATTGGAGAATATCCGATACAG............................................................................................................ 23 0 1 8426.00 8426 12 2 17 0 292 116 45 181 2138 14 1 2 0 44 35 41 122 46 14 11 90 144 86 40 137 27 29 162 30 79 209 22 56 212 11 207 14 203 14 22 18 21 16 36 20 40 159 17 3 7 262 12 16 31 40 24 17 14 16 26 100 22 61 38 18 30 17 16 23 19 19 32 65 15 39 9 24 35 25 2 17 35 27 51 48 8 7 13 7 20 15 15 43 0 3 24 0 8 16 8 9 1 43 19 17 53 44 7 5 4 8 3 16 36 13 8 19 2 11 21 5 56 27 20 5 75 36 7 16 9 76 5 16 7 2 43 6 6 23 31 21 0 21 39 46 24 8 12 6 20 7 5 11 17 44 3 10 43 5 2 2 17 17 6 4 17 35 5 1 12 0 0 8 1 5 17 12 5 39 6 9 17 1 4 11 2 5 0 4 7 20 2 8 7 8 2 4 0 9 10 14 48 11 12 3 20 0 3 3 8 1 5 1 8 11 2 0 4 2 0 10 4 10 1 0 0 1 8 1 0 0 0 1 9 2 3 0 2 1 1 1 3 0 1 1 1 0 0 5 0 0 0 0 1 5 1 0 0 1 0 0 0 0 2 1 0 0 0 1 0 0 0 1 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................GTCTGTTTCGGATCATCTCCGA................................................................... 22 0 1 7615.00 7615 893 866 1042 780 148 19 8 90 19 555 325 445 398 10 11 37 4 1 4 5 3 127 13 6 11 24 19 20 22 60 80 3 3 54 6 39 122 13 92 23 7 1 4 1 2 3 64 79 1 5 37 3 101 5 1 5 11 2 5 6 30 3 17 5 3 9 2 1 5 4 9 19 0 1 37 6 5 2 12 2 27 4 9 6 3 2 2 3 3 17 7 10 1 0 4 19 50 2 79 2 19 2 12 1 8 6 17 0 4 15 0 1 6 9 5 0 9 1 0 5 1 2 0 16 7 1 10 20 6 0 1 0 7 4 0 5 6 1 11 0 2 1 1 7 12 7 0 3 4 5 5 1 3 1 0 1 18 0 1 0 2 0 11 0 5 0 0 10 0 4 1 1 10 0 5 0 1 11 0 0 3 6 0 1 0 1 0 0 9 1 0 7 0 5 0 2 0 1 0 6 0 0 4 0 2 0 0 1 1 1 3 0 4 4 0 0 4 0 1 0 2 3 0 1 0 0 0 0 0 2 0 0 0 2 0 0 0 0 1 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 3 4 0 0 0 0 0 0 8 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................CCTGTTTCGGATCATCTCCGAT.................................................................. 22 1 1 6577.00 6577 453 100 143 116 275 177 151 257 7 25 35 31 51 297 119 78 108 143 67 98 110 86 112 73 73 32 64 53 63 74 92 73 76 64 57 35 9 9 11 17 40 62 43 48 41 13 33 9 43 55 10 21 4 51 27 41 32 28 20 34 37 148 28 29 38 17 20 26 29 6 18 19 1 29 16 47 12 8 20 16 18 8 23 10 18 22 21 15 10 8 26 16 4 4 12 17 12 3 65 5 13 20 400 19 18 5 8 22 18 19 30 15 4 5 11 15 3 11 26 5 2 0 6 6 1 2 4 9 4 5 4 8 10 6 9 10 6 7 13 4 6 4 8 6 5 7 7 8 3 8 6 7 4 1 0 4 5 0 8 6 2 3 4 4 0 0 9 8 8 5 7 2 1 5 2 0 0 16 0 2 0 5 2 23 1 5 0 6 1 2 0 1 3 3 3 4 0 2 0 1 0 0 5 0 2 0 0 2 1 1 2 3 11 1 0 1 2 2 4 1 0 17 1 1 0 0 5 0 0 5 0 1 1 0 0 4 4 3 6 0 7 2 0 1 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TCTGTTTCGGATCATCTCCG.................................................................... 20 0 1 5414.00 5414 537 298 48 293 809 67 10 663 0 103 97 95 127 31 17 42 42 32 19 17 31 291 21 26 18 0 29 10 27 213 4 19 18 4 7 8 8 0 8 1 8 21 9 13 13 9 114 6 15 2 0 9 13 8 0 12 17 13 10 7 6 3 0 11 6 3 6 4 4 9 8 82 0 4 21 3 4 3 2 5 29 5 68 4 2 5 4 33 4 53 34 21 2 5 2 8 0 3 19 1 26 22 54 2 9 0 0 0 28 35 0 2 2 0 5 3 3 2 2 1 2 0 0 6 1 0 1 8 4 3 1 2 33 4 0 0 5 2 4 1 3 7 3 1 1 24 0 3 13 1 2 0 3 0 0 6 29 0 5 4 0 1 0 0 12 0 0 0 0 13 25 0 3 0 17 0 1 4 0 0 9 15 10 0 0 1 0 1 1 0 0 1 0 6 0 1 0 0 0 1 0 0 1 0 0 0 0 2 1 0 1 0 0 0 0 0 1 1 0 0 0 1 0 0 4 0 2 1 0 0 0 2 1 0 0 0 0 0 0 1 0 0 0 1 0 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 10 0 0 0 0 0 0 0 0

...................................................................GATTGGAGAATATCCGATACAG............................................................................................................ 22 0 1 4941.00 4941 3 0 6 0 400 43 37 265 45 3 0 0 0 113 45 51 43 17 11 13 34 109 27 16 113 47 39 70 51 49 248 7 16 294 21 207 2 110 4 10 7 8 10 47 19 31 31 0 15 12 217 7 2 24 27 9 26 32 15 24 196 24 41 24 9 13 17 12 5 46 62 9 2 6 2 3 20 30 10 11 11 25 7 38 41 16 5 16 2 9 11 6 30 29 6 3 30 1 10 8 4 9 8 3 8 32 25 1 8 6 9 19 4 20 3 4 11 5 9 17 4 0 49 2 2 45 48 7 10 12 48 5 7 12 0 34 6 0 5 19 3 0 16 28 43 2 5 15 14 5 0 0 4 15 0 2 2 0 0 2 5 1 23 6 3 0 14 3 13 1 0 5 2 11 2 2 13 3 1 1 1 3 0 8 6 3 0 0 0 3 1 11 0 0 4 4 2 1 5 0 10 8 0 0 3 0 0 8 10 6 6 9 3 1 0 0 1 4 7 3 0 1 5 1 0 0 0 2 5 1 1 2 0 0 2 5 0 11 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 2 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................TTGGAGAATATCCGATACA............................................................................................................. 19 0 1 3990.00 3990 0 0 1 0 39 26 19 14 436 1 0 0 0 172 14 37 54 19 3 4 21 14 13 7 46 0 49 14 56 3 170 13 31 151 6 137 2 37 3 1 3 5 16 15 15 33 4 0 12 4 228 6 4 29 21 13 21 42 13 17 91 17 11 15 11 24 37 8 1 59 36 0 5 7 2 3 2 16 89 15 15 12 0 56 29 165 2 1 1 1 2 0 33 0 2 0 8 0 0 6 1 3 14 6 26 28 24 0 0 0 4 16 3 12 8 1 3 5 2 3 0 16 38 2 6 1 14 0 4 13 27 7 0 15 3 37 3 10 3 16 4 0 1 19 23 0 3 6 1 6 0 14 1 43 13 0 0 0 1 0 3 13 25 2 0 3 34 5 9 0 0 4 0 3 0 1 3 2 8 3 1 0 0 2 49 6 0 2 0 3 7 34 0 0 5 29 31 2 42 0 60 0 3 4 23 1 0 4 1 2 18 24 0 0 4 0 0 5 0 2 3 0 0 1 0 0 0 11 4 0 2 0 0 3 5 0 0 2 0 1 0 0 6 0 5 0 0 0 2 0 0 0 0 1 0 0 0 24 8 0 0 0 13 0 0 3 2 0 3 1 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TCTGTTTCGGATCATCTCCGATC................................................................. 23 0 1 3942.00 3942 405 235 3 222 0 144 167 0 19 27 79 82 88 41 101 109 112 92 85 88 87 0 80 78 31 6 59 49 46 0 12 45 64 23 50 15 35 1 45 3 24 40 40 37 24 21 0 46 17 29 8 28 37 16 24 27 30 32 32 18 6 11 33 9 20 10 3 14 24 6 14 0 0 16 3 15 0 10 16 8 7 9 0 18 1 3 9 0 9 0 0 0 7 0 8 4 17 6 0 6 0 0 0 15 0 2 2 0 0 0 15 1 10 4 20 8 6 2 9 2 3 0 2 1 9 0 7 4 5 0 0 1 0 7 4 5 8 3 8 4 9 0 1 2 4 0 7 2 0 7 1 8 9 0 0 0 0 0 0 0 6 1 0 5 0 0 0 2 0 0 0 2 4 0 0 0 4 0 0 2 0 0 0 1 0 3 0 0 0 2 0 0 0 0 0 1 0 3 0 0 0 0 0 0 1 0 0 3 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................TGTCTGTTTCGGATCATCTCCGAT.................................................................. 24 0 1 3842.00 3842 376 301 242 252 72 16 34 64 15 82 133 139 175 32 14 29 6 8 6 10 9 15 12 9 27 38 35 33 29 14 50 1 6 67 6 78 15 80 19 48 3 5 9 2 4 5 11 17 4 4 143 9 22 14 17 2 18 13 8 10 72 12 15 7 3 5 4 9 6 22 52 5 0 2 6 9 41 14 14 5 5 29 6 14 28 12 3 0 1 4 3 0 17 19 2 4 5 3 3 7 0 0 1 2 5 11 19 2 0 0 16 8 5 5 1 4 8 1 3 19 4 0 39 2 6 1 6 2 2 1 16 0 2 9 1 5 5 2 1 6 2 0 7 13 13 1 12 4 0 3 2 0 0 1 0 1 1 1 1 3 4 2 9 6 1 0 4 0 6 2 0 1 3 1 0 0 4 0 0 4 1 0 0 9 7 1 0 0 6 0 1 0 4 0 4 2 1 0 4 2 20 9 0 0 1 0 0 1 0 7 1 2 3 4 0 0 1 0 4 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 1 0 0 0 0 5 1 0 0 0 2 1 0 0 2 2 0 0 1 0 0 3 0 2 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................GCTGTTTCGGATCATCTCCGAT.................................................................. 22 1 1 3780.00 3780 432 37 46 50 31 36 26 87 0 26 58 25 53 244 37 26 26 48 29 47 18 12 28 12 76 7 16 8 14 6 28 15 11 16 23 10 6 21 7 8 20 5 8 9 76 14 2 2 35 12 4 20 5 62 9 8 4 9 8 57 12 32 2 34 10 99 120 50 7 16 20 3 1 3 5 23 9 8 2 20 8 11 0 0 5 24 15 3 12 2 7 12 26 30 6 5 10 40 13 12 11 1 227 2 12 9 74 45 2 7 20 22 2 76 7 5 2 5 31 23 4 1 0 22 2 0 8 36 5 6 9 5 1 4 5 6 0 3 3 7 1 1 5 4 5 0 6 17 0 0 2 4 2 2 0 0 1 0 0 1 0 4 4 3 0 0 4 24 5 8 1 4 2 11 0 0 2 3 0 2 0 0 4 10 0 1 0 13 10 3 1 1 3 0 15 0 0 4 1 0 1 0 3 0 0 0 0 0 3 3 0 1 9 1 0 2 0 4 1 6 0 3 0 9 3 0 0 1 1 3 0 0 0 0 4 1 5 0 1 0 3 0 6 0 1 0 0 0 0 0 0 0 0 3 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................GACTAGCCGAAAGCTTACGTG........................................................................................ 21 0 1 3579.00 3579 49 28 30 13 9 32 58 10 27 13 7 20 11 35 26 25 48 1 27 36 6 16 9 6 171 12 17 43 21 5 12 17 4 8 34 5 10 127 7 4 27 3 2 16 33 23 16 6 14 18 11 13 3 55 7 2 9 5 13 14 5 35 9 30 2 28 67 41 5 13 16 6 1 5 3 18 11 85 8 9 2 87 1 14 28 10 9 3 7 1 1 1 35 2 6 2 0 17 0 11 2 1 6 7 4 97 145 23 0 0 11 4 12 140 7 31 27 0 17 161 5 1 2 1 10 7 0 2 25 5 9 5 1 5 1 32 2 0 3 11 5 0 31 4 0 0 45 14 0 2 0 1 0 10 0 0 0 5 2 0 4 23 0 14 0 0 22 15 0 1 0 10 0 16 0 56 20 0 1 4 1 0 0 33 35 0 0 1 10 1 20 4 18 0 11 3 15 6 12 0 2 10 0 2 5 0 0 2 14 15 8 1 0 17 1 4 0 2 7 7 22 0 11 5 0 0 0 3 2 0 1 0 0 19 3 0 0 3 0 1 0 0 0 0 1 0 24 0 42 1 0 0 0 3 2 0 0 0 2 12 1 0 0 0 0 3 0 6 0 2 0 0 0 0 0 2 5 0 4 0 7 0 0 2 0 20 9 3 0 0 0 1 0 0 0 0 0 0

.............................................................................................................TCTGTTTCGGATCATCTCC..................................................................... 19 0 1 3576.00 3576 1 1 1 1 7 5 21 4 54 7 1 3 0 6 28 13 2 1 2 0 2 1 3 0 5 1 7 3 7 5 1561 1 0 35 16 43 0 0 1 1 2 1 0 0 3 7 19 1 7 1 525 0 0 6 1 0 0 0 4 3 36 4 5 2 0 2 0 4 0 33 1 0 0 0 2 6 24 9 4 7 0 3 0 3 7 255 1 0 2 2 0 0 13 36 6 1 34 0 0 2 0 2 10 0 71 15 2 0 0 0 10 5 2 0 1 6 4 5 3 0 0 0 5 1 6 0 344 1 0 0 2 1 1 1 0 0 0 1 3 5 0 0 0 17 7 0 0 1 0 0 0 0 0 3 0 0 0 0 1 1 18 0 10 2 0 0 0 0 1 0 0 7 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 5 0 0 0 1 0 0 4 2 1 0 0 0 37 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 9 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................GGATTGGAGAATATCCGATAC.............................................................................................................. 21 0 1 3507.00 3507 18 0 26 1 222 12 4 117 819 14 0 1 0 11 10 20 10 7 3 4 14 86 8 5 10 41 9 33 17 70 36 8 6 56 2 43 29 20 27 43 1 1 4 5 7 7 89 20 0 0 57 1 22 5 8 2 8 5 9 3 16 5 23 4 4 6 5 2 3 9 13 9 87 7 30 0 0 12 3 0 18 6 13 6 21 3 2 23 2 15 13 5 13 25 0 15 24 0 8 2 6 4 20 0 0 8 0 2 5 3 3 0 2 3 3 0 2 0 0 3 1 83 23 29 2 17 7 10 1 0 45 1 14 4 0 5 0 0 22 11 2 6 3 17 9 7 0 2 4 2 11 0 7 7 62 3 4 7 0 0 1 6 2 2 0 12 2 0 1 4 4 0 3 0 6 6 5 3 32 0 11 7 4 3 0 0 3 1 4 2 7 1 0 2 0 62 5 1 1 10 6 0 5 16 0 66 0 2 2 1 0 2 4 0 14 7 4 0 0 0 8 3 0 0 1 0 0 0 0 0 0 0 0 6 1 21 1 0 1 0 0 3 0 3 0 0 0 0 5 1 4 1 0 0 0 0 0 1 0 0 2 2 1 1 2 0 27 1 2 0 0 0 0 2 3 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0

.................................................................AGGATTGGAGAATATCCGATACA............................................................................................................. 23 1 1 3252.00 3252 104 6 123 1 533 21 14 359 28 56 4 5 0 5 10 26 6 5 11 9 16 64 14 6 23 79 13 27 17 37 46 6 6 40 8 29 96 8 53 79 5 7 4 8 4 6 67 34 8 4 57 1 69 9 25 2 16 25 9 19 19 9 9 0 3 10 8 4 2 18 11 49 7 1 19 1 6 10 7 2 34 6 21 4 15 13 1 10 2 18 10 20 7 0 1 12 7 0 20 1 4 0 25 3 11 13 1 0 9 12 0 2 1 8 2 5 3 1 2 7 1 1 16 17 4 4 5 34 1 1 4 1 4 12 1 11 1 1 16 6 3 0 2 8 6 7 9 4 0 1 6 0 0 5 0 0 4 5 3 0 2 1 2 0 7 0 3 0 1 2 2 2 8 9 3 1 4 9 1 0 8 3 1 0 1 2 0 2 0 1 0 6 0 3 2 1 0 0 1 1 0 8 0 0 5 1 15 2 4 6 1 5 2 0 0 0 2 0 0 0 0 1 0 1 0 6 2 0 0 3 0 0 0 0 0 3 0 0 0 0 1 0 0 0 2 0 0 0 0 1 1 0 0 0 0 0 1 0 0 2 2 0 1 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................GGATTGGAGAATATCCGATA............................................................................................................... 20 0 1 2747.00 2747 31 2 51 1 124 16 7 75 528 29 3 1 2 6 32 19 2 2 4 1 6 34 6 5 20 141 4 16 9 22 81 2 4 53 5 105 89 4 70 107 2 0 5 0 5 7 32 69 4 4 70 3 87 6 18 3 6 7 2 3 31 4 10 2 2 2 5 2 0 16 5 6 18 2 6 3 3 8 5 1 3 11 4 2 3 12 0 3 3 10 7 0 0 7 1 3 0 3 8 5 4 0 15 0 12 6 4 0 6 0 0 1 2 9 3 2 4 0 2 5 1 35 29 1 1 9 14 0 1 0 11 0 1 5 0 1 0 0 12 5 1 0 4 15 12 15 3 2 5 2 0 0 0 4 24 0 1 9 0 0 1 5 3 3 0 8 0 2 1 6 0 2 0 2 2 2 5 2 14 0 5 1 0 3 0 1 0 1 0 0 3 0 0 0 1 2 7 0 3 0 5 17 1 5 0 4 0 2 1 0 0 0 2 0 5 16 0 0 1 0 7 1 2 0 1 0 0 0 0 0 0 0 1 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 1 0 0 0 1 3 0 0 5 1 1 2 0 2 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TCTGTTTCGGATCATCTC...................................................................... 18 0 1 2746.00 2746 1 0 1 0 32 31 51 19 2 3 1 0 1 9 52 46 29 10 1 1 14 12 13 16 7 1 35 4 22 25 55 12 8 11 4 33 12 1 26 28 45 9 9 7 63 83 36 19 28 1 19 46 19 29 0 5 17 5 14 59 1 9 9 1 2 44 34 14 6 15 6 1 0 4 0 4 11 52 4 16 1 50 1 4 13 612 8 0 20 1 0 1 6 18 11 3 20 13 0 14 0 9 11 2 4 4 1 18 2 0 18 24 9 0 11 10 15 5 5 1 5 0 7 1 4 0 22 0 12 0 10 1 0 3 2 1 0 11 0 8 0 0 0 7 3 0 14 3 0 3 0 0 9 7 0 1 1 0 2 0 22 7 1 6 1 0 2 0 3 0 0 15 5 4 1 0 4 1 0 3 0 1 0 0 1 1 0 6 10 2 5 0 5 0 0 1 1 4 1 0 30 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 138 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................ATTGGAGAATATCCGATACA............................................................................................................. 20 0 1 2690.00 2690 0 0 0 0 333 13 6 236 103 0 0 0 0 65 10 29 21 40 3 6 22 70 17 11 12 8 48 53 43 31 60 10 11 38 7 19 20 11 17 4 3 1 9 19 8 9 11 12 4 2 69 2 15 10 50 3 12 34 8 6 14 0 25 4 3 7 9 5 4 25 18 14 3 0 7 1 9 6 21 2 74 5 10 26 7 22 2 44 3 12 21 7 28 16 2 2 10 1 12 3 3 1 9 6 26 10 3 0 9 4 24 3 3 6 3 1 1 1 2 0 0 7 26 2 5 1 6 1 2 6 21 0 1 3 4 6 2 0 12 6 0 0 3 9 6 1 2 0 17 3 1 6 1 18 0 0 2 0 0 0 4 6 2 0 9 0 3 4 3 0 8 1 4 0 5 0 0 2 1 0 8 7 0 0 2 0 0 0 0 4 4 3 0 1 0 5 3 1 5 0 3 21 0 0 5 0 0 0 1 2 1 5 1 2 0 0 1 2 0 0 1 1 0 1 2 0 1 1 0 1 77 3 0 1 4 0 0 2 1 1 1 0 1 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................AAACTGTTTCGGATCATCTCCGAT.................................................................. 24 3 1 2190.00 2190 775 287 112 277 0 0 0 0 0 134 60 233 167 0 3 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 9 0 0 4 2 5 0 3 1 0 0 0 0 0 0 0 0 0 3 5 0 1 0 3 0 0 0 0 0 9 7 1 0 0 0 4 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 4 4 9 0 0 0 0 0 0 0 0 22 0 0 0 0 0 0 0 0 8 0 0 1 0 0 0 0 0 1 2 0 0 0 0 2 0 2 0 1 0 0 0 0 0 0 0 0 3 0 0 0 5 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 3 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................CGATTGGAGAATATCCGATACA............................................................................................................. 22 1 1 2113.00 2113 9 1 15 0 16 14 1 33 940 12 0 0 0 23 2 5 12 11 9 3 9 3 13 0 19 5 7 14 4 2 78 4 3 42 6 40 4 129 5 3 2 5 9 6 8 9 11 8 2 22 20 9 8 9 7 7 1 2 2 7 23 43 1 2 2 12 8 4 5 2 4 1 3 1 15 2 0 9 1 0 2 5 2 4 9 14 0 6 0 0 0 0 2 2 0 6 8 0 3 1 0 0 6 0 13 7 3 5 0 0 0 2 4 5 2 6 0 0 6 8 0 4 8 2 0 4 6 0 1 2 16 0 0 1 2 8 4 0 1 3 3 3 0 9 5 0 8 3 2 1 1 0 3 5 0 1 0 3 0 0 1 8 4 3 0 0 2 2 2 0 0 0 0 2 0 0 10 0 1 0 0 0 0 5 0 1 0 1 0 1 3 2 1 0 0 4 0 0 1 2 1 0 1 3 1 1 0 0 1 0 1 0 2 1 0 0 0 0 0 0 3 3 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 4 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................AGATTGGAGAATATCCGATACA............................................................................................................. 22 1 1 1866.00 1866 25 2 16 0 80 10 2 76 198 10 0 0 0 11 2 5 8 5 19 3 10 29 6 2 21 36 9 18 11 19 32 0 3 38 14 28 27 245 21 22 1 2 1 10 7 7 26 12 2 4 38 3 23 5 13 2 7 4 4 6 14 18 7 0 1 9 8 3 0 3 6 9 17 0 11 0 4 8 3 3 5 4 3 4 4 5 1 9 3 15 6 2 1 0 1 8 0 0 10 0 3 1 5 0 3 6 1 0 0 2 0 1 3 3 3 0 2 0 6 7 2 40 3 7 2 7 4 12 1 0 11 0 2 4 2 3 1 0 18 2 1 0 1 8 9 2 5 2 4 0 3 2 13 1 0 0 1 2 1 0 0 2 0 0 2 0 9 1 3 1 0 1 2 1 0 21 2 1 11 0 0 0 1 5 1 0 0 0 3 2 1 2 0 0 1 0 2 0 3 3 2 0 1 26 5 3 0 0 2 0 0 1 18 1 0 0 5 1 1 2 4 14 0 0 0 0 1 0 0 5 0 5 0 0 1 0 0 2 7 1 0 0 0 0 3 0 0 0 0 0 0 1 0 0 1 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................CTAGGATTGGAGAATATCCGATACA............................................................................................................. 25 3 1 1186.00 1186 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 817 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 369 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................AATGTTTCGGATCATCTCCGAT.................................................................. 22 2 1 1087.00 1087 475 64 37 39 1 1 0 11 0 30 32 52 48 3 3 0 0 1 10 16 0 1 0 1 5 1 0 1 0 0 9 1 2 10 9 4 2 2 0 0 1 0 0 0 4 1 0 3 3 6 0 4 0 8 0 0 0 0 1 7 2 5 0 0 1 10 10 0 0 0 0 0 0 0 0 5 0 1 1 1 1 1 0 0 0 0 0 1 0 3 3 25 0 0 0 0 0 2 0 1 19 0 0 0 0 0 0 1 0 35 0 0 0 4 1 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 0 0 1 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 4 0 0 2 6 0 0 0 0 0 0 0 6 2 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................GATTGGAGAATATCCGATA............................................................................................................... 19 0 1 991.00 991 0 0 2 0 240 4 1 85 0 3 0 0 0 3 2 5 0 0 0 0 0 24 0 1 7 3 2 0 4 15 9 0 0 12 2 26 78 7 69 1 0 0 2 0 2 0 25 45 0 0 25 0 77 1 0 0 0 1 0 1 7 0 1 1 0 0 0 0 0 0 1 9 0 0 0 0 2 0 2 0 0 0 4 0 5 4 1 0 0 30 4 0 10 0 1 0 10 0 0 0 1 0 6 0 6 4 1 0 2 0 0 2 1 2 0 0 0 0 0 0 0 0 11 0 0 0 2 0 0 0 4 0 0 1 0 4 0 0 0 3 0 0 0 5 1 23 0 0 0 0 0 0 0 7 0 0 2 0 0 0 0 0 1 0 1 0 0 0 0 6 0 0 0 0 2 0 0 0 0 0 6 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................CTCTGTTTCGGATCATCTCCGAT.................................................................. 23 1 1 935.00 935 90 65 39 42 24 20 13 18 0 25 27 34 19 14 9 10 13 9 12 26 0 6 5 16 6 4 8 1 5 1 10 7 13 13 10 3 8 0 13 1 5 1 7 0 7 3 4 7 0 8 1 7 3 6 0 6 4 4 4 1 9 6 2 0 4 3 2 5 1 6 0 6 0 2 5 12 8 5 3 1 0 6 2 0 3 0 3 0 3 0 1 0 7 0 0 1 0 1 4 0 4 0 5 8 6 2 0 10 2 0 4 0 2 0 1 1 2 0 0 0 0 0 1 0 1 0 1 1 3 0 0 2 0 2 0 0 0 2 2 0 2 8 0 0 0 1 1 0 0 4 1 0 1 0 0 0 0 0 0 1 0 5 0 1 0 0 2 0 1 0 1 0 1 0 0 0 1 2 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 2 0 1 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................ATGTTTCGGATCATCTCCGAT.................................................................. 21 1 1 880.00 880 35 10 5 4 93 6 1 47 0 5 2 6 6 29 0 10 5 7 60 92 7 11 6 2 3 0 6 0 13 19 0 4 13 1 46 0 8 1 8 1 4 2 1 1 4 0 7 6 5 6 0 9 2 1 0 3 4 2 9 3 0 3 0 1 3 1 4 3 0 0 2 3 0 0 2 14 1 1 0 7 1 2 2 0 1 2 1 3 0 7 0 25 2 0 0 1 1 2 1 0 13 4 2 3 0 0 1 1 0 35 1 0 0 0 0 0 0 0 1 0 2 1 1 1 0 0 0 0 1 0 2 0 1 0 0 0 0 1 2 0 2 4 1 0 0 0 2 1 0 0 1 0 1 0 0 0 1 0 2 3 0 0 0 0 2 0 2 2 0 0 0 2 0 0 6 0 0 0 0 0 0 2 8 0 0 1 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 2 0 0 0 1 0 0 0 3 0 0 0 0 0 1 2 1 1 0 6 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 2 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................TGTCTGTTTCGGATCATCTCCGA................................................................... 23 0 1 842.00 842 33 35 60 30 44 12 2 48 1 49 9 18 22 2 0 15 4 4 0 0 1 13 8 0 2 19 12 19 7 6 14 0 1 28 0 20 8 0 7 13 1 0 0 2 0 2 9 7 1 1 13 0 8 0 5 1 2 3 1 3 9 1 8 2 0 0 0 1 0 0 6 1 0 0 2 0 2 0 6 0 4 2 3 3 0 5 0 7 1 3 4 6 0 0 2 5 12 0 11 0 0 0 1 0 0 3 3 4 0 1 0 0 2 4 0 1 2 0 0 2 0 0 3 4 1 0 4 6 1 0 0 0 0 1 0 0 2 1 3 0 0 0 1 1 3 1 0 0 0 2 1 2 0 0 0 0 1 0 0 0 0 0 2 4 4 0 0 1 0 2 0 0 2 0 1 0 2 1 0 0 2 0 1 1 4 0 0 0 0 1 0 1 0 0 0 1 0 1 1 1 0 0 0 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 1 1 0 2 0 0 0 1 1 0 0 0 0 0 1 2 0 0 0 1 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................AAATGTTTCGGATCATCTCCGAT.................................................................. 23 3 1 719.00 719 426 42 19 18 0 0 0 0 0 27 15 38 30 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 1 7 0 0 4 0 3 0 4 0 0 0 0 0 0 1 0 0 1 0 2 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 8 0 0 0 0 0 0 0 1 7 0 0 0 0 0 1 0 0 23 0 0 0 2 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 3 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 4 0 0 1 4 0 0 0 0 0 0 0 5 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................TTGTTTCGGATCATCTCCGAT.................................................................. 21 1 1 711.00 711 4 0 10 2 38 5 5 30 0 5 1 1 1 5 1 7 3 5 44 97 4 23 9 12 1 2 23 0 30 24 0 6 4 2 26 1 7 0 6 1 3 1 2 2 1 1 3 8 0 4 0 3 6 1 0 1 6 6 11 1 0 2 1 1 3 0 1 3 0 6 1 3 0 1 5 27 3 1 1 1 4 0 3 0 0 1 1 1 3 0 2 2 0 5 2 7 4 2 5 3 3 1 2 2 15 0 0 0 2 3 0 0 1 0 3 0 0 0 1 0 0 0 3 1 1 0 0 0 0 0 0 1 4 0 1 0 0 2 3 0 2 0 1 0 0 0 0 0 0 0 2 0 2 0 0 0 0 0 4 5 2 0 1 0 2 0 0 0 0 0 0 0 2 0 1 0 0 2 0 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 5 0 0 0 2 0 0 0 0 1 0 0 1 0 2 0 0 1 0 4 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................TTTCGGATCATCTCCGAT.................................................................. 18 0 1 663.00 663 0 0 0 0 169 0 0 63 0 0 0 0 0 1 0 1 1 0 1 0 0 2 0 0 0 1 0 0 0 6 0 1 0 0 0 0 74 0 59 1 0 1 0 0 0 0 4 75 0 0 0 0 32 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 0 0 0 0 0 0 0 0 2 0 5 0 0 0 0 28 0 26 5 5 0 6 1 2 0 0 7 0 2 0 0 0 0 0 0 0 13 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 10 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 0 0 2 1 1 0 0 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................AGTCTGTTTCGGATCATCTCCGAT.................................................................. 24 1 1 612.00 612 111 76 33 56 8 5 2 6 0 15 22 56 51 0 1 1 0 0 0 0 1 7 0 0 1 7 7 1 0 1 9 1 0 5 1 6 10 7 4 9 0 0 0 0 0 0 1 2 0 0 5 0 2 3 2 0 1 1 0 0 3 0 4 0 0 1 1 0 2 0 0 1 0 0 2 0 0 0 3 1 2 0 0 0 0 2 0 0 1 0 0 1 0 0 0 2 0 0 8 0 0 0 0 0 2 0 1 0 1 0 4 1 0 0 0 0 0 0 0 1 0 0 0 1 0 0 3 4 1 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 2 0 0 1 1 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TGGAGAATATCCGATACA............................................................................................................. 18 0 1 546.00 546 0 0 0 0 6 3 1 5 29 0 0 0 0 23 0 1 12 0 0 0 5 2 0 0 0 1 0 0 2 5 3 1 1 0 0 1 1 7 0 0 1 1 1 0 2 4 3 1 3 0 11 0 1 1 0 0 0 3 1 0 0 0 0 0 1 5 4 1 0 8 0 0 0 0 0 0 6 4 1 4 3 3 0 0 7 125 1 3 0 0 0 0 0 0 0 1 4 0 0 0 0 1 3 1 0 0 2 0 0 0 0 3 2 0 0 1 0 2 0 0 0 0 0 5 0 1 0 0 0 15 6 18 0 0 0 15 0 4 2 5 0 0 0 0 0 1 0 1 1 0 2 0 0 27 0 0 0 0 0 0 2 0 0 0 3 1 1 3 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 3 0 1 1 6 0 0 0 5 0 1 2 0 3 9 0 0 6 0 0 0 2 0 5 5 0 1 0 0 0 2 0 0 1 0 0 1 0 0 0 0 1 0 0 0 0 1 1 0 0 0 0 0 0 0 13 0 1 0 0 0 4 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 3 0 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................CTACTGTTTCGGATCATCTCCGAT.................................................................. 24 3 1 530.00 530 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 304 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 225 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................GGATTGGAGAATATCCGA................................................................................................................. 18 0 1 526.00 526 0 0 1 0 120 0 0 59 11 1 0 0 0 0 4 0 1 0 0 0 0 26 0 0 0 4 0 0 0 14 2 0 0 0 0 0 25 0 35 2 1 0 0 0 0 0 21 22 0 0 0 0 21 0 0 0 1 0 0 2 0 0 0 1 0 4 5 1 0 0 0 15 1 0 0 0 0 1 0 0 1 3 22 0 0 2 0 6 2 1 0 2 0 0 0 0 0 0 0 0 2 0 8 0 0 0 0 0 1 3 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 1 0 0 0 1 1 0 6 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 1 0 0 8 0 0 0 1 0 0 0 13 0 0 0 0 3 5 1 0 0 7 0 0 0 0 0 1 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 1 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................AAGGATTGGAGAATATCCGATACA............................................................................................................. 24 2 1 509.00 509 29 1 19 0 56 3 7 44 1 9 0 2 0 1 14 3 2 2 1 3 5 2 0 1 8 12 1 3 1 4 17 0 0 15 2 7 1 0 1 12 0 2 0 2 6 0 3 2 3 1 9 2 1 8 4 0 2 2 2 9 5 1 0 0 2 12 7 4 0 0 1 0 0 0 1 0 0 8 1 2 2 4 2 0 7 2 1 1 1 2 1 4 0 0 1 1 0 0 1 0 2 0 0 2 0 3 1 5 0 3 0 0 1 2 0 0 0 0 0 1 0 0 2 2 2 1 3 7 1 0 0 0 0 1 0 0 0 0 1 1 1 11 0 1 2 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 4 1 0 2 1 1 0 0 0 0 0 1 0 0 0 1 0 1 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................GGATTGGAGAATATCCGAT................................................................................................................ 19 0 1 462.00 462 1 0 9 1 81 3 3 21 29 7 0 0 0 2 14 0 0 0 0 1 0 14 0 1 0 11 0 0 1 4 6 0 0 1 5 14 10 2 9 20 1 0 0 0 4 0 16 11 0 0 2 2 7 1 0 0 1 0 1 1 3 0 0 4 0 4 6 1 0 1 0 2 5 0 0 1 0 1 0 1 1 3 1 0 0 3 3 4 2 3 0 1 0 0 0 1 14 0 0 1 0 0 7 0 2 0 0 2 1 0 0 0 1 1 0 0 1 0 1 1 0 1 6 0 1 0 1 0 1 0 2 0 3 0 0 1 0 0 1 1 1 0 0 2 0 2 6 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 1 1 1 0 0 0 0 4 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 2 0 0 0 0 0 1 0 2 0 1 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................TTGGAGAATATCCGATACAG............................................................................................................ 20 0 1 430.00 430 0 0 0 0 3 1 1 0 117 0 0 0 0 9 0 0 2 4 1 0 3 0 2 2 1 0 2 36 1 1 5 2 8 6 0 5 0 3 0 0 0 3 0 3 0 2 0 0 0 0 10 0 0 0 16 1 1 7 0 0 5 1 6 7 1 0 2 0 0 3 1 1 0 0 0 0 0 2 4 0 0 1 0 28 2 3 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 5 0 10 1 0 0 0 10 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 3 0 0 0 11 0 0 1 0 0 0 1 0 1 0 0 3 1 0 0 3 0 0 3 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 3 0 0 0 0 1 5 3 0 0 1 1 2 0 5 0 1 0 0 0 3 0 0 1 0 2 1 4 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................GATTGGAGAATATCCGATAC.............................................................................................................. 20 0 1 392.00 392 0 0 2 0 83 1 0 51 1 2 0 0 0 1 3 1 1 0 0 0 0 30 0 0 1 0 0 1 1 16 0 0 1 1 0 0 4 0 7 1 0 0 0 0 0 0 15 0 0 0 0 0 1 0 0 0 0 2 0 1 2 3 0 0 0 1 0 0 0 3 0 18 0 0 0 0 0 0 0 0 4 1 6 1 0 0 0 17 0 12 7 0 2 0 0 0 0 0 9 0 6 1 4 0 0 0 0 0 4 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 1 2 0 8 0 0 0 6 0 0 0 0 0 0 0 5 0 0 2 0 0 0 0 0 0 0 4 0 0 0 0 1 5 0 0 0 1 0 0 0 0 0 6 1 3 0 0 0 0 0 0 0 2 0 0 1 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................TGATTGGAGAATATCCGATACAG............................................................................................................ 23 1 1 361.00 361 0 0 0 0 10 1 0 9 147 0 0 0 0 1 3 0 0 3 0 0 2 1 4 0 0 2 0 3 0 0 0 2 13 2 0 3 2 63 0 0 0 1 0 0 0 0 2 0 0 0 12 0 2 0 2 3 1 2 0 0 0 0 4 1 0 0 4 0 0 1 1 0 0 0 0 1 0 1 0 0 0 0 1 8 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 3 1 2 1 0 0 0 0 6 0 0 0 1 0 0 0 1 1 0 0 1 0 0 0 0 0 0 0 6 0 0 0 1 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................CGGATTGGAGAATATCCGATACA............................................................................................................. 23 1 1 355.00 355 1 0 2 0 12 5 2 11 13 0 0 0 0 2 1 2 8 3 5 3 2 3 8 5 8 2 2 5 1 1 16 2 3 21 1 8 1 2 4 1 1 0 2 0 0 2 4 0 0 3 3 1 4 2 4 1 4 3 1 3 4 12 1 0 1 5 0 2 1 2 0 0 5 4 1 3 0 0 2 0 1 2 1 1 2 2 0 0 0 1 0 1 2 0 0 1 0 1 2 1 0 0 3 0 5 3 1 0 0 0 0 0 2 3 2 3 0 0 1 0 0 0 1 1 0 0 1 0 0 0 1 0 2 3 0 2 0 1 2 0 9 0 0 1 0 1 0 1 0 1 3 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 2 1 0 4 0 2 1 0 1 1 0 0 0 0 2 0 2 0 0 1 0 0 0 0 0 1 0 0 0 2 0 0 0 0 1 3 1 1 2 0 0 0 1 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TTGGATTGGAGAATATCCGATACA............................................................................................................. 24 1 1 338.00 338 0 0 4 0 27 2 1 18 21 3 0 0 0 4 1 2 0 0 0 0 4 0 8 0 4 4 2 1 3 6 0 1 0 1 0 3 1 1 2 2 0 0 1 2 0 3 0 4 0 0 8 1 4 0 8 0 2 1 0 4 0 0 3 0 0 3 1 3 1 6 3 8 0 1 1 0 0 1 2 0 24 0 1 3 7 0 0 0 0 1 0 0 18 6 0 2 0 0 1 0 0 0 0 0 0 1 2 0 0 2 3 0 1 0 0 0 1 1 0 1 0 1 2 6 0 1 0 11 0 1 2 0 0 2 0 1 0 0 2 2 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 2 1 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 1 2 1 4 9 2 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................TGTTTCGGATCATCTCCG.................................................................... 18 0 1 338.00 338 0 0 0 0 169 0 0 60 0 0 0 0 0 0 0 0 0 0 0 0 0 10 0 0 0 0 1 0 0 4 0 0 0 0 0 0 1 0 1 0 0 0 2 0 0 0 4 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 5 0 0 0 0 8 0 0 0 0 0 4 0 0 0 0 24 0 6 9 2 0 0 0 0 0 0 0 0 3 0 3 0 0 0 0 0 6 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 1 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................CTGTTTCGGATCATCTCCG.................................................................... 19 0 1 338.00 338 6 1 1 0 110 4 2 40 0 0 1 0 1 0 2 1 2 1 1 0 1 23 2 3 0 0 3 0 1 41 0 0 4 0 0 1 0 0 1 0 0 2 1 2 2 1 8 1 0 1 0 0 1 0 0 1 0 2 0 1 0 0 0 0 0 0 1 0 0 1 2 4 0 0 2 0 0 1 0 0 1 0 2 0 0 0 0 0 0 0 0 8 0 0 0 0 0 0 0 0 2 5 6 0 0 0 0 0 1 7 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 1 3 0 0 0 1 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................GATTGGAGAATATCCGATACAGA........................................................................................................... 23 0 1 312.00 312 0 0 1 0 17 2 5 6 0 0 0 0 0 4 2 3 1 3 2 0 3 5 1 1 9 16 2 2 3 1 14 1 2 18 1 14 0 0 2 5 2 1 0 2 4 0 1 0 0 0 28 1 1 3 3 0 4 0 1 3 10 3 1 1 1 0 0 3 0 1 6 0 0 1 0 0 0 0 1 0 0 1 0 3 10 5 2 0 0 0 0 2 3 0 1 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 1 1 0 0 1 0 3 2 0 0 7 0 1 0 1 0 0 0 1 0 0 1 0 2 0 0 0 0 1 0 0 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 1 3 0 0 0 1 1 1 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 8 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................ATGGATTGGAGAATATCCGATACA............................................................................................................. 24 1 1 281.00 281 6 0 16 0 39 1 1 23 4 11 1 0 0 1 0 0 0 1 0 1 0 1 1 0 3 4 0 1 0 0 1 0 2 2 2 3 0 3 1 4 0 0 1 0 1 0 7 3 0 0 1 0 1 2 1 0 0 0 1 5 1 1 1 0 0 6 2 3 0 0 0 0 1 0 3 1 0 3 0 2 3 2 3 0 0 0 0 3 2 10 0 6 2 0 0 0 0 0 1 0 7 0 2 0 0 0 1 0 3 10 0 0 1 2 0 1 0 0 0 3 0 0 0 2 0 0 0 3 1 0 0 0 0 0 0 0 0 0 0 0 2 2 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 1 1 0 0 0 1 0 2 0 0 1 0 0 1 0 2 1 0 0 0 0 0 0 0 0 0 8 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................CTGTTTCGGATCATCTCCGA................................................................... 20 0 1 277.00 277 5 3 2 5 16 3 8 1 0 11 4 2 2 2 3 3 5 1 3 6 3 3 0 1 5 1 2 0 5 2 2 2 3 0 4 0 6 0 4 0 1 4 1 2 3 0 0 7 1 4 0 1 3 2 0 3 3 0 0 3 0 1 0 4 1 5 1 2 0 0 1 1 0 0 10 1 6 0 0 0 6 1 1 0 0 2 0 0 0 0 0 0 0 0 0 3 0 0 15 0 1 0 1 0 0 0 0 0 0 2 0 0 0 2 2 2 0 0 1 0 2 1 0 3 1 0 0 0 0 0 2 0 0 0 0 0 0 0 7 0 0 0 1 1 0 0 0 0 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 1 1 0 0 0 0 0 0 0 2 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................ATCTGTTTCGGATCATCTCCGA................................................................... 22 1 1 267.00 267 86 48 7 43 0 0 0 0 0 11 9 25 21 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 3 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................CATCTGTTTCGGATCATCTCCGAT.................................................................. 24 2 1 259.00 259 61 47 20 39 2 0 0 0 0 9 11 20 22 0 0 0 0 0 1 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 1 1 0 2 0 0 0 0 0 0 0 0 0 0 1 0 1 1 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................AATCTGTTTCGGATCATCTCCGA................................................................... 23 2 1 251.00 251 101 45 4 48 0 0 0 1 0 7 2 30 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................GGTTTCGGATCATCTCCGAT.................................................................. 20 1 1 247.00 247 0 0 0 0 46 2 0 62 0 0 0 0 0 22 2 3 4 4 1 1 2 3 0 1 0 6 2 0 0 0 0 1 1 0 0 0 5 0 1 6 0 1 0 1 0 0 0 5 0 0 0 0 2 0 0 0 0 2 2 0 0 1 0 0 0 0 1 0 1 0 2 2 1 0 1 1 0 0 0 1 0 0 0 0 0 0 0 2 0 1 1 1 2 0 0 0 1 0 2 0 0 0 13 0 0 0 0 0 1 0 0 0 0 0 1 1 0 0 1 0 0 0 0 4 0 0 0 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................TATTGGAGAATATCCGATACA............................................................................................................. 21 1 1 247.00 247 0 0 0 0 10 2 0 10 5 0 0 0 0 7 0 0 0 1 0 0 0 6 4 1 1 0 3 0 2 0 4 1 0 1 0 1 6 0 4 0 0 1 3 0 3 5 12 3 0 5 0 0 4 5 0 1 0 3 0 0 0 2 2 0 0 3 1 1 0 3 0 3 0 0 0 0 1 2 0 0 2 0 2 0 0 4 1 2 0 0 0 0 0 5 0 1 0 0 0 0 0 0 6 0 1 1 0 0 0 3 0 0 0 0 2 3 0 0 0 0 0 0 39 0 0 0 1 0 0 1 0 0 0 0 0 1 0 2 1 2 2 3 0 0 1 0 1 1 1 0 0 0 1 4 0 0 1 0 0 0 3 0 0 0 0 0 1 1 0 0 2 0 0 0 0 0 0 0 1 0 0 2 0 1 1 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 1 2 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................ATTGGAGAATATCCGATACAG............................................................................................................ 21 0 1 245.00 245 0 0 0 0 32 1 2 29 23 0 0 0 0 3 0 3 1 6 0 2 5 9 1 2 1 0 2 6 3 1 4 3 3 4 1 6 2 6 1 1 0 0 2 0 1 0 1 1 0 0 18 0 1 0 1 1 1 2 1 0 2 0 3 1 0 1 0 1 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 1 4 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 2 2 0 0 0 0 0 1 3 0 0 0 0 0 1 0 1 0 0 0 0 1 1 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 1 1 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TGGATTGGAGAATATCCGATACAG............................................................................................................ 24 0 1 239.00 239 0 0 1 0 23 1 0 3 128 0 0 0 0 0 0 0 0 1 0 0 0 7 0 0 0 0 0 3 0 0 0 0 2 0 1 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 10 0 0 0 2 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 6 0 1 0 0 0 0 1 0 0 1 0 0 1 1 0 6 0 6 2 0 6 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 1 0 0 1 0 0 0 1 1 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:3250972-3251168 - dme-mir-

282-as
CTCC------TCCT---CT-CACG-ATCTC--------------C-AAAACTGTAATCG--ATTCCGTTTT--CGCTGATTGTTCGCCTTGGTACACCTAACCTCTTATAGGCTATGTCTGATCGG-CTTTCGAA--TGCACAGACAAAGCCTAGTAGAGGCTAGATTTAGAAGGAAACTA--------TAGTT--------AAA-------------------GAACGGTG------------------------------GGATTTG---ATAG--------------------TGGCAACTTTTCTT--T--------------------------------------------------------------C------GTTT---TA

droSim2 3l:3148620-3148817 - CTCC------ACCT---TT-CTCG-ATCTC--------------C-AAAACTGTAATCG--ATTCCGTTTT--CGCTGATTGTTCGCCTTGGTACACCTAACCTCTTATAGGCTATGTCTGATCGG-CTTTCGAA--TGCACAGACAAAGCCTAGTAGAGGCTAGATTTAAAAGGAAACTT--------TAGTT--------TAA-------------------GAACGGTG------------------------------AGATTTGG--ATAG--------------------TGGCAGCTTTTCTT--T--------------------------------------------------------------C------GTTT---TA
droSec2 scaffold_2:3244709-3244906 - CTCC------ACCT---TT-CTCG-ATCTC--------------C-AAAACTGTAATCG--ATTCCGTTTT--CGCTGATTGTTCACCTTGGTACACCTAACCTCTTATAGGCTATGTCTGATCGG-CTTTCGAA--TGCACAGACAAAGCCTAGTAGAGGCTAGATTTAAAAGGAAACTT--------TATTT--------TAA-------------------GAACGGTG------------------------------AGATTTGG--ATAG--------------------TGTCAGCTTTTCTT--T--------------------------------------------------------------C------GTTT---TA
droYak3 3L:3795893-3796086 - CCTC--C---TCCT---TT-CGCG-AGCCC--------------C-AAAACTGTAATCG--ATTCCGTTTT--CGCTGATTTTTCACCTTGGTACACCTAACCTCTTATAGGCTATGTCTGATCGG-CTTTCGTA--TGCACAGACAAAGCCTAGTAGAGGCTAGATTTATAAGGAAACTG---------------------ATA--------TAACGGATATAGAACGATT------------------------------G---------------------------------------CATTTCTT--T--------------------------------------------------------------CATTTCCTTTT---TA
droEre2 scaffold_4784:5933673-

5933870 -
CTCC------ACCT---TT-CTCACGTCCC--------------C-AAAACTGTAATCG--ATTCCGTTTT--CGCTGCTTGTTCGCCTTGGTACACCTAACCTCTTATAGGCTATGTCTGATCGG-CTTTTGAA--TGCACAGACAAAGCCTAGTAGAGGCTAGATTTATAAGGAAACTG--------TGGTG--------ATA-------------------GAACGATT------------------------------GGACTTGA--GTAA---------------------CGCAGCTTTGCTT--T--------------------------------------------------------------C------ATTT---TA

droEug1 scf7180000409466:975767-
975958 -

CTCC------TCCTCCGA----A----TCG-----------TAAA-AAAACTGTAATCG--ATTCCGTTTT--TGCTGACTTTTTGCCTTGGTACACCTAACCTCTTATAGGCTATGTCTGATCGG-CTTTAGAA--TGCACAGACAAAGCCTAGTAGAGGCTAGATTTATAAGGAAATTC--------TCGGT--------GTA-------------------TAACGGTT------------------------------TAACATTG--GTTA--------------------CTCCAGTTTTCCA----------------------------------------------------------------------------T---GG

droBia1 scf7180000302428:2603978-
2604179 -

CTCC------TCCT---CC-GCCG-CTGCC--------------C-GAAACTGTAAACG--GTTCCGATTC--CGATGATTTTTCGCCTTGGTACACCTAACCTCTTATAGGCTATGTCTGATCGG--TTTCGAA--TGCACAGACAAAGCCTAGTAGAGGCTAGATTTAAAAGGAAATCT---------GCAC--------TTA-------------------GAAGGGT---------------------------------ACTTG-------------TGTTCGTTGGTA--AGCCAGTTTTTGA--------------------------------------------------------------------TTTTTTTTT---TA

droTak1 scf7180000415378:123665-
123882 +

CCTCTGATTCTTCTCCGA--------TTCCC---ATTCCC----A-AAAACTGTAATCG--ATTCCGTTTT-CTGATGATTTTTCGCCTTGGTACACCTAACCTCTTATAGGCTATGTCTGATCGA-TTTTCGAA--TGCACAGACAAAGCCTAGTAGAGGCTAGATTTATAAGGTAGATTGCAGATTCTCGAT--------TTA-------------------GAATGGTG------------------------------AAACGTAA--TGAA--------------------GGTCAGCTTTTAC---------------------------------------------------------------------ATTTTTTT---TA

droEle1 scf7180000491249:2016885-
2017086 +

CTCC------TCCT---AT--------TTC----------------CTAACCGTAATTG--ATGCCGTTTT--TGATGCTTTTTCGCCTTGGTACACCTAACCTCTTATAGGCTATGTCTGATCGG-TTTTCGAA--TGCACAGACAAAGCCTAGTAGAGGCTAGATTTATAAGGAAATTC--------TTGAG--------TTA-------------------GAACAGTA------------------------------AGTATTG------TTCATCTGGCTGGTTGGTAAAAGTCTG-----CTT--T--------------------------------------------------------------C------ATTT---AC

droRho1 scf7180000757706:21521-21718
+

CCCC------TCCT---AT--------TTC----------------TAAACCGTAATCG--AGTCCGTTTT--TGCTGATTTTTCGCCTTTGTACACCTAACCTCTTATAGGCTATGTCTGATCGG-TTTTCGAA--TGCACAGACAAAGCCTAGTAGAGGCTAGATTTATAAGGAAATTA--------TTGGA--------TTA-------------------GAACGGAA------------------------------GGG--------------TGGGGCTCTTTGGTAAGAGCCAGTTT-TCAT--A--------------------------------------------------------------T------ACTT---TT

droFic1 scf7180000454105:1571192-
1571389 -

CCCC--A---TCCTCCGG-----G---GGC----------------CAAACTGTAATCG--GCGCCCTCTT--CGCTGCTCTTTCGCCTTGGTACACCTAACCTCTTATAGGCTATGTCTGATCGG-CTTTCGAA--TGCACAGACAAAGCCTAGTAGAGGCTAGATTTAAAAGGAGATTC--------TCGG---------CCA-------------------GAACGGCG------------------------------A--CGG----AGGG---TG---------------GGGCA-CTTTCCTT--TCGG-------------------------------------------------------------CTCGCGTTT---GT

droKik1 scf7180000302391:352998-
353160 -

TTCC------GCCT-------------------------------------------------------TT--CGCTGCACATTTGCCTTGGTACACCTAACCTCTTATAGGCTATGTCTGATCGG-ATTTCGAA--TGCACAGACAAAGCCTAGTAGAGGCTAGATTTATAAGGAAATTC--------TCGGA--------TT------------------CAGAACGGAA------------------------------GAAATAG------A-----------------------------------------------------------------------------------------CCACACCTAAAATTTGATTTT---TA

droAna3 scaffold_13337:7556483-
7556757 -

ATGA--GTACTCCTCCGA--------CTTG----------------GTAACTGTAATCTTCAATCCGTTTTTGTGATGTCTTGTCGCCTTGGTACACCTAACCTCTTATAGGCTATGTCTGATCGA-CTTTCGAA--TGCACAGACAAAGCCTAGTAGAGGCTAGATCTATAAGGAAATTT-TCGATTTTCGAA--------TTA-------------------GAACGGCCATAGAGCATG--GCCACGCCCACACGTTGT--ATACG----TAA--------------------TGTCAGCTTTTCCC----A------GCCTTGTTTCTTCCTCGAGACAGCA----GCAGTAACAGGCCCCCCACACCC-----------------A

droBip1 scf7180000395543:216826-
217083 -

CTCC--ATTCTCCTTTGA--------TTTG----------------GTAACTGTAATCGTCAATCCGTTTTAATGATGACT-TTTGCCTTGGTACACCTAACCTCTTATAGGCTATGTCTGATC--------GAA--AACACAGACAAAGCCTAGTAGAGGCTAGATCTATAAGGAAATTT--------TCGAT--------TTA-------------------GAACGTAG----AGCATATTGCCACGCCCACACGTGGT--ATACG-TAATGT--------------------TGTCAGCTTTTCC-----A------GCCATGTTTCTTCCTCAAGACAGCCCACTGC----ACAG--CCCCCACACCC-----------------A

dp5 XR_group8:3299921-3300081 + CCTC--C---TCTT----CCTCCT-CCTCCCGGCGTTCGCGTAAGTGTAACTGTAATCGGGATTCCGCTTT--TGATGCATTTCTTCCTTGGTACACCTAACCTCTTATAGGCTATGTCTGATCGGGTTTTCAAA--TGCACAGACAAAGCCTAGTAGAGGCTAGATTTATAAGG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droPer2 scaffold_65:103879-104038 + CTCC------TCCT---CC-TCCT-CTTCCCGGCGTTCGCGTAAGTGTAACTGTAATCGGGATTCCGCTTT--TGATGCATTTCTTCCTTGGTACACCTAACCTCTTATAGGCTATGTCTGATCGGGTTTTCAAA--TGCACAGACAAAGCCTAGTAGAGGCTAGATTTATAAGG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droWil2 scf2_1100000004949:1999624-
1999800 -

------------------------------------------------AACTGTAATTG--AT----------TGTTGTATTTTCTCCTTGGTACACCTAACCTCTCATAGGCTATGTCTGAA------TCCAAA--TGCACAGACAAAGCCTAGTAGAGGCTAGATTTATAAGGATATAT--------TAATA--------TTA-----------------CATAAAGGAAAAAAGGA-----ATCACGCCCACACAAAAA--ACAAA-TAAGAA--------------------CGTCAACGG-------------------------------------------------------------------------------------A

droVir3 scaffold_12758:910696-910869
+

dvi_22458 CGCC-----------------------------------------------------------------CT--CGCTGCTT-GTCCCCTTGGTACACCTAACCTCTCATAGGCTATGTCTGACCGT-ATATCGAA--TGCACAGACAAAGCCTAGTAGAGGCTAGATTTATAAGGAAATTTG-------TCGGACGCCGCCCCTTGAAAAAAATAATAAAAA--TAAC--------------------------------------------GTGG--------------------CAACA-CTTT--TTTCT--A-----------------------------------------------------------T------GCTT---TC

droMoj3 scaffold_6680:1963284-
1963458 +

dmo_287 TCTC---------------------------------------------------------------------TGCTGTTT-GACCCCTTGCTACACCTAACCTCTCATAGGCTATGTCTGATCTT-ATATCAAA--TGCACAGACAAAGCCTAGTAGAGGCTAGATTTATAAGGAAATGC--------ACCG---------CAAAAAAA--------------AATTAATA------------------------------AAACAA----ATTA--------------------TAACGACTTTGCTC--TCAATGCTTTCCA-----------------------------------------------------TGTTGTTT---CC

droGri2 scaffold_15110:607036-607161
-

----------------------------------------------------------------------------------------TTTGTACACCTAACCTCTCATAGGCTATGTCTGATTGA-ATTGAAAAAGTGCACAGACAAAGCCTAGTAGAGGCTAGATTTATAAGGAATTCC-----------------------------------------------------------------------------------ATTTG---AGAC--------------------TGCCAGCTTTTGTC--T--------------------------------------------------------------G------TCTTTACTA
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intron [Octbeta2R-in]; intron [Octbeta2R-in]; five_prime_UTR [Octbeta2R-u5]
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CAGTGTATCCCAAACGGAAGTGTTGATATGGCCGCAGCTCAGTCACAGTCCCAGCTCAGTCGGTATAGAAATTGTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGGCTGAGCAGCATAGTCAGCATTTCTGCACCTCCCAG
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ML-
DmD16-
c3

V148

mbn2

V034

ML-
DmD16c3
cell

V073

mbn2

V074

S3

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609223

male, one
day

SRR065802

Piwi-
IP_zuc_mut_ovaries

V128

S3

SRR031692

Total
small
RNAs from
Oregon R

V147

1182-
4H
cell

V036

ML-
DmD20c5
cell

GSM609250

ML-DmD32
cell

V022

ML-
DmD32
cell

V077

cold,
female
head

GSM609235

CMEL1

V132

ML-
DmD32

V137

Male
aged
head

GSM343287

Drosophila
Toll 10b
mutant
embryos

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR010959

Ago3 IP in
heterozygotes

AGO3

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V080

Starvation,
female head

SRR001349

heterozygous_dcr-
2_untreated

GSM609240

IR+ 2-
18hr

GSM609239

IR- 2-
18hr

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

V003

dsDcr-1
(katsutomo
RNA)

GSM609221

1182-4H
cell

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM628272

ago2[414]
ovary
total RNA

V125

ML-
DmD9

V126

CME
L1

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM609217

MLDmD20c5

V129

ML-
DmBG1-
c1

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

GSM609225

ML-DmBG3-
C2

V086

female
body,
aged

SRR010953

Aub
heterozygotes,
oxidized

GSM399107

male body
#2

GSM371638

S2-NP

GSM609224

female,
one day

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

V038

Felix
sample
S2
only

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V032

S1
cell

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR001347

ago2_untreated

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

GSM609249

ML-DmD21
cell

GSM609238

embryo
14-24hr

V138

Male
cold
body

V136

Male
aged
body

GSM609234

CS Â male
total RNA
Â 

GSM280082

WT
ovaries
(18-29nt)

GSM379067

SpnE
Mutant

GSM467730

Dmel_r2d2_sRNAseq
GSM385821

OSS_s7

GSM240749

female
head

GSM609242

s2+48 #2

SRR001341

WT_males_non-
beta-
eliminated

SRR001345

ago2_non-
beta-
eliminated

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR060643

A2_testes_total

SRR060644

A2_ovaries_total

SRR060648

A2_ovaries_FLAG-
Aub

SRR060649

A2_ovaries_FLAG-
Piwi

SRR097865

Drosophila
S2-NP
cells

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

V023

Dcr2
female
head

GSM343833

S2R+ cell

V031

GM2
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V130

ML-
DmBG3-
c2

V015

DreRFHV148h

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609222

ML-DmBG1-
C1

GSM379056

Krimp
Heterozygote

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V146

S1
cell

GSM609229

embryo 2-
6hr

V078

Desiccation,
female head

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

SRR065800

zuc_H-
Y_ovaries

GSM609251

aged
female
head

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1
GSM385748

OSS_s6

V144

OSC

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM609220

ML-DmD21
cell

GSM322533

female
head #1

SRR001348

ago2_oxidized

V008

S2-
DRSC

V127

G2

V085

CME
W2
wing
disc

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR060651

A2_ovaries_Ago3

AGO3

GSE24545

CS ovary
total
RNA

GSM609237

ago2[414]
ovary
total RNA

SRR001339

WT_females_non-
beta-eliminated

GSM609219

GM2 cell

GSM286613

0-1hr #1
(A)

GSM609241

s2+48 #1

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

GSM609227

CMEW1
Cl.8+
cell

V079

Oxidation,
female
head

GSM360262

0-2d
pupae

SRR065801

zuc_het(H-
Y)_ovaries

GSM609218

Sg4

GSM385744

OSS_s2

V091

fGS/OSS
total
Â 

SRR060652

hs-
Penelope_testes_total

GSM360260

0-1d
Pupae (w)

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V037

Felix
sample
+mirtrons

GSM322543

male head
#1

GSM399110

KC-48 #2

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM379053

Aub
Mutant

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

GSM399101

kc167
cell

V135

CME
W2
(wing
disc
line)

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR060646

yw67c23(2)_ovaries_total

SRR097867

Drosophila
S2-NP
cells

GSM379054

Flam
Heterozygote

GSM609244

KC+48 #2

SRR032094

ago2
knockdown

...................................................................................AACGACTTAAGCTGCTCGGCA.................................................. 21 0 1 35.00 35 6 9 3 2 2 1 1 0 2 0 0 1 0 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AACGACTTAAGCTGCTCGGCACG................................................ 23 0 1 19.00 19 2 2 1 1 2 0 1 0 0 0 0 0 1 1 1 2 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AACGACTTAAGCTGCTCGGCAC................................................. 22 0 1 14.00 14 3 1 4 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AACGACTTAAGCTGCTCGGCACGT............................................... 24 1 1 9.00 9 2 2 1 0 1 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AACGACTTAAGCTGCTCGGC................................................... 20 0 1 6.00 6 0 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AACGACTTAAGCTGCTCGG.................................................... 19 0 1 5.00 5 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................GCACGCAACATGACCGGGCTGAGC............................. 24 0 1 5.00 5 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................ACGCAACATGACCGGGCTGAGCAGC.......................... 25 0 1 4.00 4 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................ACCGGGCTGAGCAGCATAGT..................... 20 0 1 3.00 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................ACGACTTAAGCTGCTCGGCACG................................................ 22 0 1 3.00 3 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................TGACCGGGCTGAGCAGCATAGT..................... 22 0 1 3.00 3 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................ATAACGACTTAAGCTGCTCGG.................................................... 21 0 1 2.00 2 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................TGACCGGGCTGAGCAGCATAG...................... 21 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................ACGACTTAAGCTGCTCGGCACGCAA............................................. 25 0 1 2.00 2 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................GACTTAAGCTGCTCGGCACGT............................................... 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................GACCGGGCTGAGCAGCATAG...................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................CGACTTAAGCTGCTCGGC................................................... 18 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CATAACGACTTAAGCTGCT....................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AACGACTTAAGCTGCTCGGCATC................................................ 23 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................ACGACTTAAGCTGCTCGGCAC................................................. 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................ACGACTTAAGCTGCTCGGCACGT............................................... 23 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................CATCTCATAACGACTTAAGCTGCTC...................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................ACTTAAGCTGCTCGGCACGCA.............................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................CGGCACGCAACATGACCG..................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TTAAGCTGCTCGGCACGCA.............................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................GGCACGCAACATGACCGGGCTGAGCAG........................... 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AACGACTTAAGCTGCTCGGCAT................................................. 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TTAAGCTGCTCGGCACGCAA............................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................TGAGCAGCATAGTCAGCAT............... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AACGACTTAAGCTGCTCGGAC.................................................. 21 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................ATAACGACTTAAGCTGCTCGGCA.................................................. 23 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................ATGACCGGGCTGAGCAGCATAGTC.................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................GCTGAGCAGCATAGTCAG.................. 18 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AACGACTTAAGCTGCTCG..................................................... 18 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................ACGCAACATGACCGGGCTGAG.............................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................GACTTAAGCTGCTCGGCACG................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................GCAACATGACCGGGCTGAGCAGCA......................... 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................GCTCAGTCGGTATAGAATA.................................................................................. 19 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................TGAGCAGCATAGTCAGCATT.............. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................CGACTTAAGCTGCTCGGCACG................................................ 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................CAGCTCAGTCGGTATAGC..................................................................................... 18 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................ACGCAACATGACCGGGCTGA............................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................GCTCGGCACGCAACATGA........................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CCGGGCTGAGCAGCATAGTCAG.................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................GCAACATGACCGGGCTGAGCAGC.......................... 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................ACAGTCCCAGCTCAGTCGGTAT........................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TTAAGCTGCTCGGCACGCAAC............................................ 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................CGACTTAAGCTGCTCGGCA.................................................. 19 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................GGCTGAGCAGCATAGTCAGCA................ 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................CGCAACATGACCGGGCTGAG.............................. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................GGCTGAGCAGCATAGTCA................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................CGCAACATGACCGGGCTGAGCAG........................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................ACCGGGCTGAGCAGCATAGTCAGT................. 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................CTTAAGCTGCTCGGCACGCA.............................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AACGACTTAAGCTGCTCGGCACGATC............................................. 26 3 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AACGACTTAAGCTGCTCGGCACC................................................ 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................CGCAACATGACCGGGCTGAGCAGC.......................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................AGCTCAGTCGGTATAGAATCC................................................................................. 21 3 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................AGCTCAGTCGGTATC....................................................................................... 15 1 9 0.11 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................CCCAGCTCAGTCGGTAGCC...................................................................................... 19 3 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................AGCTCAGTCGGTATAGC..................................................................................... 17 1 20 0.10 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................AGCTCAGTCGGTATAGAATG.................................................................................. 20 2 14 0.07 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................AGCTCAGTCGGTATAGACTG.................................................................................. 20 3 15 0.07 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTCACATAGGGTTTGCCTTCACAACTATACCGGCGTCGAGTCAGTGTCAGGGTCGAGTCAGCCATATCTTTAACAGTAGAGTATTGCTGAATTCGACGAGCCGTGCGTTGTACTGGCCCGACTCGTCGTATCAGTCGTAAAGACGTGGAGGGTC

***********************************..(((.((((..(((((((((.(((((.((((((........))).))).)))))..)))))...)).))......)))).)))***********************************
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Â 
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SRR351333

age: 2-
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........................................................................................................GCGTTGTACTGGCCCGACTCGTC........................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................CGTCGAGTCAGTGTCAGGGTCGAGTCA.............................................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................AGAGTATTGCTGAATTCGA.......................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................GTATTGCTGAATTCGACGAGCC.................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................TCACAACTATACCGGCGT...................................................................................................................... 18 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:8419646-8419800 - dme_234 CAGTGTATCCCAAACGGAAGTGTTGATATGGC--CGCAGCTC-AGTCACAGTCCCA------------G---------------------------C------TCA-------------------------------------------GTCGGTATAGAAATTG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGCA------CCTCCCAGA
droSim2 3r:12738949-12739103 + CAGTGTAACCCAAACGGAAGTGTTGATATGGC--CGCAGCTC-AGTCGCAGTCGCA------------G---------------------------C------TCA-------------------------------------------GTCGGTATAGAAATTG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGCA------CCTCCCAGA
droSec2 scaffold_0:13567268-13567422

+
dse_131 CAGTGTATTCCAAACGGAAGTGTTGATATGGC--CGCAGCTC-AGTCGCAGTCGCA------------G---------------------------C------TCA-------------------------------------------GTCGGTATAGAAATTG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCTTAGTCATCATTTCTGCA------CCTCCCAGA

droYak3 3R:12705508-12705662 - dya_1782 GAGTGTATCCCAAACGGAAGTGTTGATATGGC--CGCAGCTC-AGTCGCAGTCGCA------------G---------------------------C------TCA-------------------------------------------GTCGGTATAGAAATTG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGCA------CCTCCCAGA
droEre2 scaffold_4770:13232491-

13232651 +
AAGTGTATCCCAAACGGAAGTGTTGATATGGC--CGCAGCTC-AGTCGCAGTCGCA------GTCGCAG---------------------------C------TCA-------------------------------------------GTCGGTATAGAAATTG------TCATCTCATAACGACTTAAGCTGCTCAGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGCA------CCTCCCAGA

droEug1 scf7180000409615:635480-
635634 -

GTGTATATTCCAAACGGAAGTGTTGATATTGC--CGCTGCTC-AGTCGCAGTCGCA------------G---------------------------C------TCA-------------------------------------------GTCGGTATAGAAATTG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACTGGG-----CTGAGCAGCATAGTCAGCATTTCTGCA------CCTCCCAGA

droBia1 scf7180000302402:97597-97768
-

TAGTGTACTCCGAGCGGAAGTGTTGATATTGC--CGCTGCTC-AGTCGCAGTCGCG------GTCGCAG---------------------------C------TCAGTCGCA-------------------------AT-------TCAGGCGGTATAGAAATTG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGCA------CCTCCCAGC

droTak1 scf7180000415366:130668-
130833 +

TAGTGTACTCCAAACGGAAGTGTTGATATTGC--CGCTGCTC-AGTCGCAGTCGCA------------G---------------------------C------TCAGTCGCA-------------------------AT-------TCAGTCGGTATAGAAATTG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGCA------CCTCCCAGA

droEle1 scf7180000490994:97264-97433
-

-AGTGTATGCCAAACGGAAGTGTTGATATTGC--CGCTGCTC-TGTCGCAG-CTCA------GTCGCAG---------------------------C------TCAGCCGCA-------------------------AG-------TGAGTCGGTATAGAAATTG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCAGCA------CCTCCCAGA

droRho1 scf7180000777772:6615-6780 - TAGTGTATTTCAAAGGGAAGTGTTGATATTGC--CGCTGCTC-AGCCGCAGTCGCA------------G---------------------------C------TCAGTCGCA-------------------------AG-------TGAGTCGGTATAGAAATCG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGCA------CCTCCCAGA
droFic1 scf7180000453812:694058-

694221 +
--GTGTATTCCAAACGGAAGTGTTGATACTAC--CGCTGCTC-AGTCGCAGTCGCA------------G---------------------------C------TCAGTCGCA-------------------------CA-------TCAGTCGGTATAGAAATCG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGAG-----CTGAGCAGCATAGTCAGCATTTCTGCA------CCTCCCAGA

droKik1 scf7180000302256:649512-
649698 +

TTGTGTGCTCTAAACGGAAGTGTTGGTATTGC--CGCTGCTC-AGGCGCTGTCGCA------------G---------------------------C------TCAGTCACTGAGACGCCGAGGCGCTGAGTCG----C-------TCTGTCGGTACAGAAATTG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGCA------GTTCCCAGA

droAna3 scaffold_12911:3351170-
3351291 -

------------AACGGAAGTGTTGATATCGC--CGCTGCCT-GG---------------------------------------------------C------TG-------------------------------------------GGGCGGTGTAGGAATTG------TCATCTCAGAACGACTTAAGCTGCTCGGCACGCAACATGAC----------TGAGCAGCGTAGTCAGCATTTCTGCA------CCTCC----

droBip1 scf7180000396640:216821-
216945 -

------------AACGGAAGTGTTGATATCGC--CGCTGCCT-GG---------------------------------------------------C------TCA-------------------------------------------GGCGGTGTAGGAATTG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGAC----------TGAGCAGCGTAGTCAGCATTTCTGCA------CCTCCCAG-

dp5 2:2527951-2528073 - ------------AACGGAAGTGTTGATACTGCCCCGCCGCTC-AGTCACAGTCGCA------GTCGCAG------------------------------------------------------------AGCCTTTC---------TCTGT-GGCATAGAAATCG------TCATCGCATAACGACTTAAGCTCCTCGGCAC------------------------------AGTCAGCATTTCTGCG---------------
droPer2 scaffold_7:2696950-2697072 - ------------AACGGAAGTGTTGATACTGCCCCGCCGCTC-AGCCACAGTCACA------GTAGCAG------------------------------------------------------------AGCCTTTC---------TCTGT-GGCACAGAAATCG------TCATCGCATAACGACTTAAGCTCCTCAG------------------------------CACAGTCAGCATTTCTGCG---------------
droWil2 scf2_1100000004943:2230191-

2230327 -
------------AACGGAAGTGTTGATATTGC--CCTTGCTC----------------------------------------------------------------------------------------------------------------TATGGAAATCGTCATCGTCATCTCATAACGACTTAAGCTTCTCAGCACGCAGCCTGACTAAGCTCAGCTGAGCAGCATAGTCAGCAATTCTGCAGGAGCATCTCATATA

droVir3 scaffold_12855:538337-538459
+

-----------AAGCGGAAGTGTTGATATTGT--CGCTGCTC-AGCC-CGGCAGCG------------A---------------------------C------TTAGG------------------------CTGCGAC-------TGCGGCGCTGCTGAAACTG------TTGTCGCATAAAGACTTAAGCTGCTCAGCAGGCAGC--------------------------GTCAGCGATTCCG-----------------

droMoj3 scaffold_6540:12428231-
12428380 -

-----------AAGCGGAAGTGTTGATATTGC--CGCTGCCTCAGCC-TGGCGGCG------------A---------------------------C------TGCG--AC----------------------TGCGACTGAGGCA-GAGGCGCCGTTCAAACTG------TTGTCGCATAACGACTTAAGCTGTTCAGCACGCAGCGTCAGCGAT-----TCCGGCTGCTCTGC-----TTTGTGCG------CC-------

droGri2 scaffold_14906:1656718-
1656888 +

-----------AAGCGGAAGTGTTGATATTGC--CGCTGCTT-AGTC----TGGCAGCGACAGTAGCGGAGGTGGAGATGGAGACGGAGGTGGAGGCGGAGACGGTG--AC----------------------TGAGACTGAGGCA-GCCACACTGTTGAAATTGT----GTTGTCGCATAACGACTTAAGCTGCTCAGCACGCAGC--------------------------GTCAGCGATTC-------------------
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crit.star
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crit.mor
crit.half

crit.total
crit.pairing

crit.top3
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crit.uri
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rescue.total
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rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
0
0
0
0
1
1
1
1
0
1
1
1
0
1
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ATTCCAGCTGTGATAAAGCCACAAGGCGGCGATAGGCCAGATATAAAAAAGTAAGTCAAATGTAATACTTACTCCGATCTTTAATCACAACGTACTGTTCAAGCATGTTGGTTGACGACAACTCCAACAAGTGCGTGGAGCACGACAGCAACA
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Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR001349

heterozygous_dcr-
2_untreated

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

SRR001345

ago2_non-
beta-
eliminated

V078

Desiccation,
female head

V073

mbn2

SRR097866

Drosophila
S2-NP
cells

V077

cold,
female
head

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR001664

homozygous_dcr-
2_untreated

SRR029029

dcr-1
knockdown

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR032094

ago2
knockdown

V079

Oxidation,
female
head

V096

loqsKO/f00791
ovary

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR060651

A2_ovaries_Ago3

AGO3

V146

S1
cell

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V003

dsDcr-1
(katsutomo
RNA)

GSM609251

aged
female
head

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM379056

Krimp
Heterozygote

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

V080

Starvation,
female head

GSM379065

Zuc
Heterozygote

SRR001347

ago2_untreated

SRR065801

zuc_het(H-
Y)_ovaries

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM609235

CMEL1

V133

Sg4

V147

1182-
4H
cell

GSM609225

ML-DmBG3-
C2

GSM609222

ML-DmBG1-
C1

GSE24545

CS ovary
total
RNA

GSM609229

embryo 2-
6hr

V036

ML-
DmD20c5
cell

GSM609224

female,
one day

V074

S3

V015

DreRFHV148h

V091

fGS/OSS
total
Â 

GSM467730

Dmel_r2d2_sRNAseq

GSM286611

6-10h #2
(11)

GSM322533

female
head #1

SRR001338

IR_non-
beta-
eliminated

SRR001339

WT_females_non-
beta-eliminated

SRR023400

total RNA
extracted
from P19
cells

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR065807

Piwi-
IP_squ_het_ovaries

V032

S1
cell

V126

CME
L1

V128

S3

V140

Dessication_female_body

V142

Oxidation_female_body
V148

mbn2

GSM609217

MLDmD20c5

SRR001341

WT_males_non-
beta-
eliminated

SRR014275

Ovary_rep1_LK_P

SRR014280

Ovary_rep1_w1118_P

GSM609237

ago2[414]
ovary
total RNA

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR097865

Drosophila
S2-NP
cells

GSM609234

CS Â male
total RNA
Â 

V085

CME
W2
wing
disc

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM360262

0-2d
pupae

SRR001348

ago2_oxidized

GSM379055

Flam
Mutant

GSM379064

Vasa
Mutant

GSM379067

SpnE
Mutant

GSM385821

OSS_s7

GSM272653

KC -48 #1

GSM240749

female
head

GSM322338

2-4day
pupae#2

GSM399107

male body
#2

GSM360257

1st
instar #2

GSM361908

s2-48
Biological
Replicate
#2

GSM399110

KC-48 #2

GSM275691

imaginal
disc

S6

0-1,2-
6,6-
10h
embryo

SRR001343

dcr-2_non-
beta-
eliminated

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR060646

yw67c23(2)_ovaries_total

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

GSM609247

heat
female
head

GSM609218

Sg4

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM399100

Kc167
cell

GSM343832

S2R+ cell

GSM399101

kc167
cell

GSM343833

S2R+ cell

GSM609249

ML-DmD21
cell

V030

ML-
DmD8
cell

V037

Felix
sample
+mirtrons

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V086

female
body,
aged

GSM609230

CS,ovary,AGO1IP

AGO1

V034

ML-
DmD16c3
cell

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM609238

embryo
14-24hr

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM628272

ago2[414]
ovary
total RNA

V008

S2-
DRSC

GSM371638

S2-NP

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609223

male, one
day

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR014277

Ovary_rep1_NA_P

SRR060643

A2_testes_total

V138

Male
cold
body

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR029028

untreated
(mock)

SRR060652

hs-
Penelope_testes_total

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM286603

female
body

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR060645

yw67c23(2)_testes_total

V006

r2d2 female:
possibly
heterozygous

GSM609227

CMEW1
Cl.8+
cell

GSM609250

ML-DmD32
cell

V139

Cold_female_body

..........TGATAAAGCCACAAGGCGGCG.......................................................................................................................... 21 0 1 6.00 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................AATCACAACGTACTGTTCAAG.................................................. 21 0 1 5.00 5 0 0 0 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................ATAGGCCAGATATAAAAAAGT..................................................................................................... 21 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TAATCACAACGTACTGTTCAAG.................................................. 22 0 1 4.00 4 0 0 0 0 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................TTAATCACAACGTACTGTTCAAGA................................................. 24 1 1 3.00 3 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................TTTAATCACAACGTACTGTTCAAG.................................................. 24 0 1 3.00 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................CACAAGGCGGCGATAGGCCAGATAA............................................................................................................. 25 1 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..TCCAGCTGTGATAAAGCCACAAGGCGGC........................................................................................................................... 28 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................AGCCACAAGGCGGCGATAGGCCAG................................................................................................................. 24 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................TGCGTGGAGCACGACAGCAAC. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTCAAATGTAATACTTA.................................................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................AATCACAACGTACTGTTCAAGA................................................. 22 1 1 2.00 2 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................CTCCAACAAGTGCGTGGA.............. 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TAATCACAACGTACTGTTCAAGCATGT............................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................CAACAAGTGCGTGGAGCACGACAGCAA.. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................AATCACAACGTACTGTTCAAGCAT............................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................AGCCACAAGGCGGCGATAGGCCA.................................................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................AAGGCGGCGATAGGCCAGATAT............................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....AGCTGTGATAAAGCCACA.................................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................CACAACGTACTGTTCAAG.................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................TGACGACAACTCCAACAAGTGCGT................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................TTAATCACAACGTACTGTTCAAG.................................................. 23 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................TTTAATCACAACGTACTGTTCAAGCA................................................ 26 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................TACTGTTCAAGCATGTTG........................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................CAAGTGCGTGGAGCACGAC....... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................ATCACAACGTACTGTTCAAG.................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TAATCACAACGTACTGTTCAAGCAT............................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........TGATAAAGCCACAAGGCGGC........................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................TGGTTGACGACAACTCCAACAA....................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................CTCCAACAAGTGCGTGGAGCACGA........ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................ATGTTGGTTGACGACAACTCCAACA........................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..TCCAGCTGTGATAAAGCCACAAGGCGG............................................................................................................................ 27 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................ACAAGGCGGCGATAGGCCAGATA.............................................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................CGACAACTCCAACAAGTGCGT................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................CGGCGATAGGCCAGATATAAAAAAC...................................................................................................... 25 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TAATCACAACGTACTGTTCAAGATC............................................... 25 3 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................AAGGCGGCGATAGGCCAGATATAAAAAA....................................................................................................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................GACGACAACTCCAACAAGTGCGTGG............... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................TTAATCACAACGTACTGTTCAAGCAT............................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................TTAATCACAACGTACTGTTCAAGATC............................................... 26 3 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................AACTCCAACAAGTGCGTGG............... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........TGATAAAGCCACAAGGCGT............................................................................................................................ 19 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...CCAGCTGTGATAAAGCCACAAGGCGGC........................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................TTTAATCACAACGTACTGTTCAAGA................................................. 25 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................AAGGCGGCGATAGGCCAGAT............................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................TCCAACAAGTGCGTGGAGCACGAC....... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................CTTTAATCACAACGTACTGTTCAAG.................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TAAGGTCGACACTATTTCGGTGTTCCGCCGCTATCCGGTCTATATTTTTTCATTCAGTTTACATTATGAATGAGGCTAGAAATTAGTGTTGCATGACAAGTTCGTACAACCAACTGCTGTTGAGGTTGTTCACGCACCTCGTGCTGTCGTTGT

**************************************************((((((..........))))))...............................**************************************************
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............................CGCTATCCGGTCTATATT........................................................................................................... 18 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................GTACAACCAACTGCTGTTGAG............................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..AGGTCGACACTATTTCGGT.................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................TCACGCACCTCGTGCTGTCGTTGT 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:6321794-6322016 + dme_399 AC------------ATAAAT---CAGACTCAA------CAACAGAACAACACTGCGATTCCAGCTGTGATAAAGCCACAAGGC---GGCGATAGGCCAGATATAAAAAAGTAAGT--C-------------A---------A-AT-------------------------------------G----TA-----------A-TACTT------------------------------------------------------------------------------------------------A-C---T-CCGAT-------------------C------------TTTAATCACAACGTAC-T-----GTTCAAGCATGTTGGTTGACGACAACTCCAACAAGTGCGTGGAGCACGAC----------AGC-----------------AACAGCATGGACGTAGAAATGGAGCCCTGCCAGAGTCAC
droSim2 2r:7089784-7090016 + AC------------ATAAAT---CAGACTCAA------CAACAGAACAACACTGCGATTCCAGCTGTGATAAAGCCACAAGGC---GGCGATAGGCCAGATATAAAAAAGTAAGT--G-------------A---------AATT--A--------------------------AGGGGTATG----TA-----------A-TATTT------------------------------------------------------------------------------------------------A-C---T-CGGAT-------------------C------------TTTAAACACAACGTAT-T-----ATTCAAGCATGTTGGTTGACGATAACTCCAACAAGTGCGTGGAGCACGAC----------AGC-----------------AACAGCATGGACGTAGAAATGGAGCCCTGCCAGAGTCAC
droSec2 scaffold_1:3934089-3934323

+
dse_637 AC------------ATAAAT---CAGACTCAA------CAACAGAACAACACTGCGATTCCAGCTGTGATAAAGCCACAAAGC---GGCGATAGGCCAGATATAAAAAAGTAAGT--C-------------A---------AACT--A--------TG----------------AAATGTATG----TA-----------A-TACTT------------------------------------------------------------------------------------------------A-T---T-CGATT-------------------C------------ATTAACCACAACGTAT-T-----ATTCAAGCATGTTGGTTGACGACAACTCCAACAAGTGCGTGGAGCACGAC----------AGC-----------------AACAGCATGGACGTAGAAATGGAGCCCTGCCAGAGTCAC

droYak3 2L:18958160-18958392 + AC------------ATCAAT---CAGACTCAA------CAACAGAACAACACTGCGATTCCAGCTGTGATAAAGCCACAAGGC---GGCGATAGGCCAGAAATAAAAAAGTAAGC--C-------------A---------AATT--A--------------------------AGGAGTATG----TG-----------A-TAAAT------------------------------------------------------------------------------------------------A-T---T-CGGAT-------------------T------------GTTAACCATAACATAT-T-----ATTTTAGCATGTTGGTTGACGACAACTCCAACAAGTGTGTGGAGCACGAC----------AGC-----------------AACAGCATGGACGTAGAAATGGAGCCCTGCCAGAGTCAC
droEre2 scaffold_4929:8058971-

8059200 -
AC------------ATTAAT---CAGACACAA------CAACAGAACAACACTGCGACTCCTGCTGTGATAAAGCCACAAGGC---GGCGATAGGCCAGATATAAAAAAGTAAGT--C-------------A---------GATT--G--------------------------AGGAGTATG----TA-----------A-TACTT------------------------------------------------------------------------------------------------G-T-------GAT-------------------C------------GTTAACCATAACTTAC-T-----ATTCAAGCATGTTGGTTGACGACAACTCCAACAAGTGTGTGGAGCACGAC----------AGC-----------------AACAGCATGGACGTAGAAATGGAGCCCTGCCAGAGTCAC

droEug1 scf7180000409672:4696503-
4696745 -

AC------------ATTAAT---CAGACTCAACA---ACAACAGAACAACACTGCGATTCCAGCTGTGATAAAGCCACAAGGCGGCGGCGATAAGCCAGAAATCAAAAAGTAAGT--A-----------------------AATT--A--------------------------TA-----TGGTTTTA-----GAGTTCA-TACTT------------------------------------------------------------------------------------------------T-T----GATGAT-------------------G------------CTTAACCACAACATAT-T-----TTTCCAGCATGATGGTTGATGACAACTCCAACAAGTGCGTGGAGCACGAT----------AGC-----------------AACAGCATGGACGTGGAAATGGAGCCCTGCCAGAGTCAC

droBia1 scf7180000301506:11682-
11925 +

AC------------CTTAAC---CAGACTCAGCA---ACAACAGAACAACACTGCGATTCCAGCTGTGATAAAGCCACAGGGC---GGCGATAAGCCAGATATCAAGAAGTAAGG--C-------------A---------AA---------------------------------GAGACTT----GA-----------A-GATGA---------------------------------------------------------------------------------------ATGGTTGTTT-TAGCTACA-----------------G--AGCTAAAC-AAA--TATCCCT----------CA-----TTTCCAGCATGTTGGTCGACGACAACTCCAACAAGTGCGTGGACCACGAC----------AGC-----------------AACAGCATGGACGTGGAAATGGAGCCCTGCCAGAGCCAC

droTak1 scf7180000415683:134607-
134838 -

AC------------ATCAAT---CAGACTCAACA---GCAACAGAACAACACTGCGATTCCAGCTGTGATAAAGCCACAAGGC---GGCGATAAGCCAGACATGAAGAAGTAGGG--A-------------AAAAATT-----CT--A------------------AATATTTA----GT---------------------------------------------------------------------------------------------------------------------------------T-TAGAT-------------------G------------CTTAACCACTGCACCTTT-----TTTCCAGCATGTTGGTCGATGACAACTCCAACAAGTGCGTGGACCACGAC----------AGC-----------------AACAGCATGGACGTGGAAATGGAGCCCTGCCAGAGTCAC

droEle1 scf7180000491349:1137756-
1138009 -

ATGGCAATGTGAACATCAAT---CAGACTCAACA---GCAACCAAACAGCACTGCGATTCCAGCTGTGATAAAGCCACAAGGC---ACCGACAAGCCAGATATAAAAAAGTATGA--AAT-----------------T-----CT--A--------TATATGTATATATATA----------------------------A--A------------------------------------------------------------------------------------------------GTTTCTG----TGTAT------------GTTTA------------------AACCTAAAATTGT-T-----CCTTTAGCATGATGGTTGATGACAACTCCAACAAGTGCATGGAGCACGAC----------AGC-----------------AACAGCATGGACGTGGAAATGGAGCCCTGCCAGAGTCAC

droRho1 scf7180000779999:449059-
449300 -

AC------------ATCAAT---CAGACCCAGCA---ACAACAGAACACCACTGCGATTCCAGCTGTGATAAAGCCACAAGGC---GGCGACAAGCCAGAAATAAAGAAGTAAGTG-C-------------A---------A-----AAAGAGCTC---------AAAAAA---TT-----TCGTTGTA-----ATGATCA-TAC-------------------------------------------------------------------------------------------------TA-AT----------------ATTCTA-----------------------------ATGTAT-T-----TTTCCAGCATGATGGTTGATGACAACTCCAACAAGTGCGTGGAGCACGAC----------AGC-----------------AACAGCATGGACGTGGAAATGGAGCCCTGCCAGAGTCAC

droFic1 scf7180000454066:1364421-
1364756 -

AC------------ATCAAT---CAGACTCAACAACAACAACAGAACAACACTGCGACTCCAGCTGTGATAAAGCCACAAGGC---GGCGATAAGCCAGAAATAAAAAAGTAAGTTTA-------------A---------AATT--A--------------------------AGAAATATG----TACTCAAGAGTTCA-TACTTTTGAAGTAGATAAACTTTAATTCTTTCTTATCTCATACATACAATATAAACATAAAGTGTATTATCAAAATCAAGCTAGTTTTTATA-----------------AAGAC-------------------A------------TTTAAATATAACTTGT-T-----CTTTTAGTATGATGGTTGATGACAACTCCAACAAGTGCGTGGAGCACGAC----------AGC-----------------AACAGCATGGACGTGGAAATGGAGCCCTGCCAGAGTCAC

droKik1 scf7180000302385:964426-
964659 -

AC------------ATCAAT---CAGTCATCACA---ACAGCAACCGAACACTGCAACTCCAGCTGTGATAAAGCCACAAGTG---GGCGACAAGCCAGATACGAAAAGGTAACCT-C----AG-------------------CTTCAACCTGCTT---------A---------------------AA-----------C-CC------------------------------------------------------------------------------------------------ACAATTA----------------TTATTAAACGAT----TCCGA---------------------T-----TCCTTAGCATGTTGGTTGACGACAACTCCAACAAGTGCTTGGAGCATGAC----------AGC-----------------AACAGCATGGACGTGGAAATGGAGCCCTGCCAGAGCCAT

droAna3 scaffold_13266:17791357-
17791584 +

AC---------------------CAGCCACAA------CAACAGAACAACACTGCGATTCCAGCTGTGATAAAGCCACAAGGC---GGCGATAAGCCAGATTTGAAAAAGTAATT--CCT-----------AAGG------AACT--A--------T-----------------AAACAAGAG----GA------------AGG-------------------------------------------------------------------------------------------------ATG-GT----------------GTTCTAAT--AG------------TTTCTCT----------CG-----CTTGCAGCATGATAGTGGATGACAATTCCAACAAGTGCGTCGAGCACGAC----------AGC-----------------AACAGCATGGACGTGGAGATGGAGCCCTGCCAAAGTCAC

droBip1 scf7180000396735:1056384-
1056611 +

AT------------AGCAAC---CAGCCACAA------CAACAGAACAACACTGCGACTCCAGCTGTGATAAAGCCACAAGGC---GGCGATAAGCCCGATTTGAAAAAGTAATT--CCT-----------------------TC--A--------------------------AAGATAATA----GG-----------GAGG-------------------------------------------------------------------------------------------------ATA-AT----------------GTTCTAAC--AG------------TTTGACT----------CT-----CTTGCAGCATGATAGTGGATGACAACTCCAACAAGTGCGTCGAGCACGAC----------AGC-----------------AACAGCATGGACGTGGAGATGGAGCCCTGCCAAAGTCAC

dp5 3:16280595-16280827 - AG------------AGCAAC---CAGCCAACA------CAACAGAACAACACTGCGATTCCAGCTGTGATAAAACTAGAGGGC---GGCGAAAAGCAAGATCTGAAAAAGTTCGT--A-----------------------AACT--A--------------------------AAGTGTTTG----GC-----------G-GA------------------------------------------------------------------------------------------------GTTT-TTATTGAA-----------------G--AGC------------TTTTCTCACCAC---C-T-----TTTGCAGCATGGTCATGGACGACAACTCCAACAAGTGCGCGGAGCACGAC----------ACC-----------------AACAGCATGGATGTGGAGATGGAACCGTGCCAGAGCCAC
droPer2 scaffold_4:484172-484404 + AG------------AGCAAC---CAGCCAACA------CAACAGAACAACACTGCGATTCCAGCTGTGATAAAACTAGAGGGC---GGCGAAAAGCAAGATCTGAAAAAGTTCGT--A-----------------------AACT--A--------------------------AAGTGTTTG----GC-----------G-GA------------------------------------------------------------------------------------------------GTTT-TTATTGAA-----------------G--AGC------------TTTTCTCACCAC---C-T-----TTTGCAGCATGGTCATGGACGACAACTCCAACAAGTGCACGGAGCACGAC----------ACC-----------------AACAGCATGGATGTGGAGATGGAACCGTGCCAGAGCCAC
droWil2 scf2_1100000004822:2474290-

2474543 -
CT------------GCTGGT---CAGGGACAA------TCCCAAAATAATACTGCAAATCCAGCTGTGATAAAGC---AAAGT---GGCGATAAACAGGATCTAAAAGGGTTAGCT-A----AT-------------------AT-------------------------------------T----TA-----------A-TCTCC------------------------------------------------------------------------------------------------A-T---C-TTAATTTAACTAATTCT--------------AAA--TTT-------------C-TTTT-AAATTCAGCATAATAATTGATGATAATTCAAACAAATGTGTGGATGAGGATGAAGATCAACAGCATCAGAATGACTCATCAAATAGCATGGATGTGGAAATGGAGCCAATCAATAGTCAC

droVir3 scaffold_12875:16269292-
16269515 +

GC------------ACCAACAACCA------------GCCACAAAACAACACTGCGAACTCAGCTGTGATAAAACCA---------GGCGATAAAACAGATCCCAAAATGTTTGT--AGC-----------AAAA------AATT--G--------------------------AACTATTTG----AT-----------A-TA-------------------------------------------------------------------------------------------------TTT-GT----------------ATTCTAAA--TT------------GTTGTCG----------CA-----TTTGCAGCATGCTTATTGATGACAACTCCAACAAGTGTCCGGAGCACGAT----------TCA-----------------AATAGCATGGACGTGGAAATGGAGCCTTGCAACAGTCAC

droMoj3 scaffold_6496:7486057-
7486304 -

GCACCAACACTAACACCAAC---CA------------GCCACAAAACAACACTGCGAACTCAGCTGTGATAAAACCA---------GGCGATAAAACAGATCCCAAAATGTTTGT--ATTGCAGCTAAAGCA---------------AAATAGCTA---------A---------------------AA-----------G-AA------------------------------------------------------------------------------------------------GTTTTTT----------------TTTTTAATGCAA----TCTGATTTG---------------C-TTGGCATTTGCAGCATGATTATTGATGACAACTCCAACAAGTGTCCGGAGCATGAT----------TCA-----------------AATAGCATGGATGTGGAAATGGAGCCTTGCAACAGTCAC

droGri2 scaffold_15245:5138042-
5138269 +

AC---------------------CA------------GCCACAAATCCACACTGCGAACTCAGCTGTGATAAAACCA---------GGCGATAAAACAGATCCCAAAATGTGCGT--AGT-----------------CGTAC-----AAACTGCTG---------AAACATTTA----GTTCG----TT-----------G-AA------------------------------------------------------------------------------------------------GCTT-T------------GAAT-ACTTGA-A--TG------------TCTGTCT----------CA-----TTCGCAGCATGATTATTGATGACAACTCCAACAAGTGTCCGGAGCACGAT----------TCG-----------------AATAGCATGGATGTGGAAATGGAGCCTTGCAACAGCCAC
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TTCTCTTGGAGTCCGCCACATCGTTGGCACGGAAAATCCGCAAACAGGAGGTGAGTGTGTGCAATCGTTTCATCTACAAAACACCTAACTTTCACTCATCTTGAGCAGCTGAGCAGCGTCCAGGTCTTGGAATCATTTATCCGGCGCATCAAAGAGGT
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from 5-6 days old
flies
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flies
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old flies
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strain:
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Bam Mutant

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies
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genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies
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Drosophila
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cells
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GSM609223
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(18-29nt)
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GSM379057

Krimp
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GSM379061

Squ
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GSM379063
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GSM379065

Zuc
Heterozygote

GSM379066

Zuc
Mutant

GSM467729

Dmel_wt_sRNAseq
GSM385744

OSS_s2

GSM609242

s2+48 #2

GSM275691

imaginal
disc

SRR001339

WT_females_non-
beta-eliminated

SRR010955

Aub IP in
Ago3
heterozygotes

SRR014277

Ovary_rep1_NA_P

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR014280

Ovary_rep1_w1118_P
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loqs-ORF
knockdown

SRR029608

total small
RNAs from
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heterozygous
flies

SRR031700

2'-O-
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small RNAs
from dcr-2
homozygous
flies
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A2_ovaries_total

SRR060646

yw67c23(2)_ovaries_total

SRR060651

A2_ovaries_Ago3

AGO3

SRR065801

zuc_het(H-
Y)_ovaries

SRR065806

Piwi-
IP_squ_mut_ovaries

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM609239

IR- 2-
18hr

GSM399100
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GSM609219

GM2 cell
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S2R+ cell

V022
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cell

V0642
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reseq
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GSM609229
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total RNA
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Â 
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V133
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GSM609224
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one day
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Total small
RNAs from
r2d2
heterozygous
flies
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Aub
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oxidized
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age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
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5905)

SRR351333

age: 2-
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male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]
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S3

GSM322543

male head
#1

SRR010954

Aub trans-
heterozygotes,
oxidized
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Total small
RNAs from
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heterozygous
flies
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whole fly?)

V015

DreRFHV148h
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...................................................................................CCTAACTTTCACTCATCTTGAGCAG.................................................. 25 0 1 29.00 29 0 2 0 2 3 0 0 1 4 0 1 0 2 0 1 0 0 0 0 0 1 0 0 0 0 0 1 2 0 1 0 0 0 0 0 1 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................CACCTAACTTTCACTCATCTTGAGCAG.................................................. 27 0 1 25.00 25 0 2 1 2 2 0 0 1 0 0 1 1 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................AACTTTCACTCATCTTGAGCAG.................................................. 22 0 1 21.00 21 0 0 0 0 0 0 0 0 0 6 2 0 0 2 0 1 1 1 2 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................ACCTAACTTTCACTCATCTTGAGCAG.................................................. 26 0 1 17.00 17 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 2 1 0 1 0 0 0 1 0 2 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................TAACTTTCACTCATCTTGAGCAG.................................................. 23 0 1 13.00 13 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................CTAACTTTCACTCATCTTGAGCAG.................................................. 24 0 1 9.00 9 0 0 1 2 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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...................................................................................................................................ATCATTTATCCGGCGCATCAAAGA... 24 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................TAACTTTCACTCATCTTGAGCA................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................TTTCACTCATCTTGAGCAG.................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....CTTGGAGTCCGCCACATCGTTG.................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................CAAAACACCTAACTTTCACTCATCTTG....................................................... 27 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................TCCGCAAACAGGAGGTGAGTGTG................................................................................................... 23 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................TCATTTATCCGGCGCATCAAAGAGG. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...TCTTGGAGTCCGCCACATCGTTGG................................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................CACATCGTTGGCACGGAAAATCC....................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTGAGTGTGTGCAATCGTTTCA...................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............CGCCACATCGTTGGCACGGAA............................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................AACAGGAGGTGAGTGTGTTGC............................................................................................... 21 3 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AAGAGAACCTCAGGCGGTGTAGCAACCGTGCCTTTTAGGCGTTTGTCCTCCACTCACACACGTTAGCAAAGTAGATGTTTTGTGGATTGAAAGTGAGTAGAACTCGTCGACTCGTCGCAGGTCCAGAACCTTAGTAAATAGGCCGCGTAGTTTCTCCA

**************************************************(((((((.((......((((........)))).....))...))))))).........**************************************************
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...AGAACCTCAGGCGGTGTAGCA...................................................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....AACCTCAGGCGGTGTAGCAA..................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................ATAGGCCGCGTAGTTTCTCCA 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................GAAAGTGAGTAGAACTCGTCG................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................GAACCTTAGTAAATAGGCCGC............ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....GAACCTCAGGCGGTGTAGCAA..................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................AATAGGCCGCGTAGTTTCTCC. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................CGTAAATAGGCCGCGTAGTTT..... 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................TTGTGGATTGAAAGTGAGTAG.......................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................AACTCGTCGACTCGTCGC........................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
AAGAGAACCTCAGGCGGTGTAG........................................................................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................TCGTCGCAGGTCCAGAACCTTA......................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.GGAGAACCTCAGGCGGTGTA......................................................................................................................................... 20 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:8228885-8229042 - dme_375 TTCTCTTGGAGTCCGCCACATCGTTGGCACGGAAAATCCGCAAACAGGAGGTGAGTGTGTGCAA--------TCG----TTTCA--TCTAC----------------AAAA-CACCTA----AC---------TTTCACTCAT---CTTGAGCAGCTGAGCAGCGTCCAGGTCTTGGAATCATTTATCCGGCGCATCAAAGAGGT
droSim2 2r:8934062-8934219 - dsi_5234 TTCTTTTGGAGTCGGCCACATCGTTGGCACGGAAAATCCGCAACCAGGAGGTGAGTGTGTGCAA--------TAG----TTTCT--TCTAC----------------AAAA-CACCTA----AC---------TTACTCTCAC---TTTGAGCAGCTAAGCAGTGTCCAGGTCCTGGAGTCTTTTATCCGGCGCATCAAGGAGGT
droSec2 scaffold_1:5774676-5774833

-
dse_657 TTCTTTTGGAGTCGGCCACATCGTTGGCACGGAAAATCCGCAACCAGGAGGTGAGTGTGTGCAA--------TAG----TTTCT--TCTAC----------------AAAA-CACCTA----AC---------TTACTCTCAT---TTTGAGCAGCTAAGCAGTGTCCAGGTCCTGGAGTCTTTTATCCGACGCATCAAGGAGGT

droYak3 2R:8721073-8721230 + TTCTGCTGGAGCCGGCCACATCGTTGGCGAGGAAAATCCGCAGCCAGGAGGTGAGTGCATGTAG--------TAG----TTGGT--TCTAT----------------AAAA-CACCTA----AC---------ACAATCTCAT---TGTGAGCAGCTAAGCAGCGTTCAGGTCCTGGAGTCCTTCATTCGACGCATCAAGGAGGT
droEre2 scaffold_4845:17563219-

17563380 +
TTCTGTTGGAGTCAGCCACATCGTTGGCGAGGAAAATCCGCAGCCAGGAGGTGAGTGCATGCAG--------TAGAACATACGT--TCTAT----------------AAAA-CACCTA----AC---------ACACTCTCAT---TTTGAGTAGCTAAGCAGCGTTCAGGTCCTGGAGTCTTTTATCCGACGCATCAAGGAGGT

droEug1 scf7180000409462:1887205-
1887360 +

TTCTGTTGGAATCGGCCACATCGTTGGCCAGAAAGATCCGCAACCAGGAGGTGAGTGTGTGATG--------TAA----ATCCG--TAGTT----------------ATTA-TAACTA----AT---------TGTTAT-C-C---TTTTTTCAGTTGAGCAGCGTTCAGGTTTTGGAATCCTTCATACGCCGCATCAAGGAGGT

droBia1 scf7180000301754:1686756-
1686912 +

TTCTACTGGAGTCAGCTACATCGCTGGCCAGGAAGATCCGCAACCAGGAGGTGAGTGCATCAAG--------TAC----TTATT--TTAAT----------------AAAA-TATCTA----AA---------AATCTTGA-A---TTCTTTCAGCTGAGTAGTGTCCAGGTTCTGGAGTCCTTCATTCGACGCATCAAAGAGGT

droTak1 scf7180000415398:78730-
78886 -

TTCTCCTTGAGTCAGCCACATCGCTGGCCAGGAAGATTCGCAACCAGGAGGTGAGTTTACAAAG--------TAA----TTCTA--TCTAA----------------AGTA-AAGCTA----AT---------ATATTTAC-T---CTCTTCCAGCTAAGCAGCGTCCAGGTTTTGGAATCCTTCATTCGTCGCATCAAGGAGGT

droEle1 scf7180000491027:123459-
123614 -

TACTCTTGCAGTCGGCCACATCGCTGGCCAGGAAGATCCGCAACCAGGAGGTGAGTGCATAGAG--------TAT----TCGCT--CTTAT----------------AGTG-TACCTA----AA---------GTATTCCCG-----TATTTCAGCTAAGCAGCGTCCAGGTCCTGGAATCCTTCATCCGACGCATCAAGGAGGT

droRho1 scf7180000779469:134491-
134646 -

TTCTGTTGGAGTCGGCCACATCGCTGGCCAGGAAGATCCGCAATCAAGAGGTGAGTGAATTAAG--------TAA----TTATA--TACAA----------------AATA-TACCTA----AA---------TAATTC-C-A---TTATTTCAGCTAAGCAGTGTCCAGGTTCTGGAATCCTTTATCCGGCGCATTAAGGAGGT

droFic1 scf7180000453778:303990-
304146 +

TTCTGCTGGAGTCAGCCACGTCGCTTGCTAGGAAGATCCGCAACCAGGAGGTACGTTTATTAGC--------TAC----ATCTC-ATTCAA----------------GCCA-GAAATA----AT---------GGATTT-C-G---TTTTTCCAGCTAAGCAGCGTTCAGGTCCTAGAATCCTTCATAAGGCGTATCAAGGAGGT

droKik1 scf7180000302682:2161706-
2161863 +

TTCTGCTGGAGTCTGCCTCTTCGCTGGCCAGAAAGATTCGCAGCCAGGAGGTGAGTTGAGGTAG--------TTA----TTTTT--GTTAT----------------ATTT-TATTAC----AT---------TTTTCCATTT---CCTTTCTAGTTGAGCAGCGTCCAGGTGCTGGAATCTTTCATAAGACGCGTCAAGGATGT

droAna3 scaffold_13266:5520914-
5521074 -

TTCTGCTAGAATCTGCATCGTCTTTGGCCAAGAAGATCCGCAACCAGGAGGTGGGTAGTTGAAAA-AA----CTG-----TTGT--GCTTC----------------ATAA-TTACTG----AG----ATGATTTA-TTTAA------TTTTCAGTTAAGCAGTGTTCAAGTGCTGGAATCCTTTATTCGACGGGTCAAGGAGGT

droBip1 scf7180000395404:57206-
57363 +

TCCTGCTAGAATCAGCAACATCACTGGCCAAAAAGATCCGCAACCAGGAGGTGCGTTCACGAAA--------CTA----TTTTG-ATTCAT----------------A--A-ATACTAATTAAT---------TTGCTTCAA------TTCCCAGTTAAGCAGTGTCCAAGTGCTGGAATCCTTCATTCGAAGGGTCAAGGAGGT

dp5 3:2793338-2793505 + TTCTGCTCGAATCGGCATCGTCGCTTGCAAGAAAGATACGCAACCAGGAAGTGAGTAGATCTTGA-TATATGTAG-ATAC-------------ACTAGCCATCAGTA-TAAT-------AAC--------------CTCTCATGTCATCGAATAGCTTAGCAGCGTTCAGGTAATGGAGTCGTTCATACGCCGCATCAAGGAGGT
droPer2 scaffold_2:2983317-2983480

+
TTCTGCTCGAATCGGCATCGTCGCTTGCAAGAAAGATACGCAACCAGGAAGTGAGTAGATCTTGA-TA----TAG-ATAC-------------ACTAGCCATCAGTA-TAAT-------AAC--------------CTCTCATGTCATCGAATAGCTTAGCAGCGTTCAGGTAATGGAGTCGTTCATACGCCGCATCAAGGAGGT

droWil2 scf2_1100000004558:467069-
467236 -

TTCTGTTAGAATCGGCATCATCGTTGGCTAAAAAAATACGAGAGCAAAAGGTGAGCAAAATACAGAG-----TTGAACAT--------TAA-----AGTCGTCTGG-CTAA-AAGCTA----AT---------TAA-TCTTAA---TCCCATTAGCTAAGCAGTGTCGAAGTGTTGGAGTCCTTTATTCGTCGTATCCAAGAAGT

droVir3 scaffold_12875:6603637-
6603795 +

TACTCCTCGAATCGGCCACATCGCTGGCAACCAAAATTCGCAACCAAGAGGTGGACACTTACTT--------TCC----TCTTC--CTTGC--ACTGGCCA--------------TTA----AT---------GCGCTCGTTC---TTTTCTCAGCTAAGCAGCGTTCAGGTTCTGGAATCGTTTATACGTCGCGTTAAGGAAGT

droMoj3 scaffold_6496:23406104-
23406269 -

TACTCCTCGAATCGGCCACATCGCTGGCCAGAAAAATACGTAACCAAGAGGTATAGGCAACTAA--------TCT----TCCAGATGTCAAAGTCTAG---------AAA-----TTA----ATTTAT-----TCA-TCTTAC---TCTTTATAGCTAAGCAGTGTTCAGGTTCTGGAATCGTTTATACGCCGCATCAAGGAAGT

droGri2 scaffold_15112:1486644-
1486803 +

TTCTGCTTGAATCTGCTACAGCATTGGCAGCCAAAATTCGCAATCAACAAGTAAGTGAAAAAAA--------AAA---AC-------------TTTATTTCCTACTC-TAAT-------TTC-T------------TTCTTATTTTATTTTACAGCTCAGCAGCGTTCAGGTTTTGGAGTCGTTTATCCGGCGTGTCAAGGAAGT
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.................................................................................................................................ATGGTGTGGAAAACTGGAGAAG................................................................... 22 0 1 17.00 17 4 0 1 1 0 1 1 0 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................GGAAAACTGGAGAAGCCAT............................................................... 19 0 1 14.00 14 0 14 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................CAAATGGTGTGGAAAACTGGAGT..................................................................... 23 1 1 11.00 11 2 0 1 0 0 1 0 0 0 0 3 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................AATGGTGTGGAAAACTGGAG...................................................................... 20 0 1 8.00 8 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................AAATGGTGTGGAAAACTGGAG...................................................................... 21 0 1 7.00 7 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................AATGGTGTGGAAAACTGGAGA..................................................................... 21 0 1 6.00 6 1 0 0 0 1 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................CAATCAAATGGTGTGGAAAACT.......................................................................... 22 0 1 5.00 5 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................AATGGTGTGGAAAACTGGAGAA.................................................................... 22 0 1 5.00 5 0 0 1 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................CAAATGGTGTGGAAAACTGGAGA..................................................................... 23 0 1 5.00 5 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................AAATGGTGTGGAAAACTGGAGAAG................................................................... 24 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................TCAATCAAATGGTGTGGAAAAC........................................................................... 22 0 1 3.00 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................GGTGTGGAAAACTGGAGAAGCCATGTA............................................................ 27 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................AATGGTGTGGAAAACTGGAGT..................................................................... 21 1 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................ATGGTGTGGAAAACTGGAGA..................................................................... 20 0 1 3.00 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................CAAATGGTGTGGAAAACTGGAG...................................................................... 22 0 1 3.00 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................AAATGGTGTGGAAAACTGGAGA..................................................................... 22 0 1 3.00 3 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................ATGGTGTGGAAAACTGGAGAA.................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TCAAATGGTGTGGAAAACTGGA....................................................................... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................TTCTTCCCTAACTAACATGGC................................................................................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................AATGGTGTGGAAAACTGGAGAAG................................................................... 23 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................ATGGTGTGGAAAACTGGAGAAGT.................................................................. 23 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................TTTCAATTCAATCAAATGGTGTG................................................................................. 23 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TCAAATGGTGTGGAAAACTGG........................................................................ 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................AAATGGTGTGGAAAACTGGAGT..................................................................... 22 1 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TCAAATGGTGTGGAAAACTGGAGAAGC.................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................TACCTCTTTCTGAATCGAACC................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TGGTGTGGAAAACTGGAGAAGC.................................................................. 22 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TCAAATGGTGTGGAAAACTGGAG...................................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................ATGGTGTGGAAAACTGGAGATT................................................................... 22 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TCAAATGGTGTGGAAAACTGGAT...................................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................AATGGTGTGGAAAACTGGAGAT.................................................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................ATGGTGTGGAAAACTGGAG...................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................AATGGTGTGGAAAACTGGT....................................................................... 19 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................CAATCAAATGGTGTGGAAAAA........................................................................... 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................TACCTCTTTCTGAATCGAACCAGT............................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................AATGGTGTGGAAAACTGGAGTT.................................................................... 22 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................TACTACCTCTTTCTGAATCGAACCAGT............................. 27 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................CAATCAAATGGTGTGGAAAAC........................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TTTTCACATCACTTGTTATA...................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................AATGGTGTGGAAAACTGGAGAAGC.................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................TCAATCAAATGGTGTGGAAAA............................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................TCAATCAAATGGTGTGGAAA............................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................AATGGTGTGGAAAACTGGA....................................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................CAATCAAATGGTGTGGAAAACTG......................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................CAAATGGTGTGGAAAACTGGAGTT.................................................................... 24 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TCAAATGGTGTGGAAAACTGGAGT..................................................................... 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................AATGGTGTGGAAAACTGGAGATT................................................................... 23 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................TGTGGAAAACTGGAGAAGCCA................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................CCTCTTTCTGAATCGAACCAG.............................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................TTGATAATGCTCTGAAGC........................................................................................................ 18 2 5 0.40 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................CAAATGGTGTGGAAAACTGGTTT..................................................................... 23 3 4 0.25 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TGTTCGCCTAATCAAAGGGGAAAAAAAAGCTTAAAAGAAGGGATTGATTGTACCGAAAAGTGGAAAAAGTGTAGTGAACAATATTCGAATTTGGTAAACTATTACGAGACTTAAAAAGTTAAGTTAGTTTACCACACCTTTTGACCTCTTCGGTACATAAAGATGATGGAGAAAGACTTAGCTTGGTCAAAGACACGGTGTAAAGCAAATACTAAATA

****************************************************(((((((((((...(((((((((...((((...))))......(((((((((.......((((((....))))))))))))))))))))))))...)))))))))))..........*************************************************
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...................................................................................TTCGAATTTGGTAAACTATTA.................................................................................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................CTCTTCGGTACATAAAGAT...................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................AGGGATTGATTGTACCGAAAA............................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................AAGGAAAAAGTGTAGTGAACA.......................................................................................................................................... 21 2 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................AATATTCGAATTTGGTAA......................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............AGGGGAAAAAAAAGCTTAAAAG..................................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................AGTGTAGTGAACAATATTCGA.................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:8491856-8492073 + dme_406 A-CAAGCGGA--TTAG-TT--------------------------------------TCCCCTTTTTTTTCG--------AATTTTCTTCC-CT-AA-CTA-ACATGG-C-TTTTCACC-----------------------------------------------------------------------------------------------------------------------------------------------------------------TTTTTCACAT-------------------------------------------CACTTG---------TTA---TAAGCTTA--------------------------AA--C---------------------------------------C-ATTTGATAATGCTCTGAAT-----------TT----TTCAATTCAATC-AAATGGTGTGGAAAACTGGAGAA-----GCCATGTA-TTT----------CTA-----------CTACCTC-------TTTCTGAATC--G----AACCAGTTTCTGT-GCCACATTTCGTTTATGATTTAT----------------
droSim2 x:8063650-8063845 + A-AAAGCGGA--TTAG-TT--------------------------------------TTCCCTTATTTT-AG--------AATTTTCTTCC-CT-AA-CT--ACATGG-C-TTTTC-CC-----------------------------------------------------------------------------------------------------------------------------------------------------------------GTTTTCT------------------------A---------------------------------------------------------------------------TATCTT--ATATCTT-----------TAG------------------------------TCTATAT-----------CC----TTGAATTCAATT-AAATGGTGTGGAGAACTGGAGAA-----GCCATGTA-TTT----------CTA-----------CTACCTC-------TTTCTGAATC--G----AACCAGTTTCTGT-GCCACATTTCGTTTATGATTTAT----------------
droSec2 scaffold_35:342281-342494 + dse_78 A-CAAGCGGA--TTAG-TT--------------------------------------TTCCCTTATTTT-AG--------AATTTTCTTCC-CT-AA-CT--ACATGG-C-TTTTC-CT-----------------------------------------------------------------------------------------------------------------------------------------------------------------GTTTTCACAT-------------------------------------------CAGTTG---------CTT---TGAGCTTA---------------------------A--C---------------------------------------C-ATTTGATAATGGTCTATAT-----------CT----TTCAATTCAATC-GAATGATGTGGAAAACTGGAGAA-----GCCATGTA-TTT----------CTA-----------CTACCTC-------TTTCTGAATC--G----AACCAGTTTCTGT-GCCACATTTCGTTTATGATTTAT----------------
droYak3 X:12819810-12820027 - T-CAAGCGGA--TTAT-TT--------------------------------------ATCCCTTATTTT-AT--------AACTTGTATCC-CC-AA-CT--ACTTGG-C-TTTTC-CC-----------------------------------------------------------------------------------------------------------------------------------------------------------------CTTTTCCCAA-------------------------------------------CATTTG---------TTGTTCAAAACTTA---------------------------A--T---------------------------------------C-ATGCAA------TGTGAA-----------GTTTTCATTCAATTCAATT-GAAGGGTGTGGAAAACTGGAGAA-----GCCATGTA-TAT----------CTA--------CCTCTACCTC-------TCTCTAAATC--G----AACTCGTTCCTGT-GCCACATTTCGTTTATGATTTAT----------------
droEre2 scaffold_4690:6619120-

6619355 -
ATCAAGCGGA--TTAT-TT--------------------------------------ATCCCTTATTTT-AT--------AACTTTTATCC-CT-AA-CC--ACTTGG-C-TTTTC-CC-----------------------------------------------------------------------------------------------------------------------------------------------------------------CTTTTCGCAT-------------------------------------------CATTTG---------TTGTTCAAAACATA---------------------------A--C---------------------------------------C-ATGCAATAATGGTATGTATTCAATGTGAACTT-----TCGATTCAATT-AAATGGTCTGGAAAACTGGAGAAGCGAAGCCATGTA-TAT----------C--------TTCTACTACCTC-------TCTCTAAATC--G----AACTTGTTTCTGA-GCCACATTTCGTTTATGATTTAT----------------

droEug1 scf7180000408744:114428-
114688 +

G-CAAGCCGA--TTAT-TA--------------------------------------ATCCCTTTTTTTTAT--------AACTTAAT-CCTCTTAATTG--ACTTGGAC-TTTTC-CC-----------------------------------------------------------------------------------------------------------------------------------------------------------------TTTTTCACAT-------------------------------------------CATTTAATCGATGGCTTGTTAAAAACT-A---------------------------A--TCAGC-----ATT---------------TACA----------TTTTAAAAAGGATATAAATGAAAATTAATGAT----TCAAATTCAATC-AAATGATCTGAAAAAGTGGAAAA-----GTCTTGAA-TTTT--TGTATAT--------CTTCATCTACCTA-------TCTCTACATC--G----AACTCGTTTCTGT-GCCACATTTGTTTTATGATTTAT----------------

droBia1 scf7180000302069:928768-
929011 -

G-CAAGCGGA--TCTG------------------------------------------TCTCTTACTTC-AT--------AACGCTACGTT-CT-AT-CC--ACTTC-----CATC-CA-----------------------------------------------------------------------------------------------------------------------------------------------------------------GTTTTCAAAT-------------------------------------------CATTTG---------CTGGAAAAGATT-AA--------AGTAAATATGAAGTATTGGTCA--TTGATTT--------------------------------------------TGCGATTATAAAATAACTGT----TTTAAATTGGCC-TAGCGATCTGA-AAACTGGACCC-----TCCCTGAA-TGT----CTCTCT--------CCTAATCTACCTC-------TCTTTAAGTC--A----ACCTCGTTCCTGT-GCCACATTCGTTTTATGATTTAT----------------

droTak1 scf7180000414549:223527-
223876 +

G-CAAGCGGA--CTAT-TC--------------------------------------ATCCCGTGTTTT-TT--------ATTTTTC-TTT-AT-AA-CTATCCTTGG-CATTCTA-CA-----GTTTTTAGTAGAACTTGAAAAAAATGCATCGATATTATCGAATCCATATTGTTAAAATATCGAAAATATCGATAAGTTGAAGTTTCTCTTTAAAAATCGATATTATCGAATCCATTTTGTTAAAATATCGAAAATATCGATAATTTTCAAGGTATACTTTTCACAT-------------------------------------------CATTTA---------T-------------------------------------------------------------------------------------------------------------------AT----TAAAATCCAATC-AAATGATCTGAAAAACTGCAGTC-----GCCCTAAA-TAT----CTTTCT--------CTTTATCTACCTA-------CCTCTAAATT--G----AACTCGTTTCTGTTTCCACAATTGTTTTATGATTTAC----------------

droEle1 scf7180000491006:1943875-
1944105 +

G-CAAGCGGA--TTAG-TG--------------------------------------ATCCCCGTTTTT--C--------AACTTTAT-CC--------T--ACGGGG-C-TTTTC-CA-----------------------------------------------------------------------------------------------------------------------------------------------------------------GCTTTCACAT-------------------------------------------CATTTG---------CTGGTCAAAACTTA------------------------------------------------------------------------GTTTACTAGGGATATGAATCCAAATCAATTAA----TCGAATTTAAGA-AAGTGATCTGCAAATCTGGAAAA-----GCCCTATG-TATTCTACTCTCT--------ATTTATCTACCTC-------TCTCTAAATC--C----AACTCTTTTTTGT-GCCACATTCGTTTTATGATTTAT----------------

droRho1 scf7180000779514:90389-
90685 -

G-CAAGCGGA--TTAT-TT--------------------------------------ATCCCTTTTTTT-TG-----GTTAACTTTAC-CT-----------TTTCGGTC-TTTTC-CC-----------------------------------------------------------------------------------------------------------------------------------------------------------------GTTTGCACAT-------------------------------------------CATTTG---------CTGGTCAAAACT-ATACTTACAAAGTAA----GAAGTTTAAA--TCTGC-----ATTACAAATAA---TGCAGACATTTGTAGTTAATTTATTAGGGATATAAATCAAAATCAATTAT----TCGAATTCAACC-AAATGATCTGCAAATCTGGAACA-----GCCCTGTA-TATT--TCTCTCT--------CTGTATCTACCTCTCTTAATCCTCTCAATC--A----AACTCGTTTTGGT-GCCACATTTGTTTTATGATTTAT----------------

droFic1 scf7180000451789:297578-
297832 +

G-CAAGAGGA--TAAT-TT--------------------------------------ATCCCTGATATT-AT--------CGTTT-TATCC-CT-AA-T---CTATGG-C-TTTTT-TG-----------------------------------------------------------------------------------------------------------------------------------------------------------------GTTTG--------TTTTTAATCTTGTGAAATTGACAAAAGATCTCACTGAAATC----------------GGTCAA-------------------------AAGTTTTAA--TAATC-----TTTATA-------------------------------------ATTCAAATTGAAATTGAATTT----TCTATGTGAATC-AAGTGATCTGAAGAACTGAAAAA-----GCCATATGATCT----------ATC-----------TTAACCA-------TCTCTTAATC--A----AACTCGTTTTTGT-GCCATATTTGTTTTATGATTTAT----------------

droKik1 scf7180000302264:208178-
208390 +

A-CATGTGGC--TTTT-C------------------------------------ACGACCCCACCCACC-AC---------------------------------------------CC-----------------------------------------------------------------------------------------------------------------------------------------------------------------CCCTCCTCGT-------------------------------------------CACTCA---------CAAGCCAGGATT-AA--------TTATCCTCTGAACTAATATTCA--ATGTTTC-----------CAG-----------------------------------------------CCTTTTCCTGACTCGAAAAGAAGCGAGAAGAGAGACAGGAA-A-----GGGCTGTA-CAT----------CTTTCTCTCTCTCTCT----C-------TTTCT---------------------TGAT-GAACCATTTGTTTTATGATTTATTTCCATATATATACAT

droAna3 scaffold_13248:4138907-
4139096 -

G-CAAGCAGA--TTCT-TC--------------------------------------ATCCTTTTT-TG-AT-TCTTT--GGTTC-TATTT-CG-AG-T---TCCTGG-C-CTAC----ATCCGGG-----------------------------------------------------------------------------------------------------------------------------------------------------------A--------CTGTTCTTGTTGAT-------------------------------------------------G----CACG---------------------------T--C-----------------------CGTAGGCA------------------------------------------------------TTCG-GAGCAATGCGATCAACAAGGATA-----GCCCCGAT-GGCG----T----CC--------------ACCTC----CGATCTCCTTCCC-------ATATCGTTTT--T-GCCACATTTGTTTTATGATTTAT----------------

droBip1 scf7180000396021:19050-
19236 +

G-CCGGCAGA--TTTC-TT--------------------------------------CATCCTTTTTTT-AT-TCTTT--GGTTT-TATTC-CC-AT-T---TCCTGG-C-CAT-----GTCCGGG-----------------------------------------------------------------------------------------------------------------------------------------------------------A--------CTATTCTTGTTGTT-------------------------------------------------GTCCTCGGA---------------------------A--T---------------------------------------T-G---------------------------------------------TG-CCCTGACAAGGACAACAAGGATA-----GACCTGAT-TGTG----C----CC------------------CCTTCCAGCCCCCCACTC--C----ATATCGTTTT--A-GCCACATTTGTTTTATGATTTAT----------------

dp5 XL_group1e:7728256-7728413
+

A-CAAATCGCA-ATT--T------------------------------------TCGATTATTTCCATC-ATTTCTTG--TATTT-----------------CTTTGC-C-TTTTC-CC-----------------------------------------------------------------------------------------------------------------------------------------------------------------CTCTATATCTCTATTCCTGT------TTCACT----------------------------------------------CACT---------------------------C--T--------------------CAC------------------------------T-----------------------------------------------------------------------------CTATATTCT--------ATCTATCTATCTC-------TCTCTGTGCCATG----TATTCCCTT------TTTTGTTTTGTTTTTGATTTAT----------------

droPer2 scaffold_13:828133-828290 - A-CAAATCGCA-ATT--T------------------------------------TCGATTATTTACATC-AGTTCTTG--TATTT-----------------CTTTGC-C-TTTTC-CC-----------------------------------------------------------------------------------------------------------------------------------------------------------------CTCTATATATCTATTCCTGT------TTCACT----------------------------------------------CACT---------------------------C--T--------------------CAC------------------------------T-----------------------------------------------------------------------------CTATATTCT--------ATCTATCTATCTC-------TCTCTGTGCCATG----CATTCCCTT------TTTTGTTTTGTTTTTGATTTAT----------------
droWil2 scf2_1100000004963:4010560-

4010592 -
T-TT------------------------------------------------------------------------TT--GTTTT----------------------------TAA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T-TCCATATATATCTT----TATAT----------------

droVir3 scaffold_12970:6659702-
6659856 -

A-CGAACGCAGTTCAACTTCTTTTTTCTTTCAGAGATTTTTGTACTAGATATTA-TTTTTATTTGTTTT-TTTTTTTT--TTTTT--------------------------TTTTG-CC-----------------------------------------------------------------------------------------------------------------------------------------------------------------TCTTGTATTTTTAC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATATGA----------------------------------------------AAACTC-------TCTTAAAATC--GCTCCAATTCGTTTCTGT-GCAACTTTTTTTTT-------------------------

droMoj3 scaffold_6473:12083969-
12084018 -

C--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCTCTGAATC--GCTCCAATTCGTTTCTGT-GCAACGTTTTGTATTT--GTTGT----------------

droGri2 scaffold_14853:5838519-
5838524 +

A-TTCGT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

Generated: 09/09/2015 at 02:11 AM
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TCGCGCGCGCGTCTGTGTGTGCGTGGTAGCGTGTGTGTGAGGAGAGCGGCCAGCGGCATAATGCCGGCGACAGCGAATTCATGGATCTTGTTGCTGTTGTTGTTGGTCGCCGTGGAAAGATGCAGCAGCAACAGCAGCGGGCGCATCAATAGTCGCAGCAGCAGCAGCGGCTACAGGAAGGTCCAGTGGCAGGAGCAACAGGAGGCCCCCACTCTGCGTCCCCTTCCCG
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Read
size

#
Mismatch

Hit
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Total
Norm Total

GSM1528798

follicle
cells

V127

G2

GSM609229

embryo 2-
6hr

V146

S1
cell

SRR029029

dcr-1
knockdown

GSM609222

ML-DmBG1-
C1

GSM609225

ML-DmBG3-
C2

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

V125

ML-
DmD9

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM272653

KC -48 #1

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

V096

loqsKO/f00791
ovary

GSE24545

CS ovary
total
RNA

V145

S2-
DRSC

V147

1182-
4H
cell

V079

Oxidation,
female
head

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

GSM399110

KC-48 #2

V140

Dessication_female_body

GSM609224

female,
one day

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM467729

Dmel_wt_sRNAseq

GSM286607

6-10h #1
(10)

GSM322543

male head
#1

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR060649

A2_ovaries_FLAG-
Piwi

GSM399101

kc167
cell

V132

ML-
DmD32

V133

Sg4

V148

mbn2

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

GSM399100

Kc167
cell

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

V073

mbn2

V078

Desiccation,
female head

SRR029633

total
small RNAs
from hen1
homozygous
flies

V134

ML-
DmD8

SRR031692

Total
small
RNAs from
Oregon R

GSM286611

6-10h #2
(11)

GSM609243

KC+48 #1

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR029028

untreated
(mock)

SRR029033

lacZ
knockdown

SRR032093

ago1
knockdown

SRR060644

A2_ovaries_total

SRR097865

Drosophila
S2-NP
cells

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V036

ML-
DmD20c5
cell

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V130

ML-
DmBG3-
c2

GSM609223

male, one
day

GSM609217

MLDmD20c5

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V080

Starvation,
female head

V086

female
body,
aged

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

V003

dsDcr-1
(katsutomo
RNA)

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609237

ago2[414]
ovary
total RNA

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM628272

ago2[414]
ovary
total RNA

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR060648

A2_ovaries_FLAG-
Aub

SRR001349

heterozygous_dcr-
2_untreated

GSM180329

adult
bodies
(female
bodies,
male
bodies)

GSM180330

very
early
embryo
(0-1)

GSM379051

Armi
Mutant

GSM379056

Krimp
Heterozygote

GSM379060

SpnE
Heterozygote

GSM379065

Zuc
Heterozygote

GSM467730

Dmel_r2d2_sRNAseq

GSM322338

2-4day
pupae#2

GSM399105

disk #2

GSM360262

0-2d
pupae

GSM609242

s2+48 #2

S6

0-1,2-
6,6-
10h
embryo

SRR010955

Aub IP in
Ago3
heterozygotes

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR029031

loqs-ORF
knockdown

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR060652

hs-
Penelope_testes_total

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR097867

Drosophila
S2-NP
cells

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V032

S1
cell

V037

Felix
sample
+mirtrons

V038

Felix
sample
S2
only

GSM609238

embryo
14-24hr

V085

CME
W2
wing
disc

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V128

S3

V131

ML-
DmD16-
c3

V136

Male
aged
body

V077

cold,
female
head

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

GSM609227

CMEW1
Cl.8+
cell

V008

S2-
DRSC

SRR001348

ago2_oxidized

SRR032092

mock
oxidized

GSM379052

Aub
Heterozygote

GSM609241

s2+48 #1

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

V006

r2d2 female:
possibly
heterozygous

GSM609230

CS,ovary,AGO1IP

AGO1
V074

S3

GSM286605

2-6h #1
(8)

GSM379063

Vasa
Heterozygote

GSM609244

KC+48 #2

SRR014282

Ovary_rep1_wK_P
GSM343832

S2R+ cell

GSM399107

male body
#2

SRR029032

r2d2
knockdown

GSM609219

GM2 cell

GSM371638

S2-NP

GSM424740

S2 pKF63
stably
transfected

SRR001340

IR_beta-
eliminated

SRR001344

dcr-
2_beta-
eliminated

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V091

fGS/OSS
total
Â 

V142

Oxidation_female_body

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

...........................................................................................................................AGCAGCAACAGCAGCGGGCGCA.................................................................................... 22 0 1 19.00 19 0 0 1 0 0 0 1 0 2 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................CTTGTTGCTGTTGTTGTTGGTCGC....................................................................................................................... 24 0 1 8.00 8 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................TGCAGCAGCAACAGCAGCGGGCG...................................................................................... 23 0 1 8.00 8 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................AATTCATGGATCTTGTTGCTG..................................................................................................................................... 21 0 1 6.00 6 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................AGCAGCAACAGCAGCGGGCGC..................................................................................... 21 0 1 4.00 4 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GCCGGCGACAGCGAATTCATGGATCT............................................................................................................................................. 26 0 1 3.00 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TCTTGTTGCTGTTGTTGTTGGTC......................................................................................................................... 23 0 1 3.00 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................GTTGTTGTTGGTCGCCGTGGA................................................................................................................. 21 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................CTACAGGAAGGTCCAGTGGCA...................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.....................................................................................................GTTGGTCGCCGTGGAAAG.............................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................................CTACAGGAAGGTCCAGTG......................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................................................................AGCGGCTACAGGAAGGTCCAGTGGCA...................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................TTGCTGTTGTTGTTGGTCGCCGTG................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................CATGGATCTTGTTGCTGTTG.................................................................................................................................. 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................CAGCAGCGGCTACAGGAAGGGT.............................................. 22 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................CAACAGCAGCGGGCGCATCAA................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................TAATGCCGGCGACAGCGAATTCATG.................................................................................................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......GCGCGTCTGTGTGTGCGTGGTAGC....................................................................................................................................................................................................... 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................TTGTTGCTGTTGTTGTTGGT.......................................................................................................................... 20 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................GATGCAGCAGCAACAGCAGC........................................................................................... 20 0 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................AGATGCAGCAGCAACAGCA............................................................................................. 19 0 6 0.17 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AGCGCGCGCGCAGACACACACGCACCATCGCACACACACTCCTCTCGCCGGTCGCCGTATTACGGCCGCTGTCGCTTAAGTACCTAGAACAACGACAACAACAACCAGCGGCACCTTTCTACGTCGTCGTTGTCGTCGCCCGCGTAGTTATCAGCGTCGTCGTCGTCGCCGATGTCCTTCCAGGTCACCGTCCTCGTTGTCCTCCGGGGGTGAGACGCAGGGGAAGGGC
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......................................................................................................................................................................................................GTCCTCCGGGGGTGAGACGCA.......... 21 0 1 18.00 18 18 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................CAACCAGCGGCACCTTTCTAC........................................................................................................... 21 0 1 11.00 11 0 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................CGTAGTTATCAGCGTCGTCGT.................................................................. 21 0 1 3.00 3 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
AGCGCGCGCGCAGACACACAC................................................................................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................TGTCGCTTAAGTACCTAGAAC........................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................................GTAGTTATCAGCGTCGTCGTC................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................................................................TCCGGGGGTGAGACGCAGGGG...... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................CGACAACAACAACCAGCGGCA.................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................GCTGTCGCTTAAGTACCTAG.............................................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................CCTCTCGCCGGTCGCCGTAT......................................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................GTTGTCGTCGCCCGCGTAGTT................................................................................ 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................................GTCGCCGATGTCCTTCCAGGT............................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............CACACACGCACCATCGCACAC.................................................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................................................................................CTCCGGGGGTGAGACGCAGGG....... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................................................................TGTTGTCCTCCGGGGGTGAGAC............. 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................GCACCTTTCTACGTCGTCGTT.................................................................................................. 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................................................................CCTCCGGGGGTGAGACGCAGG........ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................TCGCCCGCGTAGTTATCAGC.......................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................AAGTACCTAGAACAACGACAAC.................................................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:4062102-4062330 + dme_405 TCGCGCGCGCGTCTGTGTGTGCGTGGTAGC--GTGTGT------------------------------------------------------------GTGAGGAGAGCGGCCAGCGGCATAATGCCGGCGACAGCGAA-----------------------------------------------------TTCATGGATCTTGTTGCTGTTGTTGTTG----------------------------------------------------------------------GTCGCCGTGGAAAG-----------------ATGCAGCAGC---AACA---GCAGCGGG---------CGCATCAATAGTCGCA------GCAGCAGCA------GCGGCTACAGGAAGG--TCCAGTGGCAGGAGCAACAG-GAGGCC-----------------------------------------------------------C------CCACTCTGCGTCCCCTTCCCG
droSim2 2r:4879049-4879267 + dsi_14 GTCTGTGTG----------TGCGTGGTAGC--GTGTGT------------------------------------------------------------GCGAGGAGAGCGGCCAGCGGCATAATGCCGGCGACAGCGAA-----------------------------------------------------TTCATGGGTCTTGTTGCTGTTGTTGTTG----------------------------------------------------------------------GTCGCCGTGGAAAG-----------------ATGCAGCAGC---AACA---GCAGCGGG---------CGCATAAATTTTCGCA------GCAGCAGCA------GCGGCTACAGGAAGG--TCCAGTGGCAGGAGCAACAG-GAGGCC-----------------------------------------------------------C------CCACTCTGCGTCCCCTTCCCG
droSec2 scaffold_1:1701921-1702144

+
dse_126 TCGCGCGCGCGTCTGTGTGTGCGTG-------GTGTGT------------------------------------------------------------GCGAGGAGAGAGGCCAGCGGCATAATGCCGGCGACAGCGAA-----------------------------------------------------TTCATGGGTCTTGTTGCTGATGTTGTTG----------------------------------------------------------------------GTCGCCGTGGAAAG-----------------ATGCAGCAGC---AACA---GCAGCGGG---------CGCATCAATTTTCGCA------GCAGCAGCA------GCAGCTACAGGAAGG--TCCAGTGGCAGGAGCAACAG-GAGGCC-----------------------------------------------------------C------CCACTCTGCGTCCCCTACCCG

droYak3 2L:16712450-16712668 + dya_1790 TCGCGCGCGTGTGT--TTGTGC----------GTGTGT------------------------------------------------------------GTGAGGAGAGCGGCCAGCGGCATAATGCCGGCGACAGCGAA-----------------------------------------------------TTCATGGGTGTTGTTGCTGTTGTTGTTG----------------------------------------------------------------------GTCGCCGTGGAAAG-----------------ATGCAGCAGC---AACA---GCAGCGGG---------CGCATCAATAGTCGCA------GCAGCAGCA------GCGGCAACAGGAAGT--TCCAGTGGCAGGAGCAACAG-GAGGCC-----------------------------------------------------------C------CCACTTTGCGTCCCCTTCCTG
droEre2 scaffold_4929:18572372-

18572599 -
der_1516 CT-CGCGCGCGTTTGTGTGTGCGTGTGTGT--GTGTGT------------------------------------------------------------GTGAGAAGAGCGGCCAGCGGCATAATGCCGGCGACAGCGAA-----------------------------------------------------TTCATGGGTGTTGTTGCTGTTGTTGTTG----------------------------------------------------------------------GTCGCCGTGGAAAG-----------------ATGCAGCAGC---AACA---GCAGCGGG---------CGCATCAATAGTCGCA------GCAGCAGCA------GCGGCTACAGGAAGT--TTCACTGGCAGGAGCAACAG-GAGGCC-----------------------------------------------------------C------CCACTTTGCGTCCTCTTCCTG

droEug1 scf7180000409474:2883182-
2883402 +

TAGT----------------------GTGTGTGAGTGT------------------------------------------------------------CAGAGGAGAGCGGCCAGCGGCAAAATGCCGGCGACAGCGAATTCGAA-----------------------------------------------TTCGTGGGTGTTGTTGCTGTTGTTGTTG----------------------------------------------------------------------GTCGCCGTGGAAAG-----------------ATGCAGCAGC---AACA---ACAGCGGACCTCGCGCCAGCGGCAACGG---CA------------GCCGCGGCATTGGATACGGGAAAA--TCCATCGGCAGGAGCAACAG-GAGTTC-----------------------------------------------------------C------CCACTTTGCGTCCCCTAACAG

droBia1 scf7180000302291:1913608-
1913811 +

CAGC----------------------G--------TGT------------------------------------------------------------GCGAGGAGAGCGGCCAGCGGCAAAATGCCGGCGACAGCGAA-----------------------------------------------------TTCGTGGGTGTTGTTGCTGTTGTTGTTG----------------------------------------------------------------------GTCGCGGTGGAAAG-----------------ATGCAGCAGCGATAACA---GCAGCGGG---------CGCATCAATAGTCGCA------GCAGCAGCA------GCGGCCATCGGAAAA--TGCAGTGGCAGGAGCAACAG-GAGTCC-----------------------------------------------------------C------CCACCTTGCGCCCCCTCCCCG

droTak1 scf7180000415088:43520-
43737 -

GAGA----------------------G--------CAG-----------------------------------------------CAGCAA-----CAACAACAACAGCGGCCAGCGGCAAAATGCCGGCGACAGTGAA-----------------------------------------------------TTCGTGGGTGTTGTTGCTGTTGTTGTTG----------------------------------------------------------------------GTCGCGGTGGAAAG-----------------ATGCAGCAGC---AACAACAGCAGCGGT---------CGCATCAATAGTCGCA------GCAGCAGCAGCAGCAGCGGCTATAGGAAAA--TCCAGTGGCAGGAGCAACAG-GAGGCC-----------------------------------------------------------C------TCACCCTGCGCCCCTTTCCCG

droEle1 scf7180000491240:859159-
859360 +

CAGT----------------------GT----GTGTGT------------------------------------------------------------GCGAGGAGAGCGGCCAGCGGCAAAATGCCGGCGACAGCGAA-----------------------------------------------------TTCGTGGGTGTTTTTGCTGTTGTTGTTG----------------------------------------------------------------------GTCGCCGTGGAAAG-----------------ATGCAGCAGC---AACA---GCAGTGGG---------CGCATCAATAGTCGCA------GTAG---CA------ACGGCTACAGGAAAA--TTCAGTGGCAGGAGCAACAG-GAGTTC-----------------------------------------------------------C------CCACTTTGCGTCCACTTCCAG

droRho1 scf7180000770177:147418-
147615 +

CAGT----------------------G--------TGT------------------------------------------------------------GTGAGAAGAGCGGCCAGCGGCAAAATGCCGGTGACAGCGAA-----------------------------------------------------TTCGTGGGTGTTGTTGCTGTTGTTATTG----------------------------------------------------------------------GTCGCTGTGGAGAG-----------------ATGCAGCAGC---AACA---GCAGTGGG---------CGCATCAATAG---AA------GCAGGAGCA------GCGGCTATAGGAAAA--CCCAATGGCAGGAGCAACAG-GAGCTC-----------------------------------------------------------G------CCACTTTACGTCCCCTACCAG

droFic1 scf7180000453215:147112-
147303 -

CAGT----------------------G--------TGT------------------------------------------------------------TCGTAAAGAGCGGCCAGCGGCAAAATGCCGGCGACAGCGAA-----------------------------------------------------TTCGTGGGTGTTTTTGCTGTTGTTGTTG----------------------------------------------------------------------GTCGCCGTGGAAAG-----------------ATGCAGCAGC---AACA---GCCGCGGG---------CGCATCAATAGTCGCA------GCAGCATC---------------AGGAAAA--GCCACTGGCAGGAGCAACAG-GAGTCC-----------------------------------------------------------C------CCACTTTGCGTCCCCTGCCCG

droKik1 scf7180000302411:115768-
115958 -

GCGG----------------------CAGCAGGAGTGT------------------------------------------------------------GTGAAGAGAGCGGCCAGCGGCAAAATGCCGGCGACAGCGAA-----------------------------------------------------TTCGTGGGTGTTGTTGCTGTTGTTCGTC----------------------------------------------------------------------GTCGCCGTGGAAAG-----------------ATGCAGCAGC---AGCA---GCAGCAG------------CAA--AGA---------GCAGTGGCAGGA------------GCCGCAG-T--TGCAGTTGC---AGCAACAG-GAGTCC-----------------------------------------------------------T------CCACTTTACCTCCCTTGCCGG

droAna3 scaffold_13266:1925293-
1925466 -

dan_4048 CAGC----------------------G-----------------------------------------------------------------------GCGAGAAGAGCGGCTTGCGGCAAGATGCCGGCGACAGCGAA-----------------------------------------------------TTCGTGGGTGTTGTTGCTGTTGTTCG--------------GCGT----------------------------------------CGTC----------GTCGCCGTAGAAAG-----------------CAGCAGCATC---ATCA---GCA--------------------AAAAGGGCCA------GCAGCAGCA------G---------------------------CAGCAACAG-GAGTCC-----------------------------------------------------------TTGACGTCCACGCTTCGTCCTCTCCCGG

droBip1 scf7180000396730:2911780-
2911959 -

CATC----------------------G-----------------------------------------------------------------------GCGAGAAGAGCGGCTTGCGGCAAGATGCCGGCGACAGCGAA-----------------------------------------------------TTCGTGGGTGTTGTTGCTGTTGTTCG--------------GCGT----------------------------------------CGTC----------GTCGCCGTGGAAAG-----------------CAGCAGCAGC---ATCA---GCAGC------------------------------------AGCAGCA------TCACCAGCAAAAAGG--GCC---------AGCAACAG-GAGTCC-----------------------------------------------------------TCGACGTCCACGCTTCGTCCTCTACCGG

dp5 XL_group1e:11145239-
11145451 +

GGGG----------------------GAGTACCACTGC------------------------------------------------------------AATAAAAGGGTTGTCAGCGGCAGGGTGA--GGGAGAGGGAATGAAGAGCGATCGCAATGGGTAATGGTCGAGTCGAGTCG-----GGTC--------------------------------------GGGTCG-GCTT----------------------------------------TGGCGTTGGCGGGGCGCAGCGTGTGAAA-----------------AGACGACAGC---AACA---GCAGCAGC---------AACAACAACGG---CGGCCGCAGCAGCAGCA------------GCAGCAA-T--GGCAGCGGCAGCAACAACA-----------------------------------------------------------------------------------------------

droPer2 scaffold_14:586399-586606
+

GGGG----------------------GAGTACCACTGC------------------------------------------------------------AATAAAAGGGTTGTCAGCGGCAGAGTGAGGGAGACG--GAATGAAGAGCGATCGCAATGGGTAATGGTCGA-----GTCG-----GGTC--------------------------------------GGGTCG-GCTT----------------------------------------TGGCGTTGGCGGGGCGCAGCGTGTGAAA-----------------AGACGACAGC---AACA---GCAGCAGC---------AACAACAACGG---CGGCCGCAGCAGCAGCA------------GCAGCAA-T--GGCAGCGGCAGCAACAACA-----------------------------------------------------------------------------------------------

droWil2 scf2_1100000004514:381085-
381311 +

GCG-----------------------------------------------------------------------------------------------------------GC------CAAAATGCCGGCGACAGCGAA-----------------------------------------------------TTTGTTGGTGTTGTTGTTGCTGCTGCTT-----GTGTCCGTCGT--------G-----------------------------AGTGTT----------GTTGTTGTGGATAGCAAG----AAAATTGTGTTGTTGCAAC---AACA---GCAAC---------------------AGCCGCA------GC------------------------------------------AGCAACAG-GAGTCTACCGAATCCTCCACAACGCTGAGGCCGTTAACAGATAGAGGTAAGAAAAAGACAAAACAATAAAGTGTATCTCTC-TTCCCCCCACA

droVir3 scaffold_13042:249336-
249594 +

GCGCGTGCGAGTGTGTGAGTGCGAGAGAGC--GAGAGAGAGAG------------------------AGAGCGTCGCCTGAACAACAACAAAGAAAAGAAAAAAAAAAC------------------------------------------------------AGACAAAACAAAACAACAGAAGCCGAGCTTTCAGTGTTGTTGTTGTTGTTG---TGTTGCGC-----------------------------------------------------------------GTTGCCATGGCCAG-----------------CATCAGCAGC---AGCA---TCAGCAGC---------AGCATCAGCAGCAGCA------ACAGCAGCA------GCAGCGCAACAAATGCAGCCAGCAGCAA-CGCAACAGCGCTGCC-----------------------------------------------------------C------TCACTATTTGCC---------

droMoj3 scaffold_6473:486506-
486718 +

GCGTGCATGTGTGTGTGTGTGTGTG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------A---------CTGTTTTTGC--------------GCGTGTGTGTGTGCGCGCGCACGCAGCAGCTGCCGTTGTCGAAGGCTT----------TTCCTTTTGGCTGGCAAAGCCGGGAGCCTAAGAGCAGCAGC---AGCA---GCAGCAGA---------AGCAGCAGCAG---CAGGAGCAGCAGCAGGA------------GCAGCAG-C--AGCAGGAGCAGCAGCAGCAG-GCGAAA-----------------------------------------------------------C------GCTCTTCGGGCCC--------

droGri2 scaffold_15203:4615786-
4615985 +

GTGCGCGTGTGTGTGTGTGTGTGT--GTGC--GTGTGTATGATTACATACACATTTATGCTTATGCA-------------------------------CACACGCCCACGGCCATTTGC-------------------A-----------------------------------------------------TCCACAGAGACCGTTGC-GTTG---TGTTGC-------------------------------------------------------------------GT---TGCAG-AAG-----------------AAGCAGCAGC---AGCA---GCAGCAAC---------AGCAGCAACAG---CA------GCAACAGCA------GCAACAACAGCAA------CAACAACAGCAACAACAG-CAG------------------------------------------------------------------------------------------
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CGACGGTCATCCACACGACGCCTGGCAATGCAGTGCAAGTGCGTAACAAAGTGCGTAGAACGGGGAGCACGGAGCACCCGCCGAACCGAACTCTACTAATGAACTCGATCACCTCGCACACAGATCCCTCCAACCTTTCCGTGTAAGATCAAGCCCGAACCGAACACGCAGCA
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..................................................GTGCGTAGAACGGGGAGCACGGA.................................................................................................... 23 0 1 17.00 17 0 0 1 3 3 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGCGTAGAACGGGGAGCACGGAGC.................................................................................................. 25 0 1 12.00 12 0 0 2 1 2 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................GTGCAAGTGCGTAACAAA........................................................................................................................... 18 0 1 7.00 7 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGCGTAGAACGGGGAGCACGG..................................................................................................... 22 0 1 6.00 6 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGCGTAGAACGGGGAGCA........................................................................................................ 19 0 1 5.00 5 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGCGTAGAACGGGGAGCACGGAG................................................................................................... 24 0 1 5.00 5 0 0 1 0 0 0 1 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................GCACCCGCCGAACCGAAC.................................................................................. 18 0 1 5.00 5 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................AATGCAGTGCAAGTGCGTAAC.............................................................................................................................. 21 0 1 3.00 3 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............ACACGACGCCTGGCAATGC.............................................................................................................................................. 19 0 1 3.00 3 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGCGTAGAACGGGGAGC......................................................................................................... 18 0 1 3.00 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................AGCCCGAACCGAACACGCAGC. 21 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................GCGTAGAACGGGGAGCACG...................................................................................................... 19 0 1 2.00 2 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................TGGCAATGCAGTGCAAGTGCGTAACAAA........................................................................................................................... 28 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGCGTAGAACGGGGAGCAC....................................................................................................... 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGCGTAGAACGGGGAGCACG...................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................GCGTAGAACGGGGAGCACGGAGCACCCG............................................................................................. 28 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................TGCGTAACAAAGTGCGTAGAACGGG............................................................................................................. 25 0 1 2.00 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........ATCCACACGACGCCTGGC................................................................................................................................................... 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TGCGTAGAACGGGGAGCACGG..................................................................................................... 21 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................AGTGCAAGTGCGTAACAAA........................................................................................................................... 19 0 1 2.00 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................AGAACGGGGAGCACGGAGCA................................................................................................. 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AACCGAACTCTACTAATGAAC..................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................GACGCCTGGCAATGCAGTGCA........................................................................................................................................ 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................GTGTAAGATCAAGCCCGAACCGAACACG..... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................AACTCGATCACCTCGCACACAGATCCC............................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGCGTAGAACGGGGAGCACGGAGCA................................................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............ACGACGCCTGGCAATGCAGT........................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................ATCACCTCGCACACAGATCCC............................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TCCCTCCAACCTTTCCGTGTAAGA......................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGCGTAGAACGGGGAGCACGGAATC................................................................................................. 26 3 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................CCGAACTCTACTAATGAACT.................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TGCGTAGAACGGGGAGCACGGAGCAC................................................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................AGCCCGAACCGAACACGCA... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................GCGTAACAAAGTGCGTAGAACGGG............................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................GCGTAGAACGGGGAGCACGGAGC.................................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................AACTCGATCACCTCGCACA..................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................AGCCCGAACCGAACACGCAGCA 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................CGAACTCTACTAATGAACTCG.................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................ACTCGATCACCTCGCACACAG.................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TCTACTAATGAACTCGATCACCTCGC........................................................ 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGCGTAGAACGGGGAGCACGGAGA.................................................................................................. 25 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................GGCAATGCAGTGCAAGTGCGTAA............................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................GTAACAAAGTGCGTAGAACGGT............................................................................................................. 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................GTGTAAGATCAAGCCCGA............... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................GCCTGGCAATGCAGTGCAA....................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGCGTAGAACGGGGAGCACGGAGT.................................................................................................. 25 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................TGTAAGATCAAGCCCGAAC............. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................TGCAGTGCAAGTGCGTAAC.............................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................CAATGCAGTGCAAGTGCGTAAC.............................................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................GTGCGTAACAAAGTGCGTAGAACGGGG............................................................................................................ 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CGACGGTCATCCACACGACGCCT...................................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................GACGCCTGGCAATGCAGTGCAAGTGC................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTGCGTAGAACGGGGAGCACGGG.................................................................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................GCGTAGAACGGGGAGCACGGA.................................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............CACGACGCCTGGCAATGCAG............................................................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................AGATCAAGCCCGAACCGAACACGC.... 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTGCGTAGAACGGGGAGCACGGAAA.................................................................................................. 25 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................AGCACCCGCCGAACCGAACT................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................................................CAAGCCCGAACCGAACAC...... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................GTGCGTAACAAAGTGCGTAGAACGG.............................................................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................CAGTGCAAGTGCGTAACAA............................................................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................TGGCAATGCAGTGCAAGTGCGTAA............................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GCTGCCAGTAGGTGTGCTGCGGACCGTTACGTCACGTTCACGCATTGTTTCACGCATCTTGCCCCTCGTGCCTCGTGGGCGGCTTGGCTTGAGATGATTACTTGAGCTAGTGGAGCGTGTGTCTAGGGAGGTTGGAAAGGCACATTCTAGTTCGGGCTTGGCTTGTGCGTCGT

**************************************************(((((..((.(((((((..(((.((....))....)))..))))..........))).))....)))..))..**************************************************
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GSM609222
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whole
flygenotype:
control wild
type (w,
5905)

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM371638

S2-NP

SRR031702

2'-O-
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GSM399110

KC-48 #2
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6hr
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#1
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S1
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GSM609250

ML-DmD32
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SRR001339
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GSM609219

GM2 cell
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total
Â 
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strain: vret148-
60/TM6genotype/variation:
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female head

SRR001348

ago2_oxidized
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Ovary_rep1_LK_P

SRR341115

transfected
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targeting
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Schneider 2
(S2)
cellsoxidation

GSM609226

CMEW1
Cl.8+
cell
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GSM609251

aged
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head
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CME
W2
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ML-
DmD16c3
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AGO1-
IP,
reseq

AGO1

GSM385744

OSS_s2

SRR031692
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RNAs from
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RNA)

GSM609238

embryo
14-24hr

GSM609234

CS Â male
total RNA
Â 

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1
...........................................................................................................................TAGGGAGGTTGGAAAGGCACA............................. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................CTTGGCTTGAGATGATTACTT...................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......GTAGGTGTGCTGCGGACCGTTA................................................................................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................CTCTTGAGATGATTACTTG..................................................................... 19 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................GGGCGGCTTGGCTTGAGATGAT........................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................GGCACATTCTAGTTCGGGCTT.............. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:18267197-18267369 + dme_425 CGACGGTCATCCACACGACGCCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGAAC-------GGGGA----GCA----------------CGGAGCACCC--GCC------GA-----ACCGAACTCT------------------------------------------------------ACTAATGAA-------------------------------------------------CTCGAT---CACC---------TCG-----------------------------------------------------------------------------------------C----ACACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAGCCCGAACCGAACACGCAGCA
droSim2 x:17364867-17365039 + dsi_32460 CGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGAAC-------GGGGA----GCA----------------TGGAGCACCC--GCC------GA-----ACCGAACTCT------------------------------------------------------ACTAATGAA-------------------------------------------------CTCGAT---CACC---------TCG-----------------------------------------------------------------------------------------C----ACACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAGCCCGAACCGAACACGCAGCA
droSec2 scaffold_8:576723-576895 + CGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGAAC-------GGGGA----GCA----------------TGGAGCACCC--GCC------GA-----ACCGAACTCT------------------------------------------------------ACTAATGAA-------------------------------------------------CTCGAT---CACC---------TCG-----------------------------------------------------------------------------------------C----ACACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAGCCCGAACCGAACACGCAGCA
droYak3 X:16895123-16895288 + dya_1456 CGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC-------GAGGA----GCAGC-----------------------C--GCC------GA-----ACCGAACTCT------------------------------------------------------ATTAATGCC-------------------------------------------------CTCGAT---CACC---------TCG-----------------------------------------------------------------------------------------C----ACACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGAACACGCAGCA
droEre2 scaffold_4690:8587866-

8588031 +
der_401 CGACGGTGATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC-------GGGGA----GCACA-----------------------C--GCC------GA-----ACCGAACTCT------------------------------------------------------ATTAATGCC-------------------------------------------------CTCGAT---CCCC---------TCG-----------------------------------------------------------------------------------------C----ACACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGAACACGCAGCA

droEug1 scf7180000409528:449306-
449472 +

CGACGGTAATCCACACGACACCCAGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC-------AGGGA----GCACC-----------------------C--AGC------TA-----TTAGAACTTT------------------------------------------------------ATTAATATC-------------------------------------------------CTCGAT---TACC---------ATTA----------------------------------------------------------------------------------------A----ATACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGACCACGCACCA

droBia1 scf7180000302432:991025-
991185 -

--ACGGTTATCCACACGACCCCCGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC-------AGGGA----GCACC-----------------------C--GCC------GA-----GCAAAACTCC------------------------------------------------------ACTAATGC--------------------------------------------------CCCGAT---TACC---------CCG-----------------------------------------------------------------------------------------------AACAGATCCCTCCATCCTTTCC---GTGCAAGATCAAGCCCGAACCGAACACGCAGCA

droTak1 scf7180000415395:271892-
272072 +

CGACGGTTATCCACACGACACCCGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC-------AGGGA----GCACC-----------------------C--ACC------GA-----GCAGAACTCT------------------------------------------------------GATAATGTC-------------------------------------------------CTCGTA---CTTA---------CAT-GCCTCCAACTTAC---------------------------------------------------------------------CA----C----ACACAGATCCCTCCAACCTTTCC---GTGCAAGATCAAACCCGAACCGACCACGCAGCA

droEle1 scf7180000491006:507685-
507853 +

CGACGGTTATCCACACGACACCCGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC-------GAGGA----GCACC-----------------------C--ATC------GA-----GCAGAACTGT------------------------------------------------------ATTAATGAT----------------------------------------------TGTCTCGAT---TACC---------TTC-----------------------------------------------------------------------------------------A----AAACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGACCACGCAGCA

droRho1 scf7180000779985:1003462-
1003621 +

CGACGGTTATCCACACGACCCCCGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC-------AAGGA----GCGCC-----------------------C--ACC------GA-----CCAGAACTGT------------------------------------------------------ACTAATT-------------------------------------------------------AT---TACC---------TCG-----------------------------------------------------------------------------------------C----CCACAGATCCCTCCAACATTTCC---GTGTAAGATCAAACCCGAACCGACCACGCAGCA

droFic1 scf7180000453829:1364555-
1364737 -

CGACGGTCATCCACACGACGCCCGGCAATGCAGTGCAAGTGCGTAATA---AAGTGCGTAGCTC-------GGCGA----GCGCT-----------------------T--ATC------GAGTTGACCAGAATTAT------------------------------------------------------ACTAATGCC-------------------------------------------------CTCGTT---TCTT---------CTTAAC-----------------------------------------------------CTCCGAT--------------------CC----G----TAACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGACCACGCAGCA

droKik1 scf7180000302696:1335674-
1335841 +

CGACGGTCATACACACGACCTCCGGCAATGCAGTGCAAGTGCGTAATA---AAGTGCGTAGCTC-------AGCGA----GCGCC-----------------------C--C--------------------------------------------------------------AAGTTGGAGCCGAACGAACTAACCAT-------------------------------------------------TT--------------------TCG-----------------------------------------------------------------------------------------AATTTCCGAAGATCCCTCCAACCTTTCCGACGTGTAAAATCAAACCAGAGCCGAACACGCAGCA

droAna3 scaffold_13248:931379-
931575 -

--ACGGTTATACACACGACCTCGGGCAATGCAGTTCAAGTGCGTAACA---AAGTGCGTAGCTCC------AAAGA----GCTTC-----------------------T--CTC------TA-----ATTT-----C------------------------------------------------------ATTAATTAA---------------------------TTATAATTATAATTATAATTTTA---ATAATTATTTTGAAACCCTCC----------TTTA---------------------------------------------------------------------TA----T----ATATAGATCCCTCCAAACTTTCC---GTGTAAAATCAAACCCGAACCGAACACACAACA

droBip1 scf7180000395920:35122-
35313 +

--ACGGTTATACACACGGCCTCGGGCAATGCAGCTCAAGTGCGTAACA---AAGTGCGTAGCTCCCCTTAGAGAGA----GAGCTTTCAAATAAAAACATTATATATCT--ATA------AA-----TATATATTAT------------------------------------------------------TATAATTAT-------------------------------------------------TTT--C---TATT---------TCA-----------------------------------------------------------------------------------------A----TTATAGATCCCTCCAAATTTTCC---GTGTAAAATCAAACCCGAACCGAACACCCAACA

dp5 XL_group3a:228616-228785 + CTACGGTGATCCACACGACAGCAAGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTG-------GAAAA-------CTTTG--------------------------------------------------------------------AACGGGGCCAGCAGCCTC---------TC--------TAATCTT-------------------------------------------------CAT-----------------------------------------------------------------------------ATTCCACT--------------------CC--ATA----TCACAGATCCCTCCAACTTTTCC---ATGTAAGATCAAACCCGAACCGAACAGCCAGCA
droPer2 scaffold_39:508452-508621 - CTACGGTGATCCACACAACAGCAAGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTG-------GAAAA-------CTTTG--------------------------------------------------------------------AACGGGGCCAGCAGCCTC---------TC--------TAATCTT-------------------------------------------------CAT-----------------------------------------------------------------------------ATTCCACT--------------------CC--AAA----TCACAGATCCCTCCAACTTTTCC---ATGTAAGATCAAACCCGAACCGAACAGCCAGCA
droWil2 scf2_1100000004515:1509874-

1510103 +
CGACGGTGATACACACAACCTCCGGCAATGCAGTGCAAGTGCGTAATAATCAAGTGCGTATCAT-------GATCA----TCA----------------TCGT-----C--ATC------GC-------------------------------------------------------------------------------------------------------------------------------TTTGAT---AATC---------CTG--------------AATTCACGAAACTGTTCCTCCCTACACAAAAGTTGTATCCCATTCCATGCTAAATCTTGTTTTCCATTTCTTTG-TATTGCCACAGATCCCTCCAACTTTTCA---ATGTAAGATCAAACCCGAACCGAATACACAACA

droVir3 scaffold_12970:3051823-
3051880 +

CGACGGTCATCCATACGACCACGAGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6473:3887624-
3887865 +

dmo_665 CGACGGTCATCCATACGACCACGAGCAACGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCAGTTGCTA-AAGTAAAGCAGACATTAAAACACACACA-CACACACGCACACACATATGCAATTCAC---------TCCCACACACACACACACACACAGAGTCAG-----TC---------TCGAATGTATTAATTAG-------------------------------------------------CTCTAC---ATCA---------TTC-----------------------------------------------------------------------------------------C----TTTCAGATCCCTCCAAATTTTCA---ATGTAAGATCAAACCCGAACCGACTACCCAGCA

droGri2 scaffold_15081:801890-
802110 -

CGACGGTCATCCACACGGCCACGGGCAACGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCAT-------------------------------------------TC--GCC-------A-----ACAGCAATCT-------------------------------------AACTA--------------CAAGCACATCGAGCACATCGATTCCTATTGTTTTATATTATTATTGTTGTAGTTATT---ATTACTGTT--GCTAATCGAT----------TTCA---------------------------------------------------------------------CA----T----TCGCAGATCCCTCCAAATTTTCA---ATGTAAGATCAAACCCGAACCGAATACCCAGCA
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TTGGTCGAATTGCCAAGGAGGACTGGTCGGAGGACATACTAAATGCCAAGGTGAGTGAGCCGAGATAAACATCATTTAAAACTAAGTTCATCATGTGTTCCGCCCATAGCAATGCGTTTGCAACAACACAATGTCTGGAGCCATGTGACGATTTATAAA
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..................................................GTGAGTGAGCCGAGATAAACATCATT................................................................................... 26 0 1 10.00 10 4 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGAGCCGAGATAAACATCA..................................................................................... 24 0 1 10.00 10 1 0 0 0 2 0 0 0 1 0 0 0 2 0 2 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................ACAATGTCTGGAGCCATGTGACGATTT..... 27 0 1 4.00 4 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGAGCCGAGATAAACATCAT.................................................................................... 25 0 1 3.00 3 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............CCAAGGAGGACTGGTCGGAGG.............................................................................................................................. 21 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.......AATTGCCAAGGAGGACTGGTCGGA................................................................................................................................ 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................AGCCATGTGACGATTTATAA. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................CTGGAGCCATGTGACGATTTA.... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................GAGGACTGGTCGGAGGACATA......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................................TCTGGAGCCATGTGACGATT...... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTGAGTGAGCCGAGATAAACATCC..................................................................................... 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................TGAGCCGAGATAAACATCATT................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........TGCCAAGGAGGACTGGTCGGAG............................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........GCCAAGGAGGACTGGTCGGAGGACAT.......................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............CAAGGAGGACTGGTCGGAGGA............................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........TGCCAAGGAGGACTGGTCGGAGGACA........................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................CTGGAGCCATGTGACGATTTATA.. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................GGAGGACTGGTCGGAGGAC............................................................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........ATTGCCAAGGAGGACTGGTCGGAGGAC............................................................................................................................ 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........ATTGCCAAGGAGGACTGGTCGG................................................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................ACTGGTCGGAGGACATACTAAATGCCA............................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........TTGCCAAGGAGGACTGGTCGG................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............AGGAGGACTGGTCGGAGGA............................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................CAATGTCTGGAGCCATGTGAC.......... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................TGTCTGGAGCCATGTGACG......... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............CCAAGGAGGACTGGTCGGAGGACATAC........................................................................................................................ 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................ACTGGTCGGAGGACATAC........................................................................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................ATGTCTGGAGCCATGTGACGATTTATAA. 28 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................ACAACACAATGTCTGGAGCCATGT............. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................AACAACACAATGTCTGGAGCCATG.............. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AACCAGCTTAACGGTTCCTCCTGACCAGCCTCCTGTATGATTTACGGTTCCACTCACTCGGCTCTATTTGTAGTAAATTTTGATTCAAGTAGTACACAAGGCGGGTATCGTTACGCAAACGTTGTTGTGTTACAGACCTCGGTACACTGCTAAATATTT

**********************************************************((((.(((((..((.((((.....))))...))..))))))))).......**************************************************
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........................................................................................................................................CCTCGGTACACTGCTAAATA... 20 0 1 3.00 3 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....GCTTAACGGTTCCTCCTGAC...................................................................................................................................... 20 0 1 3.00 3 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................TCAAGTAGTACACAAGGCGGGTA.................................................... 23 0 1 2.00 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................GGGTATCGTTACGCAAACGTT.................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................TGTTGTGTTACAGACCTCGGT................ 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TTGTGTTACAGACCTCGGT................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................CCTCCTGACCAGCCTCCTGTA.......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................AGTAGTACACAAGGCGGGTA.................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................CTATTTGTAGTAAATT................................................................................ 16 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................TGACCAGCCTCCTGTATGATT..................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................TTGTAGTAAATTTTGATTC......................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................CGGGTATCGTTACGCAAACGT..................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................GGTTCCACTCACTCGGCTCTA............................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................CCTCGGTACACTGCTAAATAT.. 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................ATGATTTACGGTTCCACTCACT..................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................AAGCTCTATTTGTAGTAAA.................................................................................. 19 2 4 0.25 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:13316399-13316557 + dme_426 TTGGTCGAATTGCCAAGGAGGACTGGTCGGAGGACATACTAAATGCCAAGGTGAGTGA---GCCG-AGATAAACATCA-----------------------------------------------TTTAA----------------------------AACTAAGTTCATCATGTGT-T--CC-----------GCCCATAGCAATGCGTTTGCAACAACACAATGTCTGGAGCCATGTGACGATTTATAAA
droSim2 2r:13968979-13969137 + dsi_19943 TTGGTCGAATTGCCAAGGAGGACTGGTCGGAGGACATACTAAATGCCAAGGTGAGTGA---GCCG-AGATAAACAAAA-----------------------------------------------TTTGA----------------------------AACAAAGTTCATCAAGTGA-T--CC-----------GCCCATAGCAATGCGTTTGCAACAACACAATGTCTGGAGCCATGTGACGATTTATAAA
droSec2 scaffold_1:10817661-10817819

+
TTGGTCGAATTGCCAAGGAGGACTGGTCGGAGGACATACTAAATGCCAAGGTGAGTAA---GCCG-AGATAAACAAAA-----------------------------------------------TTTGA----------------------------AACAAAGTTCACCAAGTGA-T--CC-----------GCCCATAGCAATGCGTTTGCAACAACACAATGTCTGGAGCCATGTGACGATTTATAAA

droYak3 2R:18151639-18151800 - dya_140 TTGGTCGAATTGCCAAGGAGGACTGGTCGGAGGACATACTAAATGCCAAGGTAAGTGA---CCGC-ATATACA--TAT-----------------GTTCA-------------TATCTA-TA------------------------------------AACTTAGTG---TATGCGT-T--TC-----------TTCCATAGCAATGCGTTTGCAACAACACAATGTCTGGAGCCATGTGACGATTTATAAA
droEre2 scaffold_4845:12533573-

12533732 -
TTGGTCGAATCGCCAAGGAAGACTGGTCGGAGGACATACTAAATGCCAAGGTAACTGA---GCTG-AGGTATACATAA----------------------------------GTATTTA---------TA----------------------------AACTAAGTT---CATGTGT-T--TC-----------TCCCATAGCAATGCGTTTGCAACAACACAATGTCTGGAGCCATGTGACGATTTATAAA

droEug1 scf7180000409672:1794872-
1795027 -

TAGGACGCATTGCCAAGGAGGACTGGTCGGAGGACGTATTGAATGCCAAGGTGAGTGA---ACCA-AAATATA----T-----------------------------------------------TCTTA----------------------------AATTATGTAAATCATGTTTAC--TT-----------GTTTATAGCAATGCGTTTGCAACAACACCATGTCTGGGGCCATGTGACGTTTTATAAA

droBia1 scf7180000301754:5568296-
5568451 +

TGGGCAGGATTGCCAAGGAGGACTGGTCGGAGGACATACTGAATGCCAAGGTGCGTA----TTTG-AGGTACA--TAC-----------------------------------------------TCTGC----------------------------AGTTCAGTACGTCATGACA-A--CT-----------CCTTATAGCAATGCGTTTGCGACAACACCATGTCCGGGGCCATGTGACGTTTTATAAA

droTak1 scf7180000415138:444576-
444662 -

AA------------------------------------------------------------------------------------------------------------------------------------------------------------AAGAAAGTACTTCATGTAA-A--CC------TCTATCTTTATAGCAATGCGTTTGCAACAACACCATGTCCGGGGCCATGTGACGTTTTATAAA

droEle1 scf7180000491214:983883-
984038 -

TGGGTCGAATTGCCAAGGAGGACTGGTCCGAGGACATACTTAATGCCAAGGTGCGTGG---TTGT-ATAAATA----C-----------------------------------------------ACAAA----------------------------AATCAGATTCATCATTTATAT--TC-----------CCTTACAGCAATGCGTTTGCAACAACACCATGTCGGGAGCCATGTGACGTTTTATAAA

droRho1 scf7180000776786:29239-29396
+

TGGGTCGCATTAGCAAGGAGGACTGGTCGGAGGACATACTGAATGCCAAGGTGGGTAG---GCCT-AGATATATCGAA----------------------------------TTATTTATTC------------------------------------AACTTATTT---GA----TAC--CT-----------CTTCGCAGCAATGCGTTTGCAACAACACGATGTCTGGAGCCATGTGACGTTTTATAAA

droFic1 scf7180000453948:2127732-
2127888 -

TGGGAAGAATTGCCAAGGAGGACTGGTCGGAGGACATACTAACAGCCAAGGTGGGTGG---AA------TTTGTAGCA-----------TTCCG-------------------AATCCA-AG--------C----------------------------ACAAAGTT---TAT-----T--CC---------TTTTTTACAGCAATGTGTTTGCAATAACACAATGTCGGGGGCCATGTGACGTTTTATAAA

droKik1 scf7180000302411:420143-
420306 +

TGGGACGCATTGCCAAAGAAGACTGGTCGGAGGATATACTGAACGCCAAGGTAACTGG---GT----AATATTCATCA--------A--TGCCAAGATTTAG------------G-----GCTAA-----C----------------------------AAAAAGGT-------TAT-T--CC-----------GCTTACAGAAATGCGTCTGCGACAACACCATGTCGGGAGCCATGTGACGTTTCATAAA

droAna3 scaffold_13266:8811023-
8811176 +

TGGACCGCATATCCAAGGAGGATTGGTCTGAGGACATTCTAAATGCCAAGGTTTGTTAGGAGATG-AAATAAACAACA--------AAA------------AC--------------------------------------------------------ACTAA------CAT-TTC-T--TT-----------TCAAACAGCAATGTGTTTGCAATAACACAATGACTGGATCCATGTGACGTTTCATAAA

droBip1 scf7180000395994:25900-26055
-

TGGACCGCATTGCCAAGGAGGATTGGTCGGAGGACATTCTCAATGCCAAGGTTTGTTCAAAGATG-AAATAATCGATA--------------------------------------------------AA----------------------------AACTAATTA--TATTGT-G-T--TC-----------CCAAACAGCAATGCGTTTGCAACAATACAATGTCTGGATCCATGTGACGTTTCATAAA

dp5 3:4779174-4779336 + TGGGTCGTATTGCCAAGGAGGATTGGTCGGAGGATATTCTAAATGCCAAGGTGAGTGT---AT-------------------------------------------------------------T-----CTCAAGGTTTATTCTCCACTTGATTGGT--------------------TCTAAAATTGCTCTCTTGTTATAGCAATGCGTGTGCAACAATACCATGTCTGGAGCTATGTGACGTTTTCTAAA
droPer2 scaffold_2:4973142-4973304 + TGGGTCGTATTGCCAAGGAGGATTGGTCGGAGGATATTCTAAATGCCAAGGTGAGTGT---AT-------------------------------------------------------------T-----CTCAAGGTTTATTCTCCACTTGATTGGT--------------------TCTAAAATTGCTCTCTTGTTATAGCAATGCGTGTGCAACAATACCATGTCTGGAGCTATGTGACGTTTTCTAAA
droWil2 scf2_1100000004963:1636372-

1636541 -
TCAGCCGCATAGCCAAAGAGGATTGGACCGAGGATGTGTTGAACGCCAAGGTAAGCGA---ATGA-AAGG----GTTA--------AAA------------ACGTTTCCTTTGTTTTTC-TA------------------------------------TTATTAATT---TGTTTTC-T--TC-----------TCTCTTAGCAATGCGTTTGTCAAAATACCATGTCCGGAGCTATGTGACGGTTTTTACA

droVir3 scaffold_12875:12855285-
12855438 -

dvi_6567 TTGGGCGCATCGCCAAGGAGGACTGGTCTGAGGATATCCTGAATGCCAAGGTAGGTGC---A-----GCTCAACAAAA-----------------------ACACG------G-C-----AGT--TTTTA----------------------------ATTTAATT------------C--CC-----------TTTTGCAGCAATGCGTCTGCAACAACACCATGTCCGGTGCCATGTGACGCCTTTTAAA

droMoj3 scaffold_6496:20116980-
20117136 -

TTGGCCGCATTGCCAAGGAAGACTGGTCCGAGGACATTTTAAATGCCAAGGTATGTACA--GCTGCACAATTT-------------------TATGATCTG-------------C-----TCT------------------------------------ATTCA-----ACTCGA-T-T--CC-----------ATTTATAGCAATGCGTCTGCAACAACACTATGTCTGGCGCCATGTGACGCTTTTTATT

droGri2 scaffold_15245:7513964-
7514126 +

TGGGACGCATTGCCAAGGAGGATTGGTCCGAGGATATTCTAAATGCTAAGGTATAA----------------TCGAAATTTTTAAAA--TGCCACAATCGA-------------G-----TGT------------------------------------AATAAATT---CTCGT---TTTGA-----------ATTTGCAGCAATGCGTCTGCAACAATACCATGTCCGGTGCCATGTGACGCTTTTTAAA
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AGCTGCTTCAGAAGGAGTACGAGCAGAAGAAGGAACAGTTCAAGTCAAGTGTAAGTAATTGAAAATGGAAATTTCTTGGAAACATTACTATATCCATTTCCTTTATTTTTCCAGACCAAAACACACATTGTGGAGAAATATGGTGGCGAAGAGCATCTACAGGT
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Total
Norm Total

GSM609222

ML-DmBG1-
C1

V096

loqsKO/f00791
ovary

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609229

embryo 2-
6hr

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

V073

mbn2

GSE24545

CS ovary
total
RNA

V142

Oxidation_female_body

GSM628272

ago2[414]
ovary
total RNA

GSM322543

male head
#1

SRR014280

Ovary_rep1_w1118_P

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

GSM609227

CMEW1
Cl.8+
cell

V091

fGS/OSS
total
Â 

SRR014282

Ovary_rep1_wK_P

SRR060651

A2_ovaries_Ago3

AGO3

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V086

female
body,
aged

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609237

ago2[414]
ovary
total RNA

GSM609217

MLDmD20c5

GSM399106

female
body #2

GSM364902

12-24hr
embryo

SRR001664

homozygous_dcr-
2_untreated

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR060648

A2_ovaries_FLAG-
Aub

SRR060652

hs-
Penelope_testes_total

SRR060653

hs-Penelope_
ovaries_total

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V141

Heat_female_body

GSM609226

CMEW1
Cl.8+
cell

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V079

Oxidation,
female
head

V148

mbn2

SRR031692

Total
small
RNAs from
Oregon R

V036

ML-
DmD20c5
cell

GSM609225

ML-DmBG3-
C2

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2
V144

OSC

SRR001348

ago2_oxidized

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

V139

Cold_female_body

V146

S1
cell

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

GSM286606

2-6h #2
(9)

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR014275

Ovary_rep1_LK_P

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

SRR065806

Piwi-
IP_squ_mut_ovaries

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V127

G2

SRR029633

total
small RNAs
from hen1
homozygous
flies

V138

Male
cold
body

GSM609234

CS Â male
total RNA
Â 

V074

S3

V136

Male
aged
body

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM609219

GM2 cell

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR029031

loqs-ORF
knockdown

V008

S2-
DRSC

GSM609235

CMEL1

V078

Desiccation,
female head

V147

1182-
4H
cell

V133

Sg4

GSM371638

S2-NP

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM385822

OSS_s8

V140

Dessication_female_body

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR010953

Aub
heterozygotes,
oxidized

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM609238

embryo
14-24hr

GSM399107

male body
#2

V077

cold,
female
head

SRR029033

lacZ
knockdown

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609218

Sg4

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V032

S1
cell

GSM609223

male, one
day

GSM385748

OSS_s6

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR097866

Drosophila
S2-NP
cells

GSM609239

IR- 2-
18hr

V003

dsDcr-1
(katsutomo
RNA)

V037

Felix
sample
+mirtrons

V145

S2-
DRSC

..........................................................................................................................................TATGGTGGCGAAGAGCATCTACAGGT 26 0 1 15.00 15 0 0 1 0 1 0 0 0 2 1 0 3 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................TATGGTGGCGAAGAGCATCTACAGG. 25 0 1 14.00 14 0 5 1 0 1 0 0 0 1 1 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TATCCATTTCCTTTATTTTTCC.................................................... 22 0 1 11.00 11 0 0 3 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TATCCATTTCCTTTATTTTTCCA................................................... 23 0 1 9.00 9 0 0 1 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................TATGGTGGCGAAGAGCATCTACAG.. 24 0 1 7.00 7 0 2 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TATCCATTTCCTTTATTTTTCCAG.................................................. 24 0 1 5.00 5 0 0 3 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TGGAGAAATATGGTGGCGAAGAG........... 23 0 1 4.00 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...TGCTTCAGAAGGAGTACGAGCAGAA........................................................................................................................................ 25 0 1 3.00 3 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................AGAAGAAGGAACAGTTCAAGTC...................................................................................................................... 22 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTAATTGAAAATGGAAAT............................................................................................ 22 0 1 3.00 3 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................TGGTGGCGAAGAGCATCTACAGG. 23 0 1 2.00 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................ATATGGTGGCGAAGAGCATCTACAG.. 25 0 1 2.00 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TGGAGAAATATGGTGGCGAAGAGCATC....... 27 0 1 2.00 2 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................TGGTGGCGAAGAGCATCTACAGGT 24 0 1 2.00 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.GCTGCTTCAGAAGGAGTACGAGCAGA......................................................................................................................................... 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TATCCATTTCCTTTATTTTT...................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................ATATGGTGGCGAAGAGCATCTACAA.. 25 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................ATGGTGGCGAAGAGCATCTAC.... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......TTCAGAAGGAGTACGAG............................................................................................................................................. 17 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................ATATGGTGGCGAAGAGCATCT...... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................ACACATTGTGGAGAAATATGGTGG.................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................TTGTGGAGAAATATGGTGGCGAA.............. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TGGAGAAATATGGTGGCGAAGAGCA......... 25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................AATATGGTGGCGAAGAGCATCTACA... 25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................TACGAGCAGAAGAAGGAACAG.............................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................CATTGTGGAGAAATATGGTGGCGAC.............. 25 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................TTGTGGAGAAATATGGTGGCGAAG............. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................AATATGGTGGCGAAGAGCATCTACAGG. 27 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................AATATGGTGGCGAAGAGCATCTACAG.. 26 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................ATGGTGGCGAAGAGCATCT...... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................GCAGAAGAAGGAACAGTTCAAGTC...................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................ACCAAAACACACATTGTGGAGAAATA........................ 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................TCTTGGAAACATTACTATATC...................................................................... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................GGAGAAATATGGTGGCGAAGAGC.......... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................CATTGTGGAGAAATATGGTGGCGA............... 24 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................GAAGAAGGAACAGTTCAAGTCAAG................................................................................................................... 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................AGCAGAAGAAGGAACAGTTCAAG........................................................................................................................ 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................TTGTGGAGAAATATGGTGGCGAAGAG........... 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
AGCTGCTTCAGAAGGAGTACGAGC............................................................................................................................................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................TACGAGCAGAAGAAGGAACAGTTCAAG........................................................................................................................ 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................TGTGGAGAAATATGGTGGCGAAGAGC.......... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTAAGTAATTGAAAATGGAAA............................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................CATTTCCTTTATTTTTCCA................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..CTGCTTCAGAAGGAGTACGAGCAGAAGAA..................................................................................................................................... 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................GGTGGCGAAGAGCATCTACA... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................ATATGGTGGCGAAGAGCATCTACAGGT 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................TTGTGGAGAAATATGGTGGCGAAGA............ 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................AAAATGGAAATTTCTTGC..................................................................................... 18 1 6 0.17 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................GAAATATGGTGGCGAAAG............ 18 2 12 0.08 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TCGACGAAGTCTTCCTCATGCTCGTCTTCTTCCTTGTCAAGTTCAGTTCACATTCATTAACTTTTACCTTTAAAGAACCTTTGTAATGATATAGGTAAAGGAAATAAAAAGGTCTGGTTTTGTGTGTAACACCTCTTTATACCACCGCTTCTCGTAGATGTCCA

****************************************************..((((((..((((.((((.((....((....)).....)).))))))))..))))))....**************************************************
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...................GCTCGTCTTCTTCCTTGTCAA............................................................................................................................ 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..GACGAAGTCTTCCTCATGCTC............................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................AGGTAAAGGAAATAAAAAGGTC.................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................GATATAGGTAAAGGAAATAAAAAGGTCT................................................. 28 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................CTAAAAGGTCTGGTTTTGTGTG...................................... 22 2 3 0.33 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:24863466-24863629 - dme_431 AGCTGCTTCAGAAGGAGTACGAGCAGAAGAAGGAACAGTTCAAGTCAAGTGTAAGTA--ATTGAA--A-AT--------------GGAAA---T-TTCTTGGAA-A---CATT----------A--------CTAT--AT----C--CAT----TTCCTTTATTTTTCCAGACCAAAACACACATTGTGGAGAAATATGGTGGCGAAGAGCATCTACAGGT
droSim2 3r:24224071-24224233 - dsi_14257 AGCTGCTGCAGAAGGAGTACGAGCAGAAGAAGGAACAGTTTAAGTCAAGTGTAAGGA--ATTGAA--A-AT--------------GGAAA---T-TTCTTGGAA-A---AATT----------A--------CTAA--AT----T--CAT----TTCC-TTTATTTTCCAGACCAAAACACACATTGTGGAGAAATATGGTGGCGAAGAGCATCTACAGGT
droSec2 scaffold_4:3725175-3725338

-
AGTTGCTTCAGAAGGAGTACGAGCAGAAGAAGGAACAGTTTAAGTCAAGTGTAAGGA--ATTAAA--A-AT--------------GGAAA---T-TTCTTGGAA-A---AATT----------A--------CTAC--AT----C--CAT----TTCCATTATTTTTCCAGACCAAAACACACATTGTGGAGAAATATGGTGGCGAAGAGCATCTTCAGGT

droYak3 3R:21635293-21635459 + AGCTGCTTCAGAAAGAGTACGAGCAGAAGAAGGAACAGTTCAAGTCAAGTGTAAGTA--ATTTAT--A----------GGCC--TGTAAT---A-TTCTTTGACAA---AACT----------A--------CTAC--AA----C--CAT----TTTC-TTCTTTGTCCAGACCAAAACGCACATTGTGGAGAAATACGGAGGCGAAGAGCATCTGCAGGT
droEre2 scaffold_4820:3170147-

3170312 +
AGCTGCTTCAGAAAGAGTACGAACAGAAGAAGGAGCAGTTCAAGTCAAGTGTAAGTA--ATTTGT--A----------GGGC--TGGCAT---T-T-CTTTGAAAC---AATT----------T--------TTAT--AG----C--CAT----TTTT-TTCCTTTTCCAGACCAAAACGCACATTGTGGAGAAATACGGAGGCGAAGAACATCTGCAGGT

droEug1 scf7180000409787:711802-
711966 +

AATTGCTTCAGAAAGAGTACGAACAGAAAAAGGAACAGTTCAAGTCGAGTGTGAGTT--TTTCTC--T----------TAAA--TAAATT-------ACCTAAA-GCGAGACTTCCTAA--------------T--AATA----T--A----------ATTGCCATTTTAGACGAAAACGCACATTGTCGAGAAATACGGAGGTGAAGAGCACCTACAGGT

droBia1 scf7180000302113:3356433-
3356595 -

AGCTGCTGCAAAAAGAATACGAGCAGAAAAAAGAACAGTTCAAGTCGAGTGTAAGTA--TTTCTT--T----------GATCAGAT-----------GACAATC-GCATAGTTTCCTAT-------------------------ACAT-T----TA--TTTTCGATTACAGACTAAAACGCATATTGTGGAGAAGTATGGAGGCGAGGAGCACCTGCAGGT

droTak1 scf7180000410579:179595-
179759 +

AGCTGCTCCAGAAGGAATACGAGCAGAAGAAGGAACAGTTCAAGTCGAGTGTAAGTT--TATATT--A----------GGCA--TGAAAT-------CTTTAAA-G---GACT----------T--------CCTT--AA----ACAT-T----TTTAATTGCAATTCCAGACCAAAACACACATTGTTGAGAAGTACGGAGGCGAGGAGCACTTGCAAGT

droEle1 scf7180000491261:1442505-
1442669 -

AGCTGCTCCAGAAAGAGTACGAGCAGAAGAAGGAACAGTTTAAGTCGAGTGTTAGTA--TTTACT--T-AT-------GACT--TGA-A-----AT-CCCAAAAGC---A-ATATT--T----A--------C-----A-----A--C-T----TTCTTTTGTAATTTCAGACCAAAACGCACATTGTGGAGAAGTACGGAGGCGAGGAGCACCTGCAGGT

droRho1 scf7180000780007:183725-
183889 +

AGCTGCTCCAGAAAGAGTACGAGCAGAAGAAGGAACAGTTCAAGTCGAGTGTAAGTA--TTTAAA--T-AT-------GATC--AGA-A-----AT-GTACAAAGT---A-ATAAT--T----A--------C-----A-----A--T-T----TTTCTTTATTACTCCAGACCAAAACGCACATTGTGGAGAAATACGGTGGCGAAGAGCATCTGCAGGT

droFic1 scf7180000454073:3480963-
3481122 +

AGCTGCTCCAAAAAGAGTACGAGCAGAAGAAGGAACAGTTTAAGTCGAGTGTAAGTG--TAC--A--A-A--------------TTAAAT---T-TT-TAAGGA-G-----TT-TT-------T--------AAAA--AA----A--CGT----TTTC-TTGCTCGTCTAGACCAAAACGCACATTGTGGAAAAGTACGGAGGCGAAGAGCATCTGCAGGT

droKik1 scf7180000302276:836508-
836665 -

AACTGCTCCAGAAAGAGTACGAGCAGAAAAAGGAGCAGTTCAAGTCGAGTGTAAGTC--TTTGGT--T--TATTTTGT----------T-----GT-TTCAAAAAT-----GC----------T--------AT--AAAA----A--AA----------TCCTCTTTACAGACCAAAACTCACATCGTGGAGAAATACGGGGGAGAGGAGCATTTGCAGGT

droAna3 scaffold_13340:19704237-
19704396 +

AGTTGCTCCAGAAAGAGTATGAGCAGAAGAAGGAACAATTCAAGTCTAGTGTAAGTA--GCC--ATT-A--C--------------AAATC--T-TT-TATGGCTA---AAAT----------A--------AAAC--AACCGAC--CAT-----------TTCTTTTTAGACAAAAACCCACATTGTGGAGAAATACGGCGGTGAGGAGCATCTGCAAGT

droBip1 scf7180000396413:2684845-
2684998 -

AGTTGCTCCAAAAAGAGTATGAGCAAAAGAAAGAGCAGTTCAAGTCAAGTGTAAGTA--AAA--A--G-A--------------TGAAAT---C-CT-TATGAAAG---AAAT----------A--------AACA--AG----A--CAT----T--------TTTTTCAGACAAAAACACACATTGTGGAGAAATACGGCGGTGAGGAGCATTTGCAGGT

dp5 2:13168818-13168992 + AGCTACTCCAAAAGGAATACGAACAGAAGAAAGAACAGTTCAAGTCAAGTGTAAGTCCTGCC--ATT-T--T--------------ATATGTC-----TA------------------TTTATATATCTTCATCAC--AGCAGAC--GGTTTGCTCCCTCTTTGCTTGCAGACAAAAACTCATATTGTGGAGAAATATGGTGGCGAAGAGCATCTGAAAGT
droPer2 scaffold_0:7283036-7283202

-
AGCTACTCCAAAAGGAATACGAACAGAAGAAAGAACAGTTCAAGTCAAGTGTAAGTCCTGCC--ATT-T--T--------------ATATGTT-----TA------------------TTTATA--------TCAC--AGCAGAC--GGTTTGCTCCCTCTTTACTTGCAGACAAAAACTCATATTGTGGAGAAATATGGTGGCGAAGAGCATCTGAAGGT

droWil2 scf2_1100000004921:464640-
464802 +

AACTGCTGCAGAAGGAGTATGAACAGAAGAAGGAACAATTCAAGTCAAGTGTAAGTT--TGCCAT--CT--T------AATG--TTA-A-----CT-CTGGA-A-T---TATTAATTG-----T--------C-----A-----A--C-T----TT-A-ATTTTATTGCAGACAAAAACCCACATTGTAGAGAAATATGGCGGGGAAGAGCATCTTCAGGC

droVir3 scaffold_13047:18310440-
18310595 -

AGCTGCTGCAGAAGGAATACGAACAGAAAAAGGAACAGTTCAAGTCAAGTGTAGGTT--ACAGAT--A---AACTTAT------------------TGTTCTAA-A---CAGC----------A--------CTAA--AA----T--AG----------TTTTTCTTGCAGACCAAAACAGACATTGTGGAAAAGTACGGAGGCGAGGATCACTTGCAGGT

droMoj3 scaffold_6540:13430162-
13430318 +

AGTTGCTGCAAAAGGAATACGAACAGAAAAAGGAACAGTTCAAGTCAAGTGTAGGTG--AAATGT--A-A--------------C-CAAA---CCT-CTTCGAATC---A-AT----------T--------CTAA--CA----C--TGT----TT------CCCTTGCAGACAAAAACGGACATTGTGGAGAAATACGGAGGCGAAGAGCATTTGCAGGC

droGri2 scaffold_15074:6398670-
6398825 +

AACTGCTGCAGAAAGAGTATGAACAGAAAAAGGAGCAGTTCAAGTCGAGTGTAAGTG--AAA-------AC--------------AAAAA---G-CTGCCCTCATC---T-AT----------A--------CTAAG-AA----C--CAC---------TCTTTCTTGCAGACCAAAACGGACATTGTGGAAAAGTATGGCGGCGATGAGCATTTGAAGGT
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.....................................................................................TGGCCGGCCGCAGGTGGGGTCGCT............................................................................................................................... 24 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.....................................................TTCTCTGTTTGCCATCTTGGCCGTT.............................................................................................................................................................. 25 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................CACCTGCTGCCGCGCTCT...................................................................................... 18 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................................................................CCACGCCCCCTCTCTCGCCC......................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTCCACTGCTGAACACCGCCACTGT................................................................................................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................GCCGCCACCTGCTGCCGCGCTC....................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................TGGCCATCAGCAACATGTGGTTC............................................................................................................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................................................CCTCCTCTCGGCCAAGAACCGCGCGCC............................................................ 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................TGGCCATCAGCAACATGT................................................................................................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................GGTTCGCCATTTCTCTGTTTG............................................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................GCCGCCACCTGCTGCCGCGCTCCT..................................................................................... 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................GTCGCTACCTCTATCTGCACTAC.............................................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................................................................................CCAGAGCCTGGAGGCTCTCCTCGACGAGA. 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................TGCCATCTTGGCCGTTTGCGGGT....................................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................ATCTTGGCCGTTTGCGGGTTG..................................................................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................GGCCGCAGGTGGGGTCGCT............................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................TGCTGCCGCGCTCCCTCCTCTCGGCCA......................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................GTTTGCGGGTTGGCCGGC............................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................CCTCTCGGCCAAGAACCGCGCGCCCA.......................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................GCTACCTCTATCTGCACTACGGCC.......................................................................................................... 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................CGTTTGCGGGTTGGCCGGCCGCAGGT........................................................................................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................TGGCCGGCCGCAGGTGGGGTCGT................................................................................................................................ 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................CTGTTTGCCATCTTGGCCGTTTGC........................................................................................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................CGCAGGTGGGGTCGCTACCTCT......................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................AGCAACATGTGGTTCGCCATTTCTC.................................................................................................................................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................CCTGCTGCCGCGCTCCCT.................................................................................... 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................TGGCCGGCCGCAGGTGGGGTCA................................................................................................................................. 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................................ACCTGCTGCCGCGCTCGG..................................................................................... 18 2 2 0.50 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................CACCTGCTGCCGCGCTCG...................................................................................... 18 1 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AAGGTGACGACTTGTGGCGGTGACAACCGGTAGTCGTTGTACACCAAGCGGTAAAGAGACAAACGGTAGAACCGGCAAACGCCCAACCGGCCGGCGTCCACCCCAGCGATGGAGATAGACGTGATGCCGGCGGTGGACGACGGCGCGAGGGAGGAGAGCCGGTTCTTGGCGCGCGGGTGCGGGGGAGAGAGCGGGTGGTTCCTGCTGGTCTCGGACCTCCGAGAGGAGCTGCTCTC
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total small
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SRR010953

Aub
heterozygotes,
oxidized

SRR060645

yw67c23(2)_testes_total
GSM609217

MLDmD20c5

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V142

Oxidation_female_body

SRR001349

heterozygous_dcr-
2_untreated

V146

S1
cell

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V078

Desiccation,
female head

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

GSM609239

IR- 2-
18hr

V031

GM2
cell

V036

ML-
DmD20c5
cell

V085

CME
W2
wing
disc

V130

ML-
DmBG3-
c2

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM360262
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ML-
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cell
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KC -48 #1

SRR001347

ago2_untreated
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DmD16c3
cell
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body
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small RNAs
from
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AGO1

GSM399101

kc167
cell

V137

Male
aged
head

GSM399107

male body
#2
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body
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head
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body
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.............................................................................................................................................................................CGGGTGCGGGGGAGAGAGCGG.......................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................CGGTTCTTGGCGCGCGGG........................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................GCGTCCACCCCAGCGATGGAGA......................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:1108406-1108641 - dme_384 TTCCA--CTGCTG----------------------------AA---------------CACCGCCACTGTTGGCCATCAGCAACATGTGGTTCGCCATTTCTCTGTTTGCCATCTTGGCCGTTTGCG---GGTTGGCCGGCCGCAGGTGGGGTCGCTACCTCTATCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCGCCCACGCCCCCTCTCTCGCCCACCAAGGACGACCAGAGCCTGGAGGCTCTCCTCGACGAGAG
droSim2 3r:1012800-1013032 - TTCCA--CTG-------------------------------AA---------------CACCGCCACTGTTGGCCATCAGCAACATGTGGTTCGCCATTTCTCTGTTCGCCATCTTGGCCGTTTGCG---GGCTGGCCGGGCGCAGGTGGGGTCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCGCCCACGCCCCCTCTCTCGCCCACCAAGGACGACCAGAGCCTGGAGGCTCTCCTCGACGAGAG
droSec2 scaffold_6:1229672-1229904 - TTCCA--CTG-------------------------------AA---------------TACCGCCACTGTTGGCCATCAGCAACATGTGGTTCGCCATTTCTCTGTTCGCCATCTTGGCCGTTTGCG---GGCTGGCCGGGCGCAGGTGGGGTCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCGCCCACGCCCCCTCTCTCGCCCACCAAGGACGACCAGAGCCTGGAGGCTCTCCTCGACGAGAG
droYak3 3R:1488657-1488875 - dya_80 --------------------------------------------------------------GCCACTGTTAGCCATCAGCAACATGTGGTTCGCAATTTCTGTGTTCGCCATTTTGGCCGTTTGCG---GGCTGGCCGGCCGCAGGTGGGGTCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCCCCCACGCCCCCCCTCTCGCCCACCAAGGACGACCAGAGCCTGGAGGCTCTCCTCGACGAGAG
droEre2 scaffold_4770:1383579-1383809

-
der_85 CCA----CTG-------------------------------AA---------------AACCGCCACTGTCGTCCACCAGCAACATGTGGTTCGCAATTTCTGTGTTCGCCATTTTGGCCGTTTGCG---GGCTGGCCGGCCGCAGGTGGGGCCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCGCCCACTCCCCCACTCTCGCCCACCAAGGACGACCAGAGCCTGGAGGCTCTCCTCGACGAGAG

droEug1 scf7180000409766:16834-17063
-

TTCCT--CTG-------------------------------------------------ACCACCACTGTTGGCCATCAGCAACATGTGGTTTGCAATTTCCATTTTTGCCATTTTGGCCGTTTGCG---GATTGGCCGGTCGCAAGTGGGGGCGCTACCTCTACTTGCACTATGGCCGCCACCTGCTGCCCCGCTCCTTTCTAACGGCCAAGAACCGAGCTCCCACGCCCCCTCTTTCGCCCACCAAGGACGACCAAAGTCTGGAGGCCCTGCTAGACGAGAG

droBia1 scf7180000302411:860183-
860412 -

TTCCT--TCG-------------------------------------------------CCCACCACTGTTGGCCCTCAGCAACATGTGGTTCGCCATTTCCATTTTCGCCCTCCTGGCCGTGTGCG---GGCTGGCCGGCCGCCGGTGGGGTCGCTACCTCTACCTGCACTACGGGCGCCACCTGCTGCCCCGCTCCCTCCTGGCGGCCAAGAACCGCGCGCCCACGCCGCCCCTGTCGCCCACCAAGGACGACCAAAGTCTGGAGGCACTGCTCGACGAGAG

droTak1 scf7180000415789:282540-
282769 +

TTCCA--TTG-------------------------------------------------ACCACCACTGTTGGCCGTCAGCAACATGTGGTTTGCCATTTCCATCTTTGCCATTTTGGCCGTTTGCG---GGCTGGCCGGTCGCAGGTGGGGTCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCCCGCTCCCTCCTGACGGTCAAGAACCGCGCGCCCACGCCCCCCCTCTCGCCCACCAAAGATGACCAAAGTCTGGAGGCGCTGCTCGACGAAAG

droEle1 scf7180000491021:376312-
376539 +

CTTCA-----------------------------------------------------GACCACCACTGTTGGCCATCAGCAACATGTGGTTTGTCATTTCCATTTTTGCCATTTTGGCTGTTTGCG---GGTTGGCCGGTCGCAGGTGGGGTCGCTACCTTTACCTGCACTATGGCCGCCACCTGCTGCCCCGCTCCCTGCTAGCGGTCAAAAACCGAGCTCCCACACCCCCACTTTCGCCCACCAAGGACGACCAAAGTCTGGAGGCACTGCTCGACGAAAG

droFic1 scf7180000453850:483069-
483301 -

TCCCC--TTT-------------------------------CG---------------GACCACCACTGTCAGCCATCAGCAACATGTGGTTCGCCATTTCAGTCTTCGCCCTTTTGGCCGTTTGCG---GGCTGGCCGGTCGCCGGTGGGGTCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCCCGCTCCCTGCTCGCCGCCAAGAACCGCGCCCCCACCCCGCCCCTCTCGCCCACCAAGGACGACCAGAGTTTGGAGGCGCTGCTCGACGAGAG

droKik1 scf7180000302461:523298-
523512 -

TGCT------------------------------------------------------------------CCGTCCGCGGCAACATGTGGTTCGTGATTTCCGTCTTCGCCATTTTGGCGGTCTGCG---GCCTAGCAGGTCGCCGCTGGGGTCGCTACCTTTACCTGCATTATGGCCGCCACCTGCTGCCCCGCTCAATGCTTACAGCCAAGAACCGAGCGCCCACGCCCCCGCTCTCGCCCACCAAGGACGATCAGAGTTTGGAGGCCCTGCTCGACGAGAG

droAna3 scaffold_13340:23291582-
23291811 -

GTTCA--CATTTA----------------------------AA---------------GGCCGTCACTGTC------CAGCAACATGTGGTTCGTGATTTCCGTATTCGCCCTTGTGGCCCTTTTCG---GCCTGGCAGGACGTCGTTGGGGCAGATACCTCTACCTGCACTACGGTCGTCATCTGCTGCCCCGCTCTCTGCTAGCCGCCAAAAACCGCTCGCCCACGCCCCCACTCTCGCCCACCAAGGACGACCAGAGCCTGGAGGCGCTGCTCGATGAGAG

droBip1 scf7180000396395:295404-
295632 -

TTTAACATTT-------------------------------AA---------------GGCCGCCACTGTC------CAGCAACATGTGGTTCGTGATTTCCGTATTCGCCCTTGTGGCCCTTTTTG---GGCTGGCGGGACGTCGTTGGGGCAGGTACCTGTACCTGCACTACGGCCGCCACCTGCTGCCCCGCTCCATGCTCACCGCCAAGAACCGCTCGCCCACGCCCCCCCTCTCGCCCACCAAGGACGACCAGAGCCTGGAGGCGCTGCTCGACGAGAG

dp5 2:21677053-21677307 + TTGCT--GTGTTGTTATCGCTTTGTGTGTGTGTGTGTTTTT------------------------TTTGCTGCCTCTCAGCAACATGTGGTTTGTGGTCGTACTCTTCGCTGTGGCCGCCGTGTGCG---GCCTGGCCGGTCGAAAGTGGGGCCGCTACCTGTACCTGCACTATGGGCGGCATCTGCTGCCGCGCTCTCTGCTGGCAAACAAGAACCGTGCGCCCACGCCGCCCCTCTCGCCCACCAAAGATGATCAGAGTCTGGAGGCACTGCTCGATGAGAG
droPer2 scaffold_3:4461845-4462095 + TTGCT--GTGTTGTTATCGCTTTGTGTGTGTGTG----TTT------------------------TTTGCTGCCTCTCAGCAACATGTGGTTTGTGGTCGTACTCTTCGCTGTGGCCGCCGTGTGCG---GCCTGGCCGGTCGAAAGTGGGGCCGCTACCTGTACCTGCACTATGGGCGGCATCTGCTGCCGCGCTCTCTGCTGGCAAACAAGAACCGTGCGCCCACGCCGCCCCTCTCGCCGACCAAAGATGATCAGAGTCTGGAGGCACTGCTCGATGAGAG
droWil2 scf2_1100000004943:12820451-

12820664 +
TCTGT----------------------------------------------------------------------GGTGGAAAAATGTGGTTCATAGTCTTTGTTTTTGTTGCTGTTGCTGCCTGCGGTGGTTTGGCCGGCCGCAAATGGGGCAGATACCTGTATTTACATTATATACGGCATCTATTGCCACGTTCCATACAATCGGCCAAAAATCGTGCACCCACACCGCCTCTATCACCCACCAAGGATGATCAGAGTCTGGAGGCACTGCTCGACGAGAG

droVir3 scaffold_12855:7804330-
7804570 +

GTAAG--CAG-------------------------------CAAATCACGTTTCTTGCTCTTGTTATTGTT-------TACAACATGTGGTTTGTTGTGGCACTTTTTGCAATTGTCGCCGTCTGCG---GCGTTGCAGGTCGAAAATGGGGTCGATACCTCTACCTGCACTACGGGCGCCACTTGCTGCCACGCTCAATGCTCACGGCCAAGAATCGCTCGCCCACGCCGCCGCTCTCGCCAACCAAAGACGATCAGAGCTTGGAGGCGTTGCTAGATGAAAG

droMoj3 scaffold_6540:23023986-
23024205 +

CG---------------------------------------AA---------------TTTTGTTATTGTT-------TACAAGATGTGGTTCATTGTGGGACTCTTTGCAATTGTCGCCGTTGGCG---GCGTAGCCGGTCGCAAATGGGGCCGTTACCTGTACCTGCACTATGGCCGGCACTTTCTGCCACGCTGCATGCTGTCAGTCAAGAATCGCTCGCCCACACCGCCGCTCTCGCCCACCAAAGATGATCAGAGCTTGGAGGCATTGCTCGACGAAAG

droGri2 scaffold_15074:4359033-
4359279 +

TTCGT--TTGTTT----GTTTTTTTATTTTTGCT-------AT---------------ATTCATTATTGTT------TACAAACATGTGGTTTGTTGTCGCACTGTTTGCAATTGTCGCCGCCTGCG---GCGTTGCTGGTCGCAAATGGGGTCGTTACCTCTATCTGCACTATGGCCGCCACTTGCTACCACGCTCAATGCTCACGGCGAAAAATCGCTCACCGACGCCGCCGCTCTCGCCTACCAAAGATGATCAGAGCTTGGAGGCGTTGCTCGACGAAAG
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GCAATACCAACACTAACACCAACACACAGTCCACAGCTGTGGGTGTGGTAGTGAGCAGTGCAGCAGGCACAGGTGTTGGTGTTGGTGGGGGAGGAGGTGGGGGTGGTTCCCTTCCCGGTGGCACCACCTCCTCGTCCTCCGCCTCAGCCGCCGGTGGCGTTGCAGCGGGCGGCGGCGGCAATTCGGCAGCGGCCCTCGTCCGAAGATTCTCCATGGAGGGCGTGGGTGCCAG
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.......................ACACAGTCCACAGCTGTGGGTGTGGT....................................................................................................................................................................................... 26 0 1 6.00 6 0 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................GATTCTCCATGGAGGGCGTGG....... 21 0 1 4.00 4 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TTGGTGGGGGAGGAGGTGGGGGTGG.............................................................................................................................. 25 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................GGTGGCGTTGCAGCGGGCGG............................................................ 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGCAGTGCAGCAGGCACA................................................................................................................................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................TGGTGGGGGAGGAGGTGGGGGTGG.............................................................................................................................. 24 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................CCTCAGCCGCCGGTGGCGTTG...................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGCAGTGCAGCAGGCACAGGTG............................................................................................................................................................. 25 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................TAGTGAGCAGTGCAGCAGGC.................................................................................................................................................................... 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................ACAGGTGTTGGTGTTGGTGGGGGA............................................................................................................................................ 24 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................GTTGGTGGGGGAGGAGGTGGGGGT................................................................................................................................ 24 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TTGGTGGGGGAGGAGGTGGGGGTGGT............................................................................................................................. 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................GTGGTAGTGAGCAGTGCAGC........................................................................................................................................................................ 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................GTGGCGTTGCAGCGGGCGGC........................................................... 20 0 1 2.00 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................GTCCACAGCTGTGGGTGTGGTAGT.................................................................................................................................................................................... 24 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TTGGTGGGGGAGGAGGTGGGGGTGGTT............................................................................................................................ 27 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................CACCACCTCCTCGTCCTCCG........................................................................................... 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................TCCACAGCTGTGGGTGTGGTAGTGAGC................................................................................................................................................................................ 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................................TCTCCATGGAGGGCGTGGGTGCC.. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................GCAATTCGGCAGCGGCCCTC................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................TAGTGAGCAGTGCAGCAGGCA................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................CCACCTCCTCGTCCTCCG........................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TGGGGGAGGAGGTGGGGGTGGTT............................................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................GTGGCGTTGCAGCGGGCGGCGGCG....................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................................CGAAGATTCTCCATGGAGGGC........... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................CCGCCGGTGGCGTTGCAGCGG................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................GTGGGGGAGGAGGTGGGGGT................................................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................TGTGGTAGTGAGCAGTGCAGC........................................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................AGCGGGCGGCGGCGGCAATTCGGC............................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TGGGGGAGGAGGTGGGGG................................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................TGTGGGTGTGGTAGTGAGCAGTG............................................................................................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................GTTGCAGCGGGCGGCGGCGGCAA................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................CACAGGTGTTGGTGTTGGT.................................................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................................AGATTCTCCATGGAGGGCGTGGG...... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................TGTGGGTGTGGTAGTGAGCAG.............................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................CAGGTGTTGGTGTTGGTGGG............................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................AGTGCAGCAGGCACAGGTGTTGGTG....................................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................AGCAGGCACAGGTGTTGGTG....................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................GTCCACAGCTGTGGGTGTGGT....................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................GGTGTTGGTGTTGGTGGG............................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................TGGGTGTGGTAGTGAGCAGTGCAGCAG...................................................................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................AGCAGGCACAGGTGTTGGT........................................................................................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................ACAGGTGTTGGTGTTGGTGGGT.............................................................................................................................................. 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................GTGGCGTTGCAGCGGGCGGCG.......................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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..............................................................................................................................................CTCAGCCGCCGGTGGCGTTGCAGCGGGCG............................................................. 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................TTGGTGTTGGTGGGGGAGG.......................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................CGGCGGCAATTCGGCAGCGGC....................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................GTGGGGGTGGTTCCCTTCCCG................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGCAGTGCAGCAGGCACAGGT.............................................................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................AGGTGTTGGTGTTGGTGGG............................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................CTCAGCCGCCGGTGGCGTTGC..................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................ATTCTCCATGGAGGGCGTGGG...... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..AATACCAACACTAACACCAAC................................................................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................GTGGGGGAGGAGGTGGGGA................................................................................................................................. 19 1 2 1.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CGTTATGGTTGTGATTGTGGTTGTGTGTCAGGTGTCGACACCCACACCATCACTCGTCACGTCGTCCGTGTCCACAACCACAACCACCCCCTCCTCCACCCCCACCAAGGGAAGGGCCACCGTGGTGGAGGAGCAGGAGGCGGAGTCGGCGGCCACCGCAACGTCGCCCGCCGCCGCCGTTAAGCCGTCGCCGGGAGCAGGCTTCTAAGAGGTACCTCCCGCACCCACGGTC

*********************************************((((........)))).(((((((((.((((...(((((((.((((....)).)).))))))))))).)))))))))...(((((((.((.(((....)))..)).)))))))........******************************************************************
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..................GGTTGTGTGTCAGGTGTCGAC................................................................................................................................................................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................ACACCCACACCATCACTCGTC.............................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TGGAGGAGCAGGAGGCGGAG....................................................................................... 20 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............GATTGTGGTTGTGTGTCAGGT....................................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................TGTCGACACCCACACCATC..................................................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....ATGGTTGTGATTGTGGTTGTGT.............................................................................................................................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......GGTTGTGATTGTGGTTGTGTG............................................................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................CGCCGGGAGCAGGCTTCTAAG....................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................ACCGTGGTGGAGGAGCAGGAG............................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................CCGTGTCCACAACCACAACCA.................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................................GGCTTCTAAGAGGTACCTCCC............ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................GGTGGAGGAGCAGGAGGCGGA........................................................................................ 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........TGTGATTGTGGTTGTGTGTCA.......................................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............TGTGGTTGTGTGTCAGGTGT..................................................................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.GTTATGGTTGTGATTGTGGTT.................................................................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............TGTGGTTGTGTGTCAGGTG...................................................................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................TTGTGTGTCAGGTGTCGACAC............................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............TGTGGTTGTGTGTCAGGTGTC.................................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................TGGTGGAGGAGCAGGAGG............................................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......GGTTGTGATTGTGGTTGTG............................................................................................................................................................................................................... 19 0 2 1.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................GGAGGAGCAGGAGGCGGAGT...................................................................................... 20 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................AGAGGTGTCGACACCCACA.......................................................................................................................................................................................... 19 2 4 0.25 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TCCTCCTCCACCCCCACCA............................................................................................................................. 19 1 15 0.07 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:16004417-16004648 - dme_398 GCAATACCAACA----------CTAACACCAACACACA---GTCCACAGCTGTGGGTGTGGTAGTGAGCAG---T------GCAGCAGGCACAGG---------------------TGTTGGTGTTGGT---------------GGGGGAGGAGGTGGGGGTGGTTCC------------CTTCC---CGGTGGCACCACCTCCTCGTCCTCCGCCTCA---------GCCGCCGGTGGCGTTGCAGCGGGCGG---------------CGGCGG-----------------------CAATTCG--------GCA----------------G------CGGCCCTCGTCCGAAGATTCTCCATGGAGGGCGTGGGTGCCAG
droSim2 3l:15623135-15623399 - dsi_32448 GCAATACCAACA----------CTAACACCAACACACA---GTCCACAGCTGTGGGTGTGGTAGTGAGCAG---T------GCAGCGGGCGGAGG---------------------TGTTGGC---------------------GGCGGAGGAGGTGGGGGTGGCTCC------------CTTCC---CGGTGGCACCGCCTCCTCATCCTCCGCCTCC---------GCCCA---------------------CTCTGCGATAA-A---G----GCTCGGATCTCTACATTGATTCATATATCCAGAACCACGCGTCCGGATTGTTAGAAGGCAAGACGTGACCTCGTCCGAAGATTCTCCATGGAGGGCGTGGGTGCCAG
droSec2 scaffold_0:8105349-8105580

-
dse_141 GCAATACCAACA----------CTAACACCAACACACA---GTCCACAGCTGTGGGTGTGGTAGTGAGCAG---T------GCAGCGGGCGGAGG---------------------TGTTGGTGTTGGT---------------GGCGGAGGAGTTGGGGGTGGTTCC------------CTTCC---CGGTGGCACCACCTCCTCGTCCTCCGCCTCC---------GCCACCGGTGGCGTTGCAGCGGGCGG---------------CGGCGG-----------------------CAATTCG--------GCA----------------G------CGGCACTCGTCCGAAGATTCTCCATGGAGGGCGTGGGCGCCAG

droYak3 v2_chr3L_random_063:45313-
45550 +

GCAATACGAACA----------CCAACACCAACACACA---GTCCACAGCTGTGGGTGTGGTAGTGAGCAG---T------GCAGCGGGCGGCGG---------------TGCAGGTGGTGTAGTAGGC---------------GGAGGAGGGGGTGGGGCTGGTTCC------------CTTCC---CGGAGGCACCACTTCCTCGTCCTCCGCCTCC---------GCCAACGGTGGCGTAGCAACGGGAGG---------------CGGCGG-----------------------CAATTCG--------GCA----------------G------CGGCCCTCGTCCGAAGATTCTCCATGGAGGGCGTGGGTGCCAG

droEre2 scaffold_4784:18248785-
18249019 -

GCAATACCAACA----------CTAACACCAACACACA---GCCCACAGCTGTAGGTGTGGTAGTGAGCAG---T------GCAGCGGGCGGCGG---------------TGCAGGTGGT---GTTGGC---------------GGGGGAGGGGGTGGTGCTGGTTCC------------CTTCC---CGGAGGCACCACCTCCTCGTCCTCCGCCTCC---------GCCAACGGAGGCGTTGCAACTGGGGG---------------CGGCGG-----------------------CAATTCG--------GCA----------------G------CGGCCCTCGTCCGAAGATTCTCCATGGAGGGCGTGGGTGCCAG

droEug1 scf7180000409824:59378-
59582 -

GCAATACCAACA----------CTA------ACACACA---GTCTACGGCTGTGGGTGTGGTAGTGAGCAG---T------GCAACGGGTGGTGG---------------------------------------------------------GGGTGGTGGTGCTCCT------------ATTCC---CGGTGGCAACACCTCATCTGCCAATACCTCC---------GCCTCAGGGGGCACGGCAACGGGAGG---------------TGGAGG-----------------------CAATTCA--------GCA----------------G------CAGCCCTCGTGCGAAGATTCTCAATGGAAGGCGTGGGTGCAAG

droBia1 scf7180000302334:363840-
364038 +

GCAACACCAACA----------------CCAGCGCACA---GTCCACGGCTGTGGGTGTGGTAGTGAGCAGCAGT------GCAACGGGCGGAGG---------------------------------------------------------GGGTGGGGGCGGCTCC------------CTTTC---GGGCAACACCACCGCATC---CTCCTCCGC---------CG---CAGGGGGCGTGGCGGCGGGG------------------GGCGC-----------------------CAACTCG--------GCG----------------G------CCGCCCTCGTCCGGAGATTCTCCATGGAGGGCGTGGGAGCAAG

droTak1 scf7180000415815:285918-
286113 -

GCAATACCAACA----------------CCAGCACACA---GGCGACTGCTGTGGGTGTGGTAGTGAGCAGCAGT------GCAACGGGTGGCGGG---------------------------------------------------------------GGTGGCCCT------------ATTCC---GAATGGCACCACCTCGTCATCCTCCACCGC---------CC---CAGGGGGCGTGGCAGCGGGG------------------GGCGC-----------------------TAACTCG--------GCG----------------G------CCGCCCACGTCCGAAGATTCTCCATGGAGGGCGTGGGTGCAAG

droEle1 scf7180000491193:5187656-
5187872 +

CCAATAGCAATA----------GCAATAGCAACACCAA---CACCACGGCTGTGGGTGTAGTTGTGAGCAG---T------GCAACGGGGGGCGGGGGTGGGTCGTCAATTGCAGGTGTTGGA---------------------------------------------------------GGTCC---GGGTGGCACCACCACCACCTCCTCCTCCTCCTCGACGGGGG---CAGGGGGCGTGGCAAC--------------------------------------------------GAGCTCA--------GCG----------------G------CCGCCGTCGTCCGACGATTCTCCATGGAGGGCGTGGGCGCAAG

droRho1 scf7180000767651:14778-
14976 +

CCAACAGCAATA----------GCAACACCAAC---------ACTACGGCTGTGGGTGTAGTAGTGAGCAG---T------GCAACGGGGGGCGGGGGTGGGTCATCAATTGCAGGTGGCGGA---------------------------------------------------------GGTCC---GGGTGGCACCACCTCCTCCT---CAACAGG---------GG---CAGGGGGCGTGGCAAC--------------------------------------------------GAGCTCA--------GCG----------------G------CCGCCGTCGTCCGACGATTTTCCATGGAGGGCGTGGGCGCAAG

droFic1 scf7180000454065:1302305-
1302523 +

CCAACACCAATACAGGCGGCCAGCAACAACAACA-ACA---ATCAACGGCTGTGGGTGTGGTAGTGAGCAG---T------GCAACAGGGGGCGGG----------------------------------------------------------GTGGA---------------------GGTCC---GGGTGGCACCACCTCGTCGGCTTCCTCATCA---------G---CGGGGGGCGCGACAACGGGGGGCGGTGGAGCAGGA---ATTCC-----------------------CAGCTCA--------GCG----------------G------CCGCCGTTGTCCGCCGTTTTTCAATGGAAGGAGTGGGTGCCAG

droKik1 scf7180000301706:18088-
18319 +

CAAACACCAACA----------CGGGCA------CCCAGCAATCGACGGCTGTGGGTGTGGTAGTGAGCAG---T------GCAACGGGGGGCGGGGGCGG---------------------C---AGC------------------AGCAGCGGTGGCGTTGCGGCAGGAGGAGGAGGAGTTGC---AAGTGGGAACACCACCTCCTCCACGACAGCAGCAAC---GACAGG---------------------CGGCGGAGCTGGA---GCAGC-----------------------TAACTCG--------GCG----------------G------CAGCAGTCGCCAGGCGCTTCTCCATGGAGGGAGTGGGGGCGCG

droAna3 scaffold_13337:11152549-
11152741 +

CCAACACGGGT----------------------GCACAGCAATCGACGGCTGTGGGTGTGGTAGTGAGCGGTGGT------GCATCCGGAAGCGGG---------------------------------------------------GGTGGGGGTGGTGGCACCTCC------------ACTGC---AGGCAGCACAACTTCATCGTCCACTGCAACG---------GCCAA---------------------CGGCGGGGCAG-----------------------------------GTGCT--------GCG----------------G------CGGCGGTCGCCAGGCGTTTCTCCATGGAGGGTGTGGGGGCTAG

droBip1 scf7180000396569:234458-
234644 -

CCAACACGGGT----------------------GCACAGCAATCGACGGCTGTGGGTGTGGTAGTGAGCGG---T------GCATCGGGAGGCGGG------------------------------------------------------GGCGGTGGCGGTGCCTCG------------GTTGC---AGGCAGCACAACTTCATCGTCCACGGCAACG---------GCCAA---------------------CGGCGGGGC-----------------------------------AGGTGCG--------GCG----------------G------CGGCCGTCGCCAGGCGTTTCTCCATGGAGGGAGTGGGGGCCCG

dp5 XR_group8:8226765-8226942 + GCACCT----------------------------CATC---GACAGCAGCTGTGGGTGTGGTAGTGAGCAGTGGT------------------GG---------------------------TGC---------------------------TGGTAACGTTGCAGCG------------GTTGC---AGGTGGCACGACGGC---GTCCACAGCAGC---------AGCTGG---------------------CGGTGGTGCAAGCGCCGGTGC-----------------------CAGCTCA--------GCG----------------G------CTGCCGTCGCCAGACGCTTCTCCATGGAGGGCGTCGGGGCACG
droPer2 scaffold_40:417506-417683 + GCACCT----------------------------CATC---GACAGCAGCTGTGGGTGTGGTAGTGAGCAGTGGT------------------GG---------------------------TGC---------------------------TGGTAACGTTGCAGCG------------GTTGC---AGGTGGCACGACGGC---GTCCACAGCAGC---------AGCTGG---------------------CGGTGGTGCAAGCGCCGGTGC-----------------------CAGCTCA--------GCG----------------G------CTGCCGTCGCCAGACGCTTCTCCATGGAGGGCGTCGGGGCACG
droWil2 scf2_1100000004837:1626531-

1626679 -
AATTCCTCCACG----------GCGG--------CAAC---AGCTGCAAGTGTGGGTGTGGTAGTTACTGGTGGC---------------------------------------------------------------------------------------------------------GGTACGACTGGCAGCACAAC---------------TGC---------AGCTGG-----AAG-------------TGGT------------GGTGG-----------------------AGGATCC--------GCC----------------T------CTGCTGTGGCCAGACGCTTCTCCATGGAAGGTGTAGGGGCAAG

droVir3 scaffold_13049:18573167-
18573323 +

CATCAT----------------------------CTTC---GGCTACCTCCGTGGGTGTGGTAGTCAGCGGAGGTAGCACTG---TCGCCGCA---------------------GGTGTTGGCAACGGT---------------GGCAGCG---------------------------------------------------------------------------------G---------------------CGGCGGGGCAGGTGCTGCTGC-----------------------GGGCTCA--------GCT----------------G------CGGCGGTCGCCCGACGTTTTTCCATGGAAGGAGTTGGTGCGCG

droMoj3 scaffold_6680:12673927-
12674083 -

CATC-------------------------------CTC---GGCCACATCTGTGGGTGTGGTAGTCAGCGGAGGCAGCACTGTAACTGCAGG------------------------TGTGGGTAACGGTGGCAGTGGTAGTGGCAGCGGTG---------------------------------------------------------------------------------------------------G---CAG------------TGGCGC-----------------------TGGCTCA--------GCT----------------G------CGGCAGTCGCTCGACGTTTCTCCATGGAGGGAGTTGGTGCGCG

droGri2 scaffold_15110:19050117-
19050272 +

G-----------------------------------------GCCACCTCAGTGGGTGTGGTAGTCAGCGGAGGTAACACTGTGACTGCT------------------------GGTGGTGGA---------------------------AACGGGGGCA--------------------------------------------------ACGGC----------------AACAGCGGG---------------GGTGGGGCAAACGCTGCTGC-----------------------TAACTCG--------GCT----------------G------CGGCAGTCGCCCGACGCTTCTCCATGGAAGGAGTTGGTGCGCG
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AGCAATTCACACCGTTTTTTGAGAAACACTTCACTAGCAATATGTTTATTTTGAGGAATAGCGTAATGGAAATTGATAGATCCGCTCGACCATGCCCACAAACAATCAATCTATGGATTGGCTGTTTGTGGACATGGATGAGGGGTGGCGTTACAAGTACAACATACGACACACACCGTGCATCAACCAACCAAACTAGTCTGCATGCCACAATACCTAATGCACGTTG
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V086

female
body,
aged

V132

ML-
DmD32

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V144

OSC

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

GSM609222

ML-DmBG1-
C1

GSM1528798
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cells
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dcr-
2[G31R]
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RNA Â 

SRR031702

2'-O-
methylated
small RNAs
from r2d2
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flies
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Male
aged
head

GSM385822

OSS_s8

SRR031697

Total small
RNAs from
dcr-2
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flies

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

V131
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SRR031703
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small RNAs
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flies
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r2d2
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IP,
reseq
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GSM385821
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SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies
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Male
aged
body

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM371638

S2-NP

GSM385744

OSS_s2

SRR031701

Total small
RNAs from
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flies

GSM385748

OSS_s6

GSM360262

0-2d
pupae

SRR097866

Drosophila
S2-NP
cells

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

V036

ML-
DmD20c5
cell

V079
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female
head

V096

loqsKO/f00791
ovary

V141
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SRR031692
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from S2-
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AGO2

V093
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rescue/TM3
Â male
total RNA
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cold,
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AGO3
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fGS/OSS
total
Â 

GSM609225

ML-DmBG3-
C2

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR060645

yw67c23(2)_testes_total

SRR060651

A2_ovaries_Ago3

AGO3

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

GSM609250

ML-DmD32
cell

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V125

ML-
DmD9

V126

CME
L1

V140

Dessication_female_body

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

GSM609238

embryo
14-24hr

V034

ML-
DmD16c3
cell

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V085

CME
W2
wing
disc

GSM609223

male, one
day

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM399101

kc167
cell

V031

GM2
cell

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V015

DreRFHV148h

GSM609226

CMEW1
Cl.8+
cell

V074

S3

GSM180329

adult
bodies
(female
bodies,
male
bodies)

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM379059

Piwi
Mutant

GSM379061

Squ
Heterozygote

GSM467730

Dmel_r2d2_sRNAseq

GSM272652

S2 -48
Biological
Replicate
#1

GSM272653

KC -48 #1

GSM322533

female
head #1

GSM399107

male body
#2

GSM360256

1st
instar #1

GSM286602

male body

SRR001338

IR_non-
beta-
eliminated

SRR001339

WT_females_non-
beta-eliminated

SRR001348

ago2_oxidized

SRR001664

homozygous_dcr-
2_untreated

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR010960

wt,
oxidized

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR060652

hs-
Penelope_testes_total

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V003

dsDcr-1
(katsutomo
RNA)

GSM609251

aged
female
head

GSM399100

Kc167
cell

V022

ML-
DmD32
cell

V032

S1
cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609229

embryo 2-
6hr

GSE24545

CS ovary
total
RNA
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ML-
DmD8

V142

Oxidation_female_body

V146

S1
cell

V147

1182-
4H
cell

V148

mbn2

V0632
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ovary
AGO1-
IP,
reseq

AGO1
GSM609217

MLDmD20c5

V078

Desiccation,
female head

GSM609234

CS Â male
total RNA
Â 
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S2-
DRSC

GSM609218

Sg4

GSM628272

ago2[414]
ovary
total RNA

GSM609237

ago2[414]
ovary
total RNA

GSM286607

6-10h #1
(10)

SRR001349

heterozygous_dcr-
2_untreated

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM379057

Krimp
Mutant

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014277

Ovary_rep1_NA_P

V138

Male
cold
body

GSM379063

Vasa
Heterozygote

V023

Dcr2
female
head

SRR001347

ago2_untreated

SRR029031

loqs-ORF
knockdown

SRR032093

ago1
knockdown

GSM609230

CS,ovary,AGO1IP

AGO1

SRR014273

Ovary_rep1_Har_P

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

V139

Cold_female_body

..........................................................TAGCGTAATGGAAATTGATAGATCCGC................................................................................................................................................ 27 0 1 9.00 9 0 0 0 0 1 0 0 0 0 0 0 0 0 2 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................TATGGATTGGCTGTTTGTGGACATGGA........................................................................................... 27 0 1 5.00 5 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................TGTTTGTGGACATGGATGAGG...................................................................................... 21 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................CAACCAAACTAGTCTGCAT....................... 19 0 1 4.00 4 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................TGTTTGTGGACATGGATGAGGG..................................................................................... 22 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TTTGTGGACATGGATGAGGGGT................................................................................... 22 0 1 3.00 3 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................TGGACATGGATGAGGGGTGGC................................................................................ 21 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................CGCTCGACCATGCCCACAAAC.............................................................................................................................. 21 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................TGGAAATTGATAGATCCGCTCGACCA......................................................................................................................................... 26 0 1 2.00 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................AAACTAGTCTGCATGCCACAAT............... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TGGCTGTTTGTGGACATGGATGAGG...................................................................................... 25 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................TATTTTGAGGAATAGCGTAATGGAAAT............................................................................................................................................................ 27 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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............................................................................................................................................................................ACACCGTGCATCAACCAACCAAACTAGTG............................ 29 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................GGCTGTTTGTGGACATGGATGA........................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................GCTGTTTGTGGACATGGATGAG....................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................TACAACATACGACACACACCGTGCA............................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................ATCTATGGATTGGCTGTTTG..................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................TTGATAGATCCGCTCGACCAT........................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TTTGAGGAATAGCGTAATGGAAAT............................................................................................................................................................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................GGCTGTTTGTGGACATGGATGAT....................................................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................CCGCTCGACCATGCCCACAAACAATCA......................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................TAATGGAAATTGATAGATCCGCTCGA............................................................................................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................ATACGACACACACCGTGC................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................TTCACTAGCAATATGTTTATTTTGAGGAA........................................................................................................................................................................... 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................ACATGGATGAGGGGTGGG................................................................................ 18 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................TTTTGAGGAATAGCGTAATGG................................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TTGGCTGTTTGTGGACATGGA........................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................................CCACAATACCTAATGCACGTTG 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................TGTGGACATGGATGAGGGGTGGC................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................GTTTGTGGACATGGATGAGGGG.................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....TTCACACCGTTTTTTGAGAAACACTTCAC................................................................................................................................................................................................... 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TTTGAGGAATAGCGTAATGGAAATT........................................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................ATATGTTTATTTTGAGGAATA......................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................GATAGATCCGCTCGACCATGC...................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TTGTGGACATGGATGAGGGGTG.................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................TAATGGAAATTGATAGATCCGCTCGAC........................................................................................................................................... 27 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................ATACGACACACACCGTGCATC............................................. 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................CATCAACCAACCAAACTAGTCTGC......................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................TTGATAGATCCGCTCGACCATGCCCA................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................ATGCCCACAAACAATCAATCT..................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................ATAGATCCGCTCGACCATGCCC.................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................CACAATACCTAATGCACGTTG 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................ATAGCGTAATGGAAATTGATAG...................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................ATTGATAGATCCGCTCGACCATGCCCAC.................................................................................................................................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TTGGCTGTTTGTGGACATGGATGAG....................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................TGGATTGGCTGTTTGTGGACATGGAT.......................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................TACGACACACACCGTGCATCAACCA........................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................GTTTGTGGACATGGATGA........................................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................................TCTGCATGCCACAATACCTAATGC...... 24 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................ATGCCCACAAACAATCAATCTTG................................................................................................................... 23 2 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TGGCTGTTTGTGGACATGGATG......................................................................................... 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................ACACACACCGTGCATCAACCAACCAAAC................................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................ACATGGATGAGGGGTGGCGTT............................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TTGTGGACATGGATGAGTT..................................................................................... 19 2 4 0.25 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TCGTTAAGTGTGGCAAAAAACTCTTTGTGAAGTGATCGTTATACAAATAAAACTCCTTATCGCATTACCTTTAACTATCTAGGCGAGCTGGTACGGGTGTTTGTTAGTTAGATACCTAACCGACAAACACCTGTACCTACTCCCCACCGCAATGTTCATGTTGTATGCTGTGTGTGGCACGTAGTTGGTTGGTTTGATCAGACGTACGGTGTTATGGATTACGTGCAAC

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

#
Mismatch

Hit
Count

Total
Norm Total

V012

Dcr2 male
(Katsutomo,
whole fly?)

V132

ML-
DmD32

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V137

Male
aged
head

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR029633

total
small RNAs
from hen1
homozygous
flies

V080

Starvation,
female head

GSM609251

aged
female
head

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V079

Oxidation,
female
head

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

GSM628272

ago2[414]
ovary
total RNA

GSM609222

ML-DmBG1-
C1

GSM609229

embryo 2-
6hr

V022

ML-
DmD32
cell

V125

ML-
DmD9

GSM609247

heat
female
head

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V077

cold,
female
head

GSM609223

male, one
day

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR060645

yw67c23(2)_testes_total

V096

loqsKO/f00791
ovary

V141

Heat_female_body
V144

OSC

V146

S1
cell

V023

Dcr2
female
head

SRR031692

Total
small
RNAs from
Oregon R

V136

Male
aged
body

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

V008

S2-
DRSC

V015

DreRFHV148h

GSM399100

Kc167
cell

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM609225

ML-DmBG3-
C2

V086

female
body,
aged

SRR014268

Embryo_0-
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............................................................CGCATTACCTTTAACTATCTAGGCG................................................................................................................................................ 25 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................................GTACGGTGTTATGGATTACGT..... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................GTGGCACGTAGTTGGTTGGTTT.................................. 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................GCTGTGTGTGGCACGTAGTTGGT........................................ 23 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................TGATCAGACGTACGGTGTTAT.............. 21 0 1 2.00 2 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TACGGGTGTTTGTTAGTTAGA..................................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................CGAGCTGGTACGGGTGTTTGTTA........................................................................................................................... 23 0 1 2.00 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................TACCTACTCCCCACCGCAATG........................................................................... 21 0 1 2.00 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................TGGTTTGATCAGACGTACGGTGTTAT.............. 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................CTGTGTGTGGCACGTAGTTGG......................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................TGTGTGTGGCACGTAGTTGG......................................... 20 0 1 2.00 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................CGAGCTGGTACGGGTGTTTGT............................................................................................................................. 21 0 1 2.00 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CGGGTGTTTGTTAGTTAGATA................................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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...........................................................................................................................................................................................................GTACGGTGTTATGGATTA........ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TGGGTGTTTGTTAGTTAGATA................................................................................................................... 21 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................................AGACGTACGGTGTTATGGATTACGTGC... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................TGATCAGACGTACGGTGTTATGGATT......... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................GGCACGTAGTTGGTTGGTTTGAT............................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................................TTGATCAGACGTACGGTGTTATGGATT......... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................TTGCGAGCTGGTACGGGTGTTT............................................................................................................................... 22 2 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................GCATTACCTTTAACTATCTA.................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................AGCTGGTACGGGTGTTTGTTA........................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CTGGTACGGGTGTTTGTT............................................................................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................AGGCGAGCTGGTACGGGTGT................................................................................................................................. 20 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................GTTGGTTTGATCAGACGTACG..................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................AAACTCTTTGTGAAGTGATCG............................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................CTAGGCGAGCTGGTACGGGTGT................................................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................GGGTGTTTGTTAGTTAGATA................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................AGTTGGTTGGTTTGATCAGACGTAC...................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................GGTTGGTTTGATCAGACGTACGGTGT................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................CAGCTGGTACGGGTGTTTGTTAGT......................................................................................................................... 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TGGTACGGGTGTTTGTTAGTTAGAT.................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TGGTACGGGTGTTTGTTAGT......................................................................................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................GTAGTTGGTTGGTTTGA................................ 17 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................TATCGCATTACCTTTAACTAT....................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................TGTGGCACGTAGTTGGTTG...................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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...................ACTCTTTGTGAAGTGATCGTT............................................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TGGTACGGGTGTTTGTTAGTTA....................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................ACCGCAATGTTCATGTTGTAT............................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................CCCACCGCAATGTTCATGTT................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................TTGTGAAGTGATCGTTATACAAAT..................................................................................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:9521027-9521255 - dme_395 AGC--------------------AATTCACACCG-----------TTTTTTGAGAA------------------ACACTTCACTAGCA-------ATATGTTTA--TTTTGAGGAATAGCGTAATG-GAAATT-G--ATAGATCCGCTCGACCATGCCCACAAACAATCAAT--CTA-TG--------G-ATTGGCTGTTTGTGGACATGGATG-------------------------AGGGGTGGCG--TTAC----AA-------G------TACAACATACGA--CACACACCGTGC----------ATCAACCAACCAAACTAGTCTGCATGCCACAAT------ACCTAATG-CACG-----TTG
droSim2 3r:11657811-11658039 + dsi_32447 AGC--------------------AATTCACACCG-----------TTTTCTGAGAA------------------ACACTTCACTAGCA-------ATATGTTTA--TTTTGAGGAATAGCGTAATG-GAAATT-G--ATAGATCCGCTTGATCATGCCCACAAACAATCAAT--ATA-TG--------C-GTTGGCTGTTTGTGGACATGGACG-------------------------AGAGGAGGCG--TTAC----AA-------G------TACAACATACGA--CACACACCGTGC----------ATCAAACAACCGAACTAGTCTGCATGCCACATT------ACCTAATG-CACG-----TTG
droSec2 scaffold_0:12486055-12486283

+
dse_135 AGC--------------------AATTCACATCG-----------TTTTCTGAGAA------------------ACACTTCACTAGCA-------ATATGTTTA--TTTTGAGGAATAGCGTAATG-GAAATT-G--ATAGATCCGCTCGATCATGCCCACAAACAATCAGT--CTA-TG--------C-GTTGGCTGTTTGTGGACATGGACG-------------------------AGAGGAGGCG--TTAC----AA-------G------TACAACATACGA--CACACACCGTGC----------ATCAACCAACCGAACTAGTCTGCATGCCACATT------ACCTAATG-CACG-----TTG

droYak3 3R:13829421-13829648 - AGC--------------------AATTCACAACG-----------TT-TTTGAGAA------------------ACACTTCACTAGCA-------ATATGTTTA--TTTTGAGGAATAGAGTAATG-GAAATT-A--ATAGATTCCCTCGACCATGCCCACAAGCAATCAAC--CTA-TG--------G-GTTGGATGTTTGTAGACATGGACG-------------------------AGAGGAGCCG--GTAC----AA-------G------TACAACATACGA--CACACCCTGTGC----------ATCCACCAACCGAACTAGTCTGCATGCCACAAT------ACCTAGTG-CACG-----TTG
droEre2 scaffold_4770:12114063-

12114293 +
der_1533 AGC--------------------AATTCACAACG-----------TT-TTTGCGAA------------------ACACTTCACTAGCA-------ATATTTTTA--TTTTGATGAATAGCGTAATG-GAAATT-A--ATAGATCCCCTCGACCATGCCCACAAACAATCAAT--CCA-TA--------G-GTTGGCTGTTTGTGGACATAGACG-------------------------AGAGGAGGCG--GTAC----GAGTACCAAG------TACAACATAAAA------CACTGTGC----------ATCCACCAACCGAACTAGTCTGCATGCCACAAT------ACCTAGTA-CACG-----TTG

droEug1 scf7180000409802:453254-
453469 +

AGC--------------------AATCTACACAG-----------TT-TTTTAGAA------------------ACACTTCACTAGCA-------ATATGTTTA--TTTTGACAAAAAGCTTAATG-GAAATT-A--ATAGATACACTCGACCATGCCCACACACAACCCAC--TA-TCG--TTTCTGG-GTTGGTTGTGTGTGGACAAGGACG-------------------------AGTAGTGACC--AGAC----AA-------G------TACAACATAAGG-TC---------AC----------ATCCACCAACTGAACTAGTC--------GCAAT------ACCTAA---CACA-----TTG

droBia1 scf7180000302402:2257604-
2257833 -

AGC--------------------AACCAACACCG---------CGTT-TGTGCGAA------------------ACACTTCACTAGCA-------ATATGTTTA--TTTTGAGGAAAAGCTTAATG-GAAATT-AGTATAGATTCCCCTGACCATGTCCGCACACAATCCAC--CTA-CT--AGTCTGC-----GTTGTATGTGGACATGGACA-------------------------GGAGGAGACG--AGAC----AA-------G------TACAA----GTA--CACACCCTGTGC----------ATCCACCAAACGAACTAGTCTGCATGTCGCAAT------ACCTTACG-CACG-----TTG

droTak1 scf7180000415380:348665-
348893 -

AGC--------------------AATCAAC-----------------------GCA------------------ACACTTCACTAGCA-------ATATGTTTA--TTTTGACGAAAAGCTTAATG-GAAATT-A--TTAGATCCCCTCGACCATGCCCACACACAATCCCCCGTT-TCG--AATCTGG-GTTGGATGTGTGTGGACATGGACG-------------------------AGTGGAGATG--AGAGAC--AA-------G------TACAACATAAGACACACACCCTGTGC----------AACCACCAACTGAACTAGTCTGCATGTCGCAAT------ACCTTTTG-CACG-----TTG

droEle1 scf7180000491047:1670813-
1671053 +

AGC--------------------AATCTACACCG-----------TT-CTTGAGCA------------------ACACTTCACAAGCA-------TTATATTTA--TTTTTACGAAAAGCGTAACCCAAAATT-G--ATAGTTCCGCCCGACCATGCCCACACACATTCCTCAGCT-TCG--TGGCTGG-GTTGGCTGTGTGTGGACATGAGCG-------------------------AGCGGAGATG--GGACACATAA-------G------TACAACATAAGA--CACACCCTGTGC----------ATCCACCAACTGAACTAGTCTGCATGTCGCAAT------ACCTTTTG-CACC-----TTG

droRho1 scf7180000769095:41449-41690
+

AGC--------------------AATCAACACCG-----------TT-TTTGAGAA------------------ACACTTAACTAGCA-------AGTTGTTTA--TTTTGACGAAAAGCGTAATA-GAAATT-A--ATAGTTCCACTCGACTATGCCCACACACATCCCCCACCA-TAA--AATCTGG-GTCGGATGTGTGTGGACATGGGCG-------------------------AGTGGATACACGGGACACATAA-------G------TACAACATAAGA--CACACCCTGTGC----------ATCTATCAACTGAACTAGTCTGCATGTCGCAAT------ACCTAATG-CACC-----TTG

droFic1 scf7180000453912:20352-20583
-

AGT--------------------AATCTGCACAG-----------TT-TTTGAGAA------------------ACACTTCACTAGCA-------ATATGTTTA--TTTTTACGAAAAGCGTAACC-GAAATT-G--ATCATTTTACCCGGCCATGTCCATGCACAACCCAC--TCCTCG--AATCT-----GGAATGTGTGCGGACATGGGCG-------------------------AGTGAAAACG--GAGC----AA-------G------TAAAACATAACA--CACACCTTGTGC----------ATCCACCAACTGAACTAGTCTGCATGTCGCAAT------ACCTAATGTCACC-----TTG

droKik1 scf7180000302706:531059-
531332 -

ACCAGCA-GCCAAAGCAAATTACATTTTACACCTTT---------TT-TTTAAGCA----------------ACACATTTCACTAGCAGCAAT--ATTTGTTTA--TTTTGTCGGAAAGCCTTACC-GAAATCTATTGTAGTTTCGCTCGACCATGCCCACACTTGGCCCAC--CTC-TG--AATAAGGCTTCGGCTAGGTGTGGACATGGGCG-------------------------AGTGAAAACA--ACGC----GCAT-----GTTATATTTGAACGTAAGA--CACACCCTGTAC-------CTTATCCAGCAACTGAACTAGTCAGCGA--CACAC-------CCTTTATA-TATA-----TAT

droAna3 scaffold_13340:10521910-
10522159 +

dan_4053 AAAAGGA-----------CTCACAATTGACACA---CAAACTAC-GT-TTTAAGCA------------------ACACTTTACTAGCA-------ATCTGTTTA--ATTTGACGAAAGTTTATACC-GAAATT-T--GCAGTTCTGTTCGATCCCGTCCACACACAGCCAAT--CTT-TGGGTTCAAGG-TTTGAGTCTGTGTGGGCGCAATCG-------------------------CTTGGATACT--TTAG-----------------------ATACTAAGA--GACACTCCGTGT----------GACCATCAACTGAACTAGTCAGCGCGAGGCAAT------ACACGACG-CTGGCTAC-ACG

droBip1 scf7180000396708:5537277-
5537519 +

AGG--A------------CTCACAATTGAAGCA---CAAATCAT-TT-TTTAAGCA------------------ATACTTTACTAGCA-------ATCTGTTTA--ATTTAAAGAACCTCTATACC-GAAATT-T--GTAGCTCCGCTTGATTACGTCCACACACAGCCAAT--CTT-TGGGTTCAAGG-TTTGAATCTGTGTGGACGTGATCG-------------------------GTCGGATACT--TTGG----A---------------TACA----AAGA--GACACTTCGTGT----------TACCACCAACTGAACTAGTCAGCGCGAGGCAAA------GCACGACG-CACC-----CTG

dp5 2:10072280-10072550 - dps_3847 AAG--AT-----------ATCGCAATCTACACCTTTTTATTTGAGTT-TTTCAGCC------------------AATTTTCACTGGTA-------TAATGTTTTTTTTTTTGGGACAAACATAACC-GATACT-T---TACCAATGCTCCACCACGCCCACACACATCCATA--CT-TAA--CCTATAG-TCTGCCTGTGTGTGGACGATGCGG-------------------------AGATCGCGCA--AGGA----AGGTAC--------CTTATAACATAGAA--AGCATCCCGCATTTACCATCTACTCTACCAACTGAACTAGTCAGCGTTTGGAAAC------ACACGGCG-CACC--ACCCTG
droPer2 scaffold_0:10408958-10409228

+
dpe_2525 AAG--AT-----------ATCGCAATCTACACCTTTTGATTTGAGTT-TTTCAGCC------------------AATTTTCACTGGTA-------TAGCGTTTTTTTTTTTTGGACAAACATAACC-GATACT-T---TACCAATACTCCACCACGCCCACACACATCCATA--CTT-AA--CTATAAG-TCTGCCTGTGTGTGGACGAGGCGG-------------------------AGATCGCGCA--AGGA----AGGTAC--------CTTATAACATAGAA--AGCATCCCGCATTTACCATCTACTCTACCAACTGAACTAGTCAGCGTTTGGCAAC------ACACGGCG-CACC--ACCCTG

droWil2 scf2_1100000004943:10969650-
10969867 -

ACG--ACAAAATG-------TTTAGTTTACATTG-----------ATTTCTTTTACAATTTCTACATTCTCTGCACAATTT----TCAGACATATTTGGATTTA----------------------------------------------------------------------TTT-TG--------T-GTTTATTATCTTTAAATTCTTATAGTAGCACTCATTTCAAACAATGTTGAGTTG-------CGCC----CA-------G------TACCTT---------ATACATAATAC----------ACTCTCCCAAACTACTAGTCAGCACGATGCATTCAAACTTACTAATA-AGTG-----TAA

droVir3 scaffold_12822:1483323-
1483325 -

AGC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_14624:2529238-
2529248 -

AAT--------------------ATTTCATA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1533.html
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http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4053.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:5537277-5537519
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:10072280-10072550
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3847.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:10408958-10409228
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2525.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:10969650-10969867
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12822:1483323-1483325
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14624:2529238-2529248


ID:

dme_423

Coordinate:

chr3R:20481203-20481293 +

Confidence:

candidate

Class:

MiRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [CG6695-in]; CDS [CG6695-cds]; CDS [CG6695-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATCTACTTGGATCCCGCGGTGGCCGCCGCCGGCGATGGAGCCGCAATCATGCAAGTGATATTCATTTAGAGCATAAAACCCTCTACTTTCTAGTTGCGTGGCGATGTTTTTGTTTTGCTAAGTAATGGATACTTTTTGCAGTGTGCCTTGGCAGGGTCAGCAGGACAACCTCATCGACCGCTTCGATGTAC

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

#
Mismatch

Hit
Count

Total
Norm Total

GSM609222

ML-DmBG1-
C1

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

V134

ML-
DmD8

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

GSM399110

KC-48 #2

GSM609225

ML-DmBG3-
C2

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

V096

loqsKO/f00791
ovary

V091

fGS/OSS
total
Â 

SRR029032

r2d2
knockdown

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

V086

female
body,
aged

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR014275

Ovary_rep1_LK_P

SRR065806

Piwi-
IP_squ_mut_ovaries

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

GSM399101

kc167
cell

V142

Oxidation_female_body

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609217

MLDmD20c5

GSM628272

ago2[414]
ovary
total RNA

GSM609237

ago2[414]
ovary
total RNA

GSM609230

CS,ovary,AGO1IP

AGO1
V074

S3

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

GSM609224

female,
one day

V036

ML-
DmD20c5
cell

GSM609229

embryo 2-
6hr

V125

ML-
DmD9

SRR010954

Aub trans-
heterozygotes,
oxidized

V139

Cold_female_body

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM379057

Krimp
Mutant

GSM379060

SpnE
Heterozygote

GSM379063

Vasa
Heterozygote

GSM379065

Zuc
Heterozygote

GSM467730

Dmel_r2d2_sRNAseq

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR060644

A2_ovaries_total

SRR060649

A2_ovaries_FLAG-
Piwi

SRR060651

A2_ovaries_Ago3

AGO3

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

GSM609239

IR- 2-
18hr

GSM399100

Kc167
cell

GSM609221

1182-4H
cell

GSM609249

ML-DmD21
cell

V078

Desiccation,
female head

V127

G2

V128

S3

V129

ML-
DmBG1-
c1

V131

ML-
DmD16-
c3

V132

ML-
DmD32

V141

Heat_female_body

V147

1182-
4H
cell

V148

mbn2

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1
V073

mbn2

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609227

CMEW1
Cl.8+
cell

GSM609218

Sg4

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM272651

S2-
48,+48,
KC-48,
+48 mix

SRR001349

heterozygous_dcr-
2_untreated

GSM609240

IR+ 2-
18hr

V015

DreRFHV148h

GSM609234

CS Â male
total RNA
Â 

V008

S2-
DRSC

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

GSM371638

S2-NP

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR032094

ago2
knockdown

GSM609241

s2+48 #1

SRR097865

Drosophila
S2-NP
cells

V006

r2d2 female:
possibly
heterozygous

V014

DTT
8h

V037

Felix
sample
+mirtrons

V079

Oxidation,
female
head

V138

Male
cold
body

V085

CME
W2
wing
disc

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR001347

ago2_untreated

GSM1528798

follicle
cells

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

V146

S1
cell

GSM609223

male, one
day

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

V038

Felix
sample
S2
only

V080

Starvation,
female head

GSM399107

male body
#2

V031

GM2
cell

SRR010953

Aub
heterozygotes,
oxidized

GSM609219

GM2 cell

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM272653

KC -48 #1

SRR001664

homozygous_dcr-
2_untreated

SRR001339

WT_females_non-
beta-eliminated

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM286607

6-10h #1
(10)

GSM609242

s2+48 #2

SRR014273

Ovary_rep1_Har_P

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM609250

ML-DmD32
cell

..................................................GCAAGTGATATTCATTTAGAGCATA.................................................................................................................... 25 0 1 14.00 14 1 0 5 1 1 1 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GCAAGTGATATTCATTTAGAGCA...................................................................................................................... 23 0 1 3.00 3 1 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................TTTGTTTTGCTAAGTAATGGATACT.......................................................... 25 0 1 3.00 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................CAACCTCATCGACCGCTTCG...... 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTCTAGTTGCGTGGCGATGT.................................................................................... 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TCTACTTTCTAGTTGCGTGGCGA....................................................................................... 23 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TCTAGTTGCGTGGCGATGT.................................................................................... 19 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GCAAGTGATATTCATTTAGAGCATAA................................................................................................................... 26 0 1 2.00 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................AGGACAACCTCATCGACCGCTTC....... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TTGTTTTGCTAAGTAATGG............................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTCTAGTTGCGTGGCGATGTTTTTGT.............................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................TGTTTTTGTTTTGCTAAGTAATGGA.............................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................GTCAGCAGGACAACCTCATCGACC............ 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................AGTTGCGTGGCGATGTTTTTGT.............................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................CCCTCTACTTTCTAGTTGCGTGGCGAG...................................................................................... 27 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TTTTTGTTTTGCTAAGTAATGGATA............................................................ 25 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................TTTTGCTAAGTAATGGATACTT......................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................CCCTCTACTTTCTAGTTGCGTGGCG........................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CTCTACTTTCTAGTTGCGTGGCGAG...................................................................................... 25 1 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................AAACCCTCTACTTTCTAGTTGCGTG........................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TACTTTCTAGTTGCGTGGCGATGT.................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................TTTGTTTTGCTAAGTAATGGATACTTT........................................................ 27 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TTTTTGTTTTGCTAAGTAATGGATACT.......................................................... 27 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................AATGGATACTTTTTGCAGT................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................TAATGGATACTTTTTGCAG.................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................TCAGCAGGACAACCTCATCG............... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GCAAGTGATATTCATTTAGAGCATC.................................................................................................................... 25 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.TCTACTTGGATCCCGCGGTGGCCGCC.................................................................................................................................................................... 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TAGATGAACCTAGGGCGCCACCGGCGGCGGCCGCTACCTCGGCGTTAGTACGTTCACTATAAGTAAATCTCGTATTTTGGGAGATGAAAGATCAACGCACCGCTACAAAAACAAAACGATTCATTACCTATGAAAAACGTCACACGGAACCGTCCCAGTCGTCCTGTTGGAGTAGCTGGCGAAGCTACATG

**********************************************************...((........((((((((((.(((((...((((...........))))....)))))))))...))))))........))**************************************************
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.............................................................AGTAAATCTCGTATTTTG................................................................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................GGCGGCGGCCGCTACCTCGGC.................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:20481153-20481343 + dme_423 ATCTACTTGGATCCCGCGGTGGCCGCCGCCGGCGATGGAGCCGCAATCATGCAAGTGATATTCATTTAGAGC--------------------------------ATAAAACCCTC-TACTTT-CTA-------G---TTGCG-----TGGCG--ATGT--------------------------------------------------------TTTTGTTTTGCTAAGTAATGGAT------AC-------TTTTTGCAGTGTGCCTTGGCAGGGTCAGCAGGACAACCTCATCGACCGCTTCGATGTAC
droSim2 x:5239427-5239617 - ATCTACTTGGATCCCGCGGTGGCGGCCGCCGGCGATGGAGCCGCAATCATGCAAGTGATATTCATTTGGAGC--------------------------------ATAAAACCCTC-TACTTT-CTA-------G---TTGCG-----TGGCG--ATGT--------------------------------------------------------TTTTTTTTTGCTAAGTAATTGAT------AC-------TTTTTGCAGTGTGCCTTGGCAGGGTCAGCAGGACAACCTCATCGACCGCTTCGATGTGC
droSec2 scaffold_0:20815586-

20815775 +
ATCTACTTGGATCCCGCGGTGGCCGCCGCCGGCGATGGAGCCGCAATCATGCAAGTGATATTCATTTGGAGC--------------------------------ATAAAACCCTC-TACTTT-TTA-------G---TTGCG-----TGGCG--ATGT--------------------------------------------------------TT-TTTTTTGCTAAGTAATTGAT------AT-------TTTTTGCAGTGTGCCTTGGCAGGGTCAGCAGGACAACCTCATCGACCGCTTCGATGTGC

droYak3 3R:26016241-26016430 - ATCTACTTGGATCCCGCGGTGGCCGCCGCCGGCGATGGAGCCGCAATCATGCAAGTGATATTCATTTGGAGC--------------------------------TTAAAACCCTC-TACTCT-CTA-------G---CTGCG-----TGGCG--ACTT---------------------------------------------------------TTATTTTTGCTAAATAATTGGT------AC-------TTTTTGCAGTGTGCCTTGGCAGGGTCAGCAGGACAACCTCATCGATCGCTTCGATGTAC
droEre2 scaffold_4820:7577175-

7577361 -
ATCTACTTGGATCCCGCGGTGGCCGCCGCCGGCGATGGAGCCGCAATCATGCAAGTGATATTCATTTGGAGC--------------------------------TTAAAACCCTC-TACTTT-CTC-------G---TTGCG-----TGGCG--ACGTT----------TTTTGCTA--------------------------------------------------AGTGATTTGT------AC-------TTTTTGCAGTGTGCCTTGGCAGGGTCAGCAGGACAACCTCATCGACCGCTTCGATGTAC

droEug1 scf7180000409881:205656-
205846 +

ATCTATTTGGATCCTGCGGTGGCCGCCGCCGGCGATGGAGCCGCAATCATGCAAGTGATATTCAGTGGGATC--------------------------------CTTAAATCCAA-AACTTT-TTA-------T---ATATA-----TGTTA--CTGT--------------------GTTGAGAACTTTTA-----------------------------------CTTATTT-TT------TT-------TTTTGTCAGTGTGCCTTGGCAGGGTCAGCAGGATAACCTCATTGACCGCTTTGATGTGC

droBia1 scf7180000302402:4260636-
4260824 +

ATTTACTTGGACCCCGCGGTGGCCGCCGCCGGCGATGGAGCCGCCATCATGCAAGTGATATTCAGTTGGAGC--------------------------------CTAAA-CACTC-TACTCCTG---T----TTTTGTGTCG-----TGGTG--AGGT-----------CATTACTA--------------------------------------------------AGTGTATCGT------CT-------CGTTTGCAGTGTGCCTTGGCAGGGTCAGCAGGACAACCTCATCGACCGCTTCGATGTGC

droTak1 scf7180000415310:659590-
659779 -

ATCTACTTGGATCCCGCGGTGGCCGCCGCCGGCGATGGAGCCGCCATCATGCAAGTGATATT-----GGAGC--------------------------------CTAAAGCTTTT-TACCTT-G---T----TTT-----C--CGTGTGTGT--GTGTC----------CCCTACTA--------------------------------------------------AGTGCTTTCT------ACCCTTTTTTGTTTGCAGTGTGCCTTGGCAGGGTCAGCAGGACAACCTCATCGACCGCTTCGATGTGC

droEle1 scf7180000491194:536283-
536472 +

ATCTACCTGGACCCTGCGGTGGCCGCCGCCGGCGATGGAGCCGCCATCATGCAAGTGATATTCAGTTGGAGC--------------------------------TTGAAGCCCTT-CTCTTG-CCC-------C---TTGCT--C--TGACTAAGTCCT----------CCTTACTA--------------------------------------------------AGTGCTTGTC------CT-------TTCTTGCAGTGTGCCTTGGCAGGGCCAGCAGGATAACCTCATCGATCGCTTCGATGTGC

droRho1 scf7180000779488:579223-
579408 +

ATCTACCTGGATCCCGCGGTGGCCGCCGCCGGCGATGGAGCCGCAATCATGCAAGTGATATTCAGTTGGAGC--------------------------------TTACAACCCTC-TACTTC-TTG-------T---GTGGT-----TGGTG--GTGTC----------CTTTACTA--------------------------------------------------AGTGTCC-TT------CC-------TTTTTGCAGTGTGCCTTGGCAGGGTCAACAGGACAACCTCATCGATCGCTTCGATGTGC

droFic1 scf7180000454106:1830847-
1831035 -

ATCTACCTGGATCCCGCGGTGGCGGCCGCCGGCGATGGAGCCGCAATCATGCAAGTGATATTCATTTGGAGC--------------------------------TTAAAACCCTC-TGCTTT-G---T----TTT-----GGTTGCATGTAA--GAGAT----------CTTAACTA--------------------------------------------------ACTGACTCGT------G--------TCCTTGCAGTGTGCCTTGGCAGGGTCAGCAGGATAATCTTATAGACCGTTTTGATGTTC

droKik1 scf7180000302388:1722232-
1722421 -

ATCTATCTGGATCCCGCGGTGGCGGCCGCCGGCGATGGAGCCGCAATCATGCAAGTGATATTGAGTTGGAGC--------------------------------TTAAAACCCTC-TACGTT-TCA----GGCTTT---GCG---T-TGGCT--GG-------------AATGACTAA------------------------------------------------AAGTGCTTCCT------CC-------TCTTTGCAGAGTGCCTTGGCAGGGTCAACAGGATAACCTCATCGATCGCTTCGATGTGC

droAna3 scaffold_13340:4693168-
4693353 -

ATCTATTTGGACCCCTCTGTGGCTGCCGCTGGCGATGGAGCCGCTATCATGCAAGTGATATTGAGTTTGAGT--------------------------------TTGAA-CACTCTTT-----TAAGACCGCAT---TTTCG-----TGGAT--AG-------------CATAACTA--------------------------------------------------ATTGGTG-TT------TC-------ATTTTGCAGTGTGCCGTGGCAGGGGCAGCAGGATAATCTGATTGACCGGTTCGACGTAC

droBip1 scf7180000396359:496338-
496523 +

ATATATTTGGATCCTGCAGTGGCTGCCGCTGGCGATGGAGCCGCAATCATGCAAGTGATATTGAGTTTGAGT--------------------------------TTGAC-CACTCTTTTATG-ACC----GACTTT---TGG-----TGGAC--AG-------------GAAGACTA--------------------------------------------------ATTGGGT-GT------TC-------CTTTTACAGTGTGCCGTGGCAGGGGCAGCAGGATAATCTGATTGACAGGTTTGACGTAC

dp5 2:1754279-1754472 - ATTTACCTGGACCCAGCGGTAGCGGCAGCGGGCGATGGTGCCGCCATCATGCAAGTGATATTGAGTTTAAAATTTGCTTTGCCTTTCCTTTCAATTATGCAAAGCGAAA-------------------------------CG-----------------------------TGGCTAAAGTG--------------------------------------------------CACATGTCCTTGT-------TCTTTGCAGTGTTCCGTGGCAGGGACAGCAGGACAATCTGATTGATCGGTTTGATGTGC
droPer2 scaffold_7:1907678-1907871

-
ATTTACCTGGACCCAGCGGTAGCAGCAGCGGGCGATGGTGCCGCCATCATGCAAGTGATATTGAGTTTAAAATTTGCTTTGCCTTTCCTTTCAATTATGCAAAGCGAAA-------------------------------CG-----------------------------TGGCTAAAGTG--------------------------------------------------CACATGTCCTTGT-------TCTTTGCAGTGTGCCGTGGCAGGGACAGCAGGACAATCTGATTGATCGGTTTGATGTGC

droWil2 scf2_1100000004902:9619708-
9619912 -

ATATATTTGGATCCAGCAGTAGCTGCTGCCGGCGATGGAGCCGCGATCATGCAAGTGATATTGAATCCAGAC--------------------------------AAAATATATTC-TCGATT-CT--------CC-----C--CGTT---AC--AG-------------TGTGACTAAGTTG--------------AGTTTTTCTTTGCCCTCTTTTTTTTTTGC------------------TC-------TATCTGCAGTGTGCCTTGGCAGGGACAGCAGGATAATCTAATCGATCGATTTGATGTTC

droVir3 scaffold_13047:777402-

777584 +

dvi_285 ATTTATTTGGACCCAGCTGTAGCGGCCGCCGGTGATGGCGACGCAATCATGCAAGTGATATTGAATCCAGAT--------------------------------ATAAA-TATACCTAAATG-CCA----TACTTT----C-------------------------TGCGAAATCTA--------------ATTTG----------------------------------GTTTTTG------TT-------CCCTTGCAGTGTTCCTTGGCAGGGACACCAGGACAACCTTATCGATCGCTTCGATGTGC

droMoj3 scaffold_6540:4772372-
4772560 +

ATTTATCTGGATCCAGCCGTAGCGGCCGCCGGTGACGGCGACGCAATCATGCAAGTGATATTGAATTCAGT---------------------------------TTA-----------TTTT---T-------G---AATCG-----TGGCT--AGCCAATCATTGTGCGAAATCTA--------------ATTTGATC----------------------------CTTGTTCTG----------------TCCTTTCAGTGTGCCCTGGCAGGGACATCAGGACAATCTTATCGATCGCTTCGATGTCC

droGri2 scaffold_14906:5533121-
5533325 -

ATCTATTTAGATCCGGCCGTCGCAGCCGCTGGCGATGGAGACGCAATCATGCAAGTCATATTGAGTGCCGCT------------------TTAACTATATAAATTACA----------AATA---T-------A---AAATA-----TAACT--GTTTAAAAAAAG-----TGCGGAAATTG-------TTA-----------------------------------ATTGTTTGTT----GCAT-------TTCTTACAGTGTGCCTTGGCAAGGTAATCAGGACAATCTTATCGATCGCTTCGATGTGC

Generated: 09/08/2015 at 07:06 PM

crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
1
0
0
0
0
1
1
0
1
1
1
1
0
1
1

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:20481153-20481343
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:20481153-20481343
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_423.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:5239427-5239617
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:20815586-20815775
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:26016241-26016430
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:7577175-7577361
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409881:205656-205846
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:4260636-4260824
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415310:659590-659779
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491194:536283-536472
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779488:579223-579408
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:1830847-1831035
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302388:1722232-1722421
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:4693168-4693353
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396359:496338-496523
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:1754279-1754472
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7:1907678-1907871
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:9619708-9619912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:777402-777584
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_285.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:4772372-4772560
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:5533121-5533325


ID:

dme_416

Coordinate:

chr3R:22700824-22700895 -

Confidence:

candidate-rescued

Class:

MiRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Rb97D-in]; CDS [Rb97D-cds]; CDS [Rb97D-cds]; CDS [Rb97D-cds]; CDS [Rb97D-cds]; CDS [Rb97D-cds]; CDS [Rb97D-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CTCATGGTCGACAGGGCCCAGGAGAACCGTCCGCACATCATCGACGGCAAGTGAGTATAGACTTGGTGGGGGATCATATCGTACCAAGAATAGATCTATACCATGAGGCCTTTCGCTTCCAGAACTGTGGAAGCCAAGCGTGCTCTGCCCCGTCCCGAACGCGAATCGCGCG
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..................................................GTGAGTATAGACTTGGTGGGG..................................................................................................... 21 0 1 9.00 9 0 2 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTATAGACTTGGTGGGGG.................................................................................................... 22 0 1 7.00 7 0 0 0 0 0 0 0 1 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTATAGACTTGGTGGGGGATC................................................................................................. 25 0 1 6.00 6 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTATAGACTTGGTGGG...................................................................................................... 20 0 1 4.00 4 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTATAGACTTGGTGGGGGATCAT............................................................................................... 27 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........GACAGGGCCCAGGAGAACCGTC............................................................................................................................................. 22 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTATAGACTTGGTGGGGT.................................................................................................... 22 1 1 3.00 3 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTATAGACTTGGTGGGGGA................................................................................................... 23 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................CAGAACTGTGGAAGCCAAGCGTGCTC........................... 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTATAGACTTGGTGGGGGAT.................................................................................................. 24 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................AGACTTGGTGGGGGATCA................................................................................................ 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTATAGACTTGGTGG....................................................................................................... 19 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTATAGACTTGGTGGGGA.................................................................................................... 22 1 1 2.00 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................ACTGTGGAAGCCAAGCGTGCTCT.......................... 23 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTATAGACTTGGTGGGT..................................................................................................... 21 1 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................CCCAGGAGAACCGTCCGCACATCATC.................................................................................................................................. 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................ATCGACGGCAAGTGAGTATAG................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................CCAGGAGAACCGTCCGCACATCATCGA................................................................................................................................ 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......GTCGACAGGGCCCAGGAGAACC................................................................................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................GCTCTGCCCCGTCCCGAACGCGAA....... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................AATAGATCTATACCATGAGG................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................TATCGTACCAAGAATAGA.............................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............AGGGCCCAGGAGAACCGTCCG........................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................ATCATATCGTACCAAGAATAG............................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TGAGTATAGACTTGGTGGGGG.................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................CAAGTGAGTATAGACTTGGTG........................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................CCGCACATCATCGACGGCAAG......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................CCAGAACTGTGGAAGCCAAGCGTGC............................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................CCAGGAGAACCGTCCGCACATCATC.................................................................................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....TGGTCGACAGGGCCCAGGAGAACCGTC............................................................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTATAGACTTGGTGGGGGT................................................................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TGAGTATAGACTTGGTGGGGTT................................................................................................... 22 2 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................AGCGTGCTCTGCCCCGTCCCG............... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................ATAGACTTGGTGGGGGATC................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TGAGTATAGACTTGGTGGG...................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TGAGTATAGACTTGGTGGGGGATCAT............................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................TCATATCGTACCAAGAATAGATCTAT......................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........GACAGGGCCCAGGAGAAC................................................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................GAGAACCGTCCGCACATCATC.................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......TCGACAGGGCCCAGGAGAA.................................................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............GCCCAGGAGAACCGTCCGC.......................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.TCATGGTCGACAGGGCCCAG....................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................AGAACCGTCCGCACATCATCGAC............................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........CAGGGCCCAGGAGAACCGTCCGCA......................................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...ATGGTCGACAGGGCCCAGGAGAACCG............................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......TCGACAGGGCCCAGGAGAAC................................................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TGAGTATAGACTTGGTGGGG..................................................................................................... 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................CTTGGTGGGGGATCATATCGT.......................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................CCAAGAATAGATCTATACCATGAGGCC.............................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...ATGGTCGACAGGGCCCAGG...................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................TATCGTACCAAGAATAGATCTATACC...................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...ATGGTCGACAGGGCCCAGGAG.................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................AAGCGTGCTCTGCCCCGTCCC................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................GGAAGCCAAGCGTGCTCTGC........................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................CAAGTGAGTATAGACTTGGTGGG...................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................GAACTGTGGAAGCCAAGCGTG.............................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GAGTACCAGCTGTCCCGGGTCCTCTTGGCAGGCGTGTAGTAGCTGCCGTTCACTCATATCTGAACCACCCCCTAGTATAGCATGGTTCTTATCTAGATATGGTACTCCGGAAAGCGAAGGTCTTGACACCTTCGGTTCGCACGAGACGGGGCAGGGCTTGCGCTTAGCGCGC

****************************************************************(((.((((((((((((((.((.......)).)))))))......))))))))))....**************************************************
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....................................................................................................................................CGGTTCGCACGAGACGGGGCA................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....CCAGCTGTCCCGGGTCCTCTT.................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................CCTCTTGGCAGGCGTGTAGTA................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................TCGCACGAGACGGGGCAGGGCT.............. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........TGTCCCGGGTCCTCTTGGCAG............................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................AAGCGAAGGTCTTGACACCTT........................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................TCGGTTCGCACGAGACGGGGC.................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................GGTCCTCTTGGCAGGCGTGT....................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................TGTAGTAGCTGCCGTTCACTC..................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................AGGTCTTGACACCTTCGGTTCGC................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:22700774-22700945 - dme_416 CTCATGGTCGACAGGGCCCAGGAGAACCGTCCGCACATCATCGACGGCAAGTGAGTATA--GACT-T---------------------GGTGGGGGATCATATCGTACCAAGAATA------G------ATCTATACC------ATG-----------------AGGCCTTT--------C-GCTTCCAGAACTGTGGAAGCCAAGCGTGCTCTGCCCCGTCCCGAACGCGAATCGCGCG
droSim2 3r:22161135-22161306 - dsi_11594 CTCATGGTCGACAGGGCCCAGGAGAACCGTCCGCACATCATCGACGGCAAGTAAGTATA--GTCT-G---------------------GGTGGGGGGTCATATCGTACCTAGAATG------G------ATCTATACC------ATG-----------------TGGCCTTT--------C-GCTTCCAGAACTGTGGAAGCCAAGCGCGCTCTGCCCCGTCCCGAACGCGAATCGCGCG
droSec2 scaffold_13:1474137-1474308

-
CTCATGGTCGACAGGGCCCAGGAGAACCGTCCGCACATCATCGACGGCAAGTAAGTATA--GTCT-G---------------------GGTGGGGGGTCATATCGTACCTAGAATA------G------ATCTATACC------ATG-----------------AGGCCTTT--------C-GCTTCCAGAACTGTGGAAGCCAAGCGTGCTCTGCCCCGTCCCGAACGCGAATCGCGCG

droYak3 3R:23787921-23788091 + CTTATGGTGGACAAGGCCCAGGAGAACCGTCCGCACATCATTGACGGCAAGTGAGTATT--GCTT-----------------------TGTGGGGGGTAATTCCGTTTCAAGAATA------G------ATCTATACC------AAT-----------------AAGCCTGT--------C-GCTTCCAGAACTGTGGAAGCCAAGCGGGCACTGCCCCGTCCTGAACGCGAATCGCGCG
droEre2 scaffold_4820:5339872-

5340040 +
CTCATGGTGGACAAGGCCCAGGAGAACCGTCCCCACATCATCGACGGCAAGTGAGTATATAGCCT-------------------------TGGGGGGTAATACCGTTCCAAGAATA------G------ATCTATACC------AT-------------------TACCTTT--------C-GCTTTCAGAACTGTGGAAGCCAAACGGGCTCTGCCCCGCCCTGAACGAGAGTCGCGCG

droEug1 scf7180000409770:152720-
152889 -

GTTATGGTGGACAGGGCCCAGGAGAACCGTCCACACATCATCGACGGAAAGTAAGTATA--GCCCATGAT------------------C------TTCA-----GTACCGT-G------------GTTAAT------------------TGGAAACTCCTATCATTACTTTT-------AC-TTTTTAAGAACTGTTGAGGCTAAGCGGGCTCTGCCACGCCCTGAACGCGAATCGCGGG

droBia1 scf7180000302113:2963800-
2963963 -

ATCATGGTGGACAGGGCCCAGGAGAACCGGCCGCACGTCATCGACGGCAAGTGAGTGCA--ACCT-GCGCA-----------------------TGA-------TCAACTGAAATGCTCACTG------ATCCAAAC-----------T--GAAAC----------C-------------C-CTTTCCAGAACGGTGGAGGCCAAGCGGGCTCTGCCCCGCCCCGAACGCGAAACCCGGG

droTak1 scf7180000415215:146159-
146313 +

ATCATGGTGGACAGGGCCCAGGAGAACCGGCCGCATGTCATCGACGGCAAGTGAGTAGG--A--------------------------------GGATCGTCTGGCATCCTAAACG------A------ATCTA------------------------------ATATTTGC--------C-CCTCCTAGAACTGTGGAGGCCAAGAGAGCTCTGCCGCGGCCTGAACGCGAAACCCGCG

droEle1 scf7180000491280:740628-
740792 -

GTCATGGTGGACAGGGCCCAGGAGAACAGACCGCATATCATCGACGGAAAGTGAGTATA--GAGC-CTA----------------------------AGGCTCTGTCTTGTGTATG------G------GTTATTAAC----------T--GTATC-----------CC--------CATC-TTTTCCAGAAACGTGGAAGCCAAGCGAGCTCTGCCGCGTCCTGAGCGCGAATCGCGTG

droRho1 scf7180000780070:146605-
146768 +

GTCATGGTGGACAGGGCCCAGGAGAACAGACCGCATATCATCGACGGCAAGTGAGTATA--GCTT-A------------------------------TGGTTTCATATGTTGAATG------G------ATCTTAAAC------CTT-----------------ATACCTGT-------CC-TCCTCCAGAACTGTGGAAGCCAAACGGGCTCTACCTCGTCCCGAGCGCGAATCGCGGG

droFic1 scf7180000454055:2597852-
2598012 -

GTCATGGTGGACAGGGCCCAAGAGAACCGGCCGCACATTATCGACGGCAAGTAAGTTTT--TCCA-TGGA------------------C------AATA-----TTACCTT-GTTG------GA-----TTTCGAAG-----------T--AAAA-------------C--------CCTT-TTTTTCAGAACTGTGGAAGCTAAGAGGGCACTGCCGCGCCCTGAACGCGAATCGCGGG

droKik1 scf7180000297719:40860-41020
+

ATCTGTGTGGACAAGGCCCAGGAGAACCGTCCGCATGTCATCGATGGCAAGTGAGTACA--AACG-AGAG------------------T------AG--TTGCCGC--CTT--AAA------G------GTTTAGAAT----------C--ATAT-------------C--------ATTC-CTCTGCAGAACTGTGGAGGCCAAGCGCGCTTTGCCCCGCCCAGAACGCGAGTCGCGGG

droAna3 scaffold_13340:16631689-
16631856 +

TTAATGGTAGACAAGGCGCAGGAGAACCGCCCGCATGTCATCGACGGCAAGTAAGTTTT--TTCC-CCCAAAAT------------------------------GCCTTCAATATG------GTTCCTAATTACATA-----------T--GTATT-----------CC--------CCAT-TCTCATAGAACTGTGGAAGCAAAGCGGGCTTTGCCCCGCCCCGAACGTGAATCACGCG

droBip1 scf7180000396424:148554-
148713 +

CTCATGGTAGACAAGGCACAGGAGAACCGCCCCCATGTCATCGACGGCAAGTAAGTGTT--TTCG-CCGAAAAA------------------------------GTGTTCCATGTG------G------TTCCTAAT-----------T--GCATC---------------------TAAT-TGTCATAGAACTGTGGAGGCAAAGCGGGCTTTGCCCCGCCCAGAACGTGAGTCACGCG

dp5 2:4765630-4765798 + GCGATGGTGGACAAGGCACAGGAGAACAGGCCCCATATCATCGACGGCAAGTATGTTGT--GCTA---------TTTATACATTTTTG----------------TTACTTTGAATG------G------ATACAAAAG------ATA-----------------TTGTTTAT--------T-GCTTGCAGAACGGTGGAGGCCAAGCGGGCGCTGCCACGCCCGGAGCGTGAGACCCGCG
droPer2 scaffold_19:462805-462973 + GCGATGGTGGACAAAGCACAGGAGAACAGGCCCCATATCATCGACGGCAAGTATGTTGT--GCTA---------TTTATACATTTTTG----------------TTACTTTGAATG------G------ATACAAAAG------ATA-----------------TTGTTTAT--------T-GCTTGCAGAACGGTGGAGGCCAAGCGGGCGCTGCCACGCCCGGAGCGTGAGACCCGCG
droWil2 scf2_1100000004943:2612384-

2612547 +
ACTATGGTCGACAAGGCGCAAGAGAATCGCCCACACGTCATCGACGGCAAGTGAGTGAT--GGTA---------GCATTTCATTTTAT----------------TTGCCATCTCTG------T------TTA--------------------------------CTGTTT----TATCTTT-GCACTTAGAACGGTGGAGGCAAAACGAGCTCTGCCCCGGCCCGAACGCGAATCACGCG

droVir3 scaffold_13047:18320029-
18320198 -

dvi_17470 GCCATGGTAGATACTGCGCAAGAGAACCGACCGCATATCATTGACGGCAAGTATGTATC--CA------------------------------------ATGTTGTATTTGCATTG------A------CTCAATCTC------ATAGT--TA-----------TTATCTGTTTTTCGGTG-TCTTCTAGAACTGTGGAGGCAAAACGCGCACTGCCGCGTCCGGAGCGTGAGACACGTG

droMoj3 scaffold_6540:13419408-
13419590 +

GCCATGGTAGATACGGCGCAAGAGAATCGTCCGCATATCATAGACGGCAAGTATGTGTC--AATG-A-------------------------------AAT-CTGTCTTAT-T----GCATGG---A--CTTAATCTCATTATT-----TGTTATCTACTATT-ATCTCTGA------ATCTTGTTCTAGAACCGTGGAAGCAAAACGAGCTTTGCCCCGTCCAGAGCGCGAAACACGCG

droGri2 scaffold_15074:6387985-
6388158 +

GCGATGGTTGATACTGCGCAAGAGAACCGGCCCCATATCATCGACGGCAAGTATGTGGA--ATGG-G---------------------CTTAAAGCCCTTTATAGT--CTTATATG------C------ATTAATTAC------ATG-----------------CAAATA----AACACTT-TTATCTAGAACTGTGGAGGCGAAACGCGCTTTGCCACGTCCGGAGCGCGAGACGCGTG
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CTCAAGTGTTTGAAAAGAAATTTTCAATACGGAAAAATAGACATTTGCGTATTCAGCTGAAACGCTCGTTTGCAATTCAATTCGTCGAGTGCTTTATTTCGAATATTTAAACTTTTAAAAATAAATATTTTTAATGGCTTAAATCGATTCCGAATTAATCACTAACCGAACTGAACCGCAAACAGGCCTTTAGATCCAAAGAAAACCCACCGATAGAAACATGTCCAAGCCAGTACCAATGAGTCCGTCCTTTGT
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..................................................................................................................................................................TAACCGAACTGAACCGCAAACA....................................................................... 22 0 1 5.00 5 0 0 1 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................ACCGAACTGAACCGCAAACAG...................................................................... 21 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TTTGCAATTCAATTCGTCGAGTG.................................................................................................................................................................... 23 0 1 3.00 3 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................................................................AGTACCAATGAGTCCGTCC..... 19 0 1 2.00 2 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................GTTTGCAATTCAATTCGTCGAG...................................................................................................................................................................... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TCGTCGAGTGCTTTATTTCGA......................................................................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................TTGCAATTCAATTCGTCGAGT..................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................GAACCGCAAACAGGCCTTTAGATCC.......................................................... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................TTAGATCCAAAGAAAACCC............................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TGCAATTCAATTCGTCGAGTGC................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................TCACTAACCGAACTGAACCGCA........................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................................................TCCAAGCCAGTACCAATGAGTCCGTCC..... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................CTGAACCGCAAACAGGCCT.................................................................. 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................................................................CAGTACCAATGAGTCCGTCC..... 20 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................CAGCTGAAACGCTCGTTTGCAATT.................................................................................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................CCGAACTGAACCGCAAAC........................................................................ 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................TTCAATTCGTCGAGTGCTTTA............................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................................................AGAAACATGTCCAAGCCAGTACC.................. 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TTTGCAATTCAATTCGTCGAGT..................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................TAACCGAACTGAACCGCAAACAG...................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................................................................AGCCAGTACCAATGAGTCC......... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................................TGTCCAAGCCAGTACCAAT............... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................CCAAGCCAGTACCAATGAGTCCGTCCT.... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................TCCGAATTAATCACTAACCGAACT................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TATTTTTAATGGCTTAAATCGATTCCGA...................................................................................................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................................TGTCCAAGCCAGTACCAATGA............. 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................TAACCGAACTGAACCGCAAAC........................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................CTAACCGAACTGAACCGCAAACA....................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................ATCACTAACCGAACTGAACCGCAAACAGG..................................................................... 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................ACTGAACCGCAAACAGGCCTTT................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................AACCGAACTGAACCGCAAACAGT..................................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................................TGTCCAAGCCAGTACCAATGAGTC.......... 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................TCAGCTGAAACGCTCGTT......................................................................................................................................................................................... 18 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................ATTAATCACTAACCGAACTGA................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TGCAATTCAATTCGTCGAGT..................................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................TCAATTCGTCGAGTGCTTTATTT............................................................................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................AATGGCTTAAATCGATTT......................................................................................................... 18 1 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GAGTTCACAAACTTTTCTTTAAAAGTTATGCCTTTTTATCTGTAAACGCATAAGTCGACTTTGCGAGCAAACGTTAAGTTAAGCAGCTCACGAAATAAAGCTTATAAATTTGAAAATTTTTATTTATAAAAATTACCGAATTTAGCTAAGGCTTAATTAGTGATTGGCTTGACTTGGCGTTTGTCCGGAAATCTAGGTTTCTTTTGGGTGGCTATCTTTGTACAGGTTCGGTCATGGTTACTCAGGCAGGAAACA

********************************************************...(((((..(((.((((((..((((.((((...((((..(((.(((((((((((((.((.((((((((....)))))))).)).))))))..))).)))).))).))))...)))).))))..)))))).))).)))))......*****************************************************
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RNA Â 
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methylated
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from r2d2
homozygous
flies
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piRNAs
from tj
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Vret Heterozygote

V093

loqs-KO,
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rescue/TM3
Â male
total RNA

V133

Sg4

V139

Cold_female_body

.............................................................TGCGAGCAAACGTTAAGTTA.............................................................................................................................................................................. 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................ACGTTAAGTTAAGCAGCTCACG................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................TTATCTGTAAACGCATAA.......................................................................................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................TGTCCGGAAATCTAGGTTTCTTT................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:6793335-6793589 - dme_435 CTCA---------------AGTGTTTGAAAAGAAATTTTC----------------------AATACGGAAAAATAGACATTTGC--------GTATTCAGCTGAAACGCTC---------------------------------G--TTTG------------------------CAATTCAATTCGTCGAGTGCTTTATTTCGAATATTTAAA--CTTTTAAAAATAA--------ATATTTTTAATGGCTTAAATCGATT------CCGAATTAATCACT-A-ACCGAACTGAACCGCA--AACAGGCCT-TTAGATCCAAAG-A---AAACCCACCGATAG---------AAACATGTCCAAGCCAGTACCAATGAGTCCGTCCTTTGT
droSim2 2l:6567272-6567528 - dsi_32461 CTTA---------------AGTGCTTGAAAAGAAATTTTC----------------------AATACAGAAAAATAGACATTTGC------GCGTATTCAGCTGAAACGGTC---------------------------------G--TTTG------------------------CAGTTCAATTCGTTGAGTGCTTTCTTTCGAAAATTTAAA--CTTTTAAAAATAC--------ATACTTTTAAAGGCTTAAATCGATT------CCGAGTTAATCACT-A-ATCGAACTGAATCGCA--AACAGGCCT-TTAGATCCAAAG-A---AAACCCACCGATAG---------AAACATGTCCAAGCCAGTACCAATGAGTCCGTCCTTTGT
droSec2 scaffold_3:2332054-2332310

-
dse_1819 CTCA---------------AGTGCTTGAAAAGAAATTTTC----------------------AATACAGAAAAATAGACACTTGC------GCGTATTCAGCTGAAACGGTA---------------------------------G--TTTG------------------------CAGTTCAATTCGTTGAGTGCTTTCTTTCGAGTATTTAAA--CTTTTAAAAATAC--------ACATTTTTAAAGGCTTAAATCGATT------CCGAGTTAATCACT-A-ACCGAACTGAACCGCA--AACAGGCCT-TTAGATCCAAAG-A---AAACCCACCGATAG---------AAACATGTCCAAGCCAGTACCAATGAGTCCGTCCTTTGT

droYak3 2L:6115191-6115469 + dya_1803 GTAA---------------AGTGCTTGAAAAGAAATTTTC----------------------AATACAGAAAAATAAACATTTGCG--------AATTGAGCTGAATCGCTC---------------------------------A--TTTGCAGTTCAGTTGAATCGCTCATTTGCAGTTCAGTTG---GAGTGGTTTCCTTGAAATCTTAAAA--CTTTTAAAAATAC--------ATATTTTTATTGGTTTGAATCGATT-GA---TCAAGCAAATCACT-A-ACCGAACTGAACCGCA-AAACAGGCCT-TTAGATCCAAAG-A---AAACCCACCGATAG---------AAACATGTCCAAGCCAGTACCAATGAGTCCGTCCTTCGT
droEre2 scaffold_4929:15709668-

15709932 -
CTGA---------------AGCGCTTGAAAAGAAATTTTC----------------------AACACAGAAAAATAGACATTTGCTAATTTAGACATTTAGCTGCGAC---C---------------------------------A--TTTG----------------CCCATTTGCAGTTCGA---GTGCAGTGCTTTCTTTGGAATGCTTGAA--CTTTTAAAAATAC--------GTATTTTTAATGGTTTGAATCGATT------CCAAGTAAACCACT-A-ACCGAACTGAACCGCA--AACAGGCCT-TTAGATCCAAAG-A---AAACCCACCGATAG---------AAACATGTCCAAGCCAGTACCAATGAGTCCGTCCTTCGT

droEug1 scf7180000409463:2325846-
2326042 +

GCCA---------------G--------------------------------------------------------------------------------------------------------------------------------TTTA------------------------CAATTCAGTTG---AAATGTTTATCATGGATTA--AAAG--TTTTTCAAAATATACTCTCGTGTATCTTTTAAAATTCCCACCCCTTTAA---GCATGTTAAACATT-C-AC-----TGAACTGTA--CACAGGCCTTTTAGATTCAAAG-ACAAAGACCCACCGAAAG---------TAACATGTCCAAGCCCGTACCAATGAGTCCGTCCTTTGC

droBia1 scf7180000302422:2558325-
2558573 -

TTAAATTGGAAAGAAGAAAAGTGCTTGCTAAAA---TATC----------------------AGAATATAAAAGCA---------------------------------GCC---------------------------------G--TTCA------------------------CTGTTCAGTTTAT--AATGTTAGACATGGAATT--TTTA--TTTTTCAAAGTACA----TATG-ATTCCCAAATTCTCCAACCAATTTAAATTACATGCTTTACATT-A-----TGCTGAACTGTG--CACAGGCCT-TTAGATACAAAG-A---AAACCCACCGAAAGCAAA---AGAAATATGTCAAAGCCCGTTCCAATGAGTCCGTCCTTTGT

droTak1 scf7180000415361:102125-
102360 +

CA-----------------AGTGCTTGCCAGAAAATCG---------------------------GCATAAAAATCGCCACTTG----------------------------------------------------------------TTTA------------------------CAGTTCAGTTT---AGATGTTTTACATGGATAT-TTC-ACTGCTTTCAAAATCT--------ATTCCTTGAA-TTACCGAACTAACTTAAAACCCATGTAATGCATT-AAACCGAACTG-----TACACACAGGCCT-TTAGATCCAAAG-A---AAACCCACCGAAAGCAACGACTGAAATATGTCCAAGCCCGTACCAATGAGTCCGTCCTTCGT

droEle1 scf7180000490640:490468-
490666 -

ATTG---------------C----TTTCTAA--------TAATTTAATACTACGGAGTTTAAATAACGTATAAAAAGCAAGTGTATAAA----------------AGCAGGCGTATAAA-------CGTAGTATATGATTTATTAGTC--------------------------------------------------------------------------------------------------------------------------CACTTCAAA-CCCGA-----AACTGAACCGTC--TACAGGCCT-TTAGATTTAAAG-A---AAACCCACCGAAAC---------AAACATGTCGAAGCCCGTACCGATGAGTCCGTCCTTCGC

droRho1 scf7180000778441:56104-
56207 -

TC-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GATT------CCATGTCATA-ATT-A-A---AACT--ACTAAA--CACAGGCCT-TTAGATCAAAAG-A----AACCCACCGATA----------AAACATGTCCAAGCCAGTACCGATGAGTCCGTCCTTTGT

droFic1 scf7180000453815:131574-
131657 -

AA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCGATCTCTG--AACAGGCCT--TAGTTGCA-AG-A---AAACCCACCGATA----------AAACATGTCCAAGCCCGTTCCAATGAGCCCGTCCTTCAC

droKik1 scf7180000302468:363257-
363368 +

ATC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAAA------CCGTGTTATATTCC-A-TCTGAACTG-----TACGCACAGGCCT-TTAAATCCAAAG-AACAAAACCCACCGCT-G---------AAACATGTCCAAGCCCGTGCCAATGAGCACGTCCTTTAC

droAna3 scaffold_12916:8371488-
8371525 -

A-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACATGTCGAAGCGAGAAGCAATTTCTCCGTCTTTTAC

droBip1 scf7180000396572:3021716-
3021753 +

A-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACATGTCAAAGTCAGCACCGATATCTCCGTCTTTTAC

dp5 4_group1:3902204-3902255 - AA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A---GAACCCACCA-------------AATCATGTCCAAGGCACAACCAATGTCAAAGTCCTTTAC
droPer2 scaffold_5:1368113-1368164

+
AA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A---GAACCCACCA-------------AATCATGTCCAAGGCACAACCCATGTCAAAGTCCTTTAC

droWil2 scf2_1100000004909:7609059-
7609113 -

AA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGTTAACG--TTTTTTAAAATAA--------ATATTTTTGTTGATTCTAGTCATTT------GCGAATT---------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_12855:5956391-
5956546 +

CTCA---------------ATT--TAAAAAAAAAATTCCA----------------------AAAATATAGAAATAGACAATATTTAAA----------------AAAAATCAGAAAATTCCCAAGAAACATACAGGTTTTCACAATT--------------------------------------------------------------------------------------------------------------------------TTTTGCATA-CTCGA-TTTAAAGCC-----AAT-TTCGAAATT-TTAAATTTTGAAAAAC------------------------AAAT---------------------------ATCCCCAA

droMoj3 scaffold_6473:4260458-
4260525 -

TTTA---------------T--------------------------------------------------------------------------------------------------------------------------------------------------------------------TGCTTTGAGTGAAATATTTTGTTTATTTAAA--TTTTTATATTTTT--------TAATTTTT----------------------------------------------------------------------------------------------------------------------------------------AATTGTTTTAA

droGri2 scaffold_15252:11351848-
11351968 +

AAC---------------------------AGAACTTATT----------------------CATTCAAAAAAATAATTACATATA--------AAATCTA-TGAAATTTTT---------------------------------G--CTTG-------------------------AACTTAATTAATTTAATATTTTAGATCGAAATCTTAAA--CTCTTAAAATCAA--------AA------------------------------------------------------------------------------------------------------------------------------------------------GGATTTTTA
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AAAATGTGTTTATGCCACGACCGCAAAACAAGTGTTTAGGGAGTCATGAGCACGCCCACGCCCACTTCGGGGGCGGTTCAGGGCCAGGAGGTTCCACTGCCCCATGAACTGACCGCCGAGTGGACCGTGCGAGCACATCTAACTTTTGCCCGAGCTGGCGAAACGGTGCAAAAGGAGTTCAGTGCTCCGGAGA

************************************************.((.(((..(((.(((((.(((.((((((((((((.(((.........))).))).))))))).)).))))))))..)))))).))....*******************************************************
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AGO1-
IP,
reseq

AGO1

V092

dcr-
2[G31R]
male
total
RNA Â 

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM1528798

follicle
cells

GSM379060

SpnE
Heterozygote

GSM399105

disk #2

SRR001337

WT_females_beta-
eliminated

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014273

Ovary_rep1_Har_P

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR060646

yw67c23(2)_ovaries_total

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM609217

MLDmD20c5

GSM609251

aged
female
head

V014

DTT
8h

V036

ML-
DmD20c5
cell

GSM371638

S2-NP

GSM609229

embryo 2-
6hr

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V140

Dessication_female_body

V145

S2-
DRSC

V147

1182-
4H
cell

SRR001664

homozygous_dcr-
2_untreated

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR001347

ago2_untreated

V008

S2-
DRSC

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

SRR001338

IR_non-
beta-
eliminated

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

V074

S3

V037

Felix
sample
+mirtrons

GSM609230

CS,ovary,AGO1IP

AGO1

V079

Oxidation,
female
head

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM609239

IR- 2-
18hr

V003

dsDcr-1
(katsutomo
RNA)

GSM385744

OSS_s2

SRR014275

Ovary_rep1_LK_P

V077

cold,
female
head

V078

Desiccation,
female head

GSM609219

GM2 cell

V085

CME
W2
wing
disc

V136

Male
aged
body

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR032094

ago2
knockdown

GSM609218

Sg4

GSM609244

KC+48 #2

SRR001344

dcr-
2_beta-
eliminated

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

V138

Male
cold
body

V130

ML-
DmBG3-
c2

GSM609225

ML-DmBG3-
C2

GSM343832

S2R+ cell

V031

GM2
cell

GSM280082

WT
ovaries
(18-29nt)

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

V129

ML-
DmBG1-
c1

SRR097866

Drosophila
S2-NP
cells

V006

r2d2 female:
possibly
heterozygous

GSM379054

Flam
Heterozygote

SRR001346

ago2_beta-
eliminated

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM399106

female
body #2

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR060652

hs-
Penelope_testes_total

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

V015

DreRFHV148h

GSM609248

ML-DmD9
cell

.........................................................................................................GAACTGACCGCCGAGTGGACCGT................................................................. 23 0 1 6.00 6 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................TCTAACTTTTGCCCGAGCTGGCGAA............................... 25 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................AAAACAAGTGTTTAGGGA....................................................................................................................................................... 18 0 1 3.00 3 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................GACCGCCGAGTGGACCGTGC............................................................... 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................CATCTAACTTTTGCCCGAGCTGGCGA................................ 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................CCCCATGAACTGACCGCCGAGTGG...................................................................... 24 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................ACTTCGGGGGCGGTTCAGGGC............................................................................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................ACTGACCGCCGAGTGGACC................................................................... 19 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................ACTTCGGGGGCGGTTCAGGGCCA........................................................................................................... 23 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................GCAAAACAAGTGTTTAGGGAGTCA................................................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................CGAGCTGGCGAAACGGTGCAAAAG................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................CAAGTGTTTAGGGAGTCATGA................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................AAAACAAGTGTTTAGGGC....................................................................................................................................................... 18 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................ACATCTAACTTTTGCCCGAGCTGG................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................CCGAGCTGGCGAAACGGT.......................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........TTATGCCACGACCGCAAAACAAGTGTT............................................................................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................GAAACGGTGCAAAAGGAGTTCAGT.......... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................ACTGACCGCCGAGTGGACCGTG................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................AACGGTGCAAAAGGAGTTCAGTGCTCC..... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................CTTCGGGGGCGGTTCAGGGCCA........................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................GCCGAGTGGACCGTGCGA............................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................ACCGCCGAGTGGACCGTGC............................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................GTTCCACTGCCCCATGAACT................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................CCCCATGAACTGACCGCCGAGTG....................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................AACTGACCGCCGAGTGGACC................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................ATCTAACTTTTGCCCGAGCTGG................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................TGTTTAGGGAGTCATGAGCAC............................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................CATCTAACTTTTGCCCGAGCTGGC.................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................CCCCATGAACTGACCGCCGAGT........................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................TGTTTAGGGAGTCATGAGCACGC.......................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................TGAACTGACCGCCGAGTGT...................................................................... 19 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................CCCCATGAACTGACCGCCGAGTGGT..................................................................... 25 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................TTAGGGAGTCATGAGCACG........................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................CCCCATGAACTGACCGCCGAGTGA...................................................................... 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................GAAACGGTGCAAAAGGAGTTCAGTGC........ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................AACGGTGCAAAAGGAGTTCAGTGC........ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................CCGAGTGGACCGTGCGAGCG.......................................................... 20 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................GCAAAACAAGTGTTTAGGGAGTCATGA................................................................................................................................................ 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................CGCAAAACAAGTGTTTAGGGAGTCA................................................................................................................................................... 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TTTTACACAAATACGGTGCTGGCGTTTTGTTCACAAATCCCTCAGTACTCGTGCGGGTGCGGGTGAAGCCCCCGCCAAGTCCCGGTCCTCCAAGGTGACGGGGTACTTGACTGGCGGCTCACCTGGCACGCTCGTGTAGATTGAAAACGGGCTCGACCGCTTTGCCACGTTTTCCTCAAGTCACGAGGCCTCT

*******************************************************.((.(((..(((.(((((.(((.((((((((((((.(((.........))).))).))))))).)).))))))))..)))))).))....************************************************
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AGO3

GSM609225

ML-DmBG3-
C2

GSM609222

ML-DmBG1-
C1

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

SRR010953

Aub
heterozygotes,
oxidized

V091

fGS/OSS
total
Â 

SRR029633

total
small RNAs
from hen1
homozygous
flies

V086

female
body,
aged

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM467730

Dmel_r2d2_sRNAseq

SRR031692

Total
small
RNAs from
Oregon R

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V008

S2-
DRSC

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR031702

2'-O-
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eliminated

GSM399101

kc167
cell

GSM609223

male, one
day

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRX247213
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:5150239-5150431 - dme_381 AAAATGTGTTTATGCCACGACCGCAAAACAAGTGTTTAGG-------------------GAGTCATGAGCACGCCCACGCCCA------------CT--------------TCGGGG---------------GCGGTTCAGGG-CCAGGAGGT---------------------TCCACTGCCCCATGAACTGACCGCCGAGTGGACCGTGCGAGCACATCTAACTTTTGCCCGAGCT---GGCGAAACGGTGCAAAAGGAGTTCAGTGCTCC------GGAGA
droSim2 2r:5952845-5953037 - dsi_32440 AAAATGTGTTCATGCCACGATCGCAAAACAAGTGTTTAGG-------------------GAGTTATGAGCACGCCCACGCCCA------------CC--------------CCGGGG---------------GCGGTTCAGGG-CCAGGAGGT---------------------TCCACTGCCCCATGAACTGACCGCCGAGTGGACCGTGCGAGCACATCTAACTTTTGCCCGAGCT---GGTGAAACGGTGCAAAAGGAGTTCAGTGCTCC------GGAGA
droSec2 scaffold_1:2782183-2782375

-
AAAATGTGTTCATGCCACGACCGCAAAACAAGTGCTTAGG-------------------GAGTCATGAGCACGCCCACGCCCA------------TT--------------TCGGGG---------------GCGGTTCAGGG-CCAGGAGGT---------------------TCCACTGCCTCATGAACTGACCGCCGAGTGGACCGTGCGAGCACATCTAACTTTTGCCCGAGCT---GGTGAAACGGTGCAAAAGGAGTTCAGTGCTCC------GGAGA

droYak3 2L:17804668-17804860 - AAAATGTGTGTATGCCACGACCGCGAAACAAGTGCTTAGG-------------------GAGTCATGAGCACGCCCACGCCCA------------CT--------------TCAGGG---------------GCGGTTCAGGG-CCAACAAGT---------------------TCCGCTGCCCCATGAACTGACCGCCGAGTGGACCGTGCGAGCACATCTTACTTTTGCCCGAGCT---GGTGAGGCAGTGCAAAAGGAGTTCAGTGCTCC------GGAGA
droEre2 scaffold_4929:17507594-

17507786 +
der_84 AAAATGTGTTTATGCCACGACCGCAAAACTAGTGCTTAGG-------------------AAGTCATGAGCACGCCCACGCCCA------------CT--------------CCGGGG---------------TCGGTTCAGGG-CCAGCAAGT---------------------TCCACTGCCCCATGAACTGACCGCCGAGTGGACCGTGCGAGCACATCTAACTTTTGCCCGAGCC---GGAGAGACAGTGCAAAAGGAGTTCAGTGCTCC------GGACA

droEug1 scf7180000409183:792433-
792628 -

AAAATGTGTTCATGCTGCGACAGTACAATAAGTGCGTAGG-------------------GAGTCATGAGTACGCCCACGCCCA------------CT-----------CCGCCGGGT---------------GCGGTTCTGGG-CCAGCAGGT---------------------TCCACTGCCCCACGAACTGACCGCCGAGTGGACGGTACGAGCACATCTTACTTTTGCCCGAGCT---GGTGAGCCCGTGCAAAAGGAGTTGAGTGCTCC------GGAGG

droBia1 scf7180000301506:1574174-
1574372 +

AAAATGTGTTGTTGCTGCAATCGCACAAAAACTGTGTAGG-------------------GAGCCATGAGCACGCCCA------CGGCCACGACCACT--------------CCGGGG---------------GCGGTTCCGGG-ACAGCAGGT---------------------ACCACTGCCCCACGAACTGACCGCCGAGTGGACGGTGCGAGCACATCTCACTTTTGCCCGAGCC---GGTGAGCCTGTGCAAAAGGAGTTTAGTGCTCC------GGAGG

droTak1 scf7180000415274:108700-
108898 -

AAAATGTGTTCATGCTGCGAGCGCAAAACAAGTGCGTAGG-------------------GAGTCATGACCACGCCCA------CGCCCACGCCCACT--------------CCGGGG---------------GCGGTTCTGGG-CCAGGAGGT---------------------TCCACTGCCCCATGAACTGACCGCCGAGTGGACGGTACGGGCACATCTCACTTTTGCCCGAGCT---GGTGAGCCTGTGCAAAAGGAGTTTAGTGCTCC------GGAGG

droEle1 scf7180000491201:975362-
975560 -

GAAATGTGTTCATGCTGCGATCGCAAAAACGGTGCGTAGG-------------------GAGTCATGAGCACGCCCA------CGCCCACGCCCACT--------------CCGGGG---------------GCTGTTCTGGG-CCAACAGGT---------------------TCCACTGCCCCATGAATTGACCGCCGAGTGGACGGTGCGAGCCCATCTCACTTTTGCCCGAGCT---GGTGAGCCGGTGCAAAAGGAGTTTGCTTCCCC------GGAGG

droRho1 scf7180000777222:43362-
43560 +

AAAATGTGTGCATGCTGCGATCGCAAAATAAGTGCGTAGG-------------------GAGTCATGAGCACGCCCA------CACCCACGCTTACT--------------CCGGGG---------------GCGGTTCTGGG-CCAACAGGT---------------------TCCACTGCCCCATGAATTGACCGCCGAGTGGACGGTGCGAGCACATCTCACTTTTGCCCGAGCT---GGTGAGCCGGTGCAAAAGGAGTTTAGTGCTCC------GGAGG

droFic1 scf7180000453851:1124230-
1124434 +

GAAATGAGTTCGTTTTGCGATCGCAAGAAGTGTGCGTAGGGAGTGG-------------GAGTCATGAGCACGCCCA------CGCCCACGCCCACT--------------CCGGGG---------------GCGGTTCTGGG-CCAGCAGGT---------------------GCCACTGCCCCATGAGCTAACCGCCGAGTGGACGGTGCGAGCACATCTCACTTTTGCCCGAGCA---GGTGAGCCCGTGCAAAAGGAGAGCAGTGCTCC------GGAGG

droKik1 scf7180000302476:544605-
544755 -

GAAATGTGTTCATTG---------------TGTGCGTAAGGC---G-------------TAGTCATGG-----------------------------------------------------------------------AGGA-GCAGCAGGT---------------------GCCGCTGCCCCACGAACTGACCGCCGAATGGACAGTGCGGGCACATCTCACCTTTGCCCGGGCA---GGAGAGCCTGTGCAAAAGGAGTTAAGTGCACC------TGAGG

droAna3 scaffold_13266:8418795-
8419008 +

ACAATGTGTTCATGCTGCGATCGTTAAGT---TGCTGAGG-------------------GAGTCATGTCCACGCCCACACCCA------CACCCACG-----CCTACTGCCTCGGGAACAGCTGCTCCACTC------GGGGG-TCAGCAGGT---------------------TCCACTGCCACACGAGCTGACCGCCGAGTGGACGGTGCGAGCCCATCTAACCTTTGCCCGGGCT---GGGGAGACCGTGCAGAAGGAGTTTAGTGCTCC------GGAGG

droBip1 scf7180000396759:393773-
393977 -

ACAATGTGTTCATGCTGCGATCGTAAAAC---TGCGTAGG-------------------GAGTCATGTCCACGCCCACGCCCA------------CT-----------GCCTCGGGGGCAGCTGCTCCTTCC------GGTGG-TCAGCAGGCTCC------------------GCCACTGCCCCACGAACTGACCGCCGAGTGGACGGTGCGAGCCCATTTGACTTTTGCCCGGGCT---GGGGAAACCGTACAGAAGGAGTTCTGTGCTCC------GGAGG

dp5 3:9218190-9218376 - GCAATGTGTTCTGGCAACGA---------AAGTGCGTAAGGG---A-------------GAGTGATGGCCACGCCCA------CTGCC-----------------------TCGTTG---------------GCGGCTCCTGGAGCT----GC---------------------ACCGCTGCCCCACGAGCTGACGGCCGAGTGGACAGTGCGCGCCCATCTCACGTTTGCCCGTGCC---GGAGAGGCGGTGCACAAGGAGTGCGGTGCAGGGCCAGTGCAGC
droPer2 scaffold_4:4541351-4541537

-
GCAATGTGTTCTGGCAACGA---------AAGTGCGTAAGGG---A-------------GAGTGATGGCCACGCCCA------CTGCC-----------------------TCGTTG---------------GCGGCTCCTGGAGCT----GC---------------------ACCGCTTCCCCACGAGCTGACGGCCGAGTGGACAGTGCGTGCCCATCTCACGTTTGCCCGTGCC---GGAGAGGCGGTGCACAAGGAGTGCGGTACAGGGCCAGTGCAGC

droWil2 scf2_1100000004822:1793460-
1793561 +

--------------------------------------------------------------------------------------------------------------------------------------------------------T---------------------TCCCTTGCCTCATGAATTGACTGCCGAATGGACAGTGCGTGCTCAGTTGACATTCGCCCGGAAT---GGTGAGCCAGTACAAAAGGAATATGGTGAACA------GGATG

droVir3 scaffold_12875:14439700-
14439802 -

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCGTTGCCTCATGAGCTGACCGCCGAGTGGACAGTGCGTGCACAGCTGACATTCGCGCGGGCGGGCGGTGAGCCAGTGCAGCGGGAGTTTAGCGCACA------GGAGC

droMoj3 scaffold_6496:9905106-
9905307 -

GAAACATGT----------------------GTGCCTAAAAGCTGGCGCA---------GCATCATGAGCACCAGCAGCAACG------------TT--------------CGTGGG---------------GCAGATGGCGG-CGAACAGGCTACCCCTAAGCCGCCGCTGCCTCCGTTGCCTCATGAGCTGACCGCCGAGTGGACGGTGCGTGCCCAATTGACATTCGCGCGTGCA---GGTGAGCCAGTGCAGCGGGAGTTCAATGCACA------GGAGC

droGri2 scaffold_15245:14436422-
14436611 -

AACATGTGTGCCTAGAAAGGCAGCCG----------------------CATTCTCAGTCGCGTCATGAGCAGCAGCGGTAACA------------ATAAGAA-----ACCCACGGAG---------------GCGG----------AACAAGT---------------------GCCGTTGCCTCATGAGCTGACCGCCGAGTGGACAGTGCGTGCCCAGCTGACATTCGCACGCGCC---GGAGAGCCAGTGCAGCGTGAGTTTAGTGCACG------GGAGC
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CACCTGCAAGCGTTTGGTTGTGGGCGTAACCACCTCCGCCATGACGAAGGGTAAGACGGGCATGAATTGGCAAAATAAAACGCTTATCTTAACGACCATTCTTATCGCTGTCTGCAGGAAAGACGCTGCCGGACTTGATTTTGCCCGTGGAAGAGCGCATCGCCCGG
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SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

GSM180335

imaginal
discs

GSM280087

S2cell
(AGO2IP)

AGO2
GSM385744

OSS_s2

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR097865

Drosophila
S2-NP
cells

V012

Dcr2 male
(Katsutomo,
whole fly?)

V022

ML-
DmD32
cell

GSM609238

embryo
14-24hr

..................................................GTAAGACGGGCATGAATTGG................................................................................................. 20 0 1 8.00 8 0 2 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....TGCAAGCGTTTGGTTGTGGGC.............................................................................................................................................. 21 0 1 5.00 5 0 0 0 0 0 0 0 0 1 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................CGCTGTCTGCAGGAAAGAC........................................... 19 0 1 4.00 4 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................TTGATTTTGCCCGTGGAAGAG............ 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................TGATTTTGCCCGTGGAAGAGC........... 21 0 1 2.00 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGACGGGCATGAATTG.................................................................................................. 19 0 1 2.00 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGACGGGCATGAATTGGCAAAA............................................................................................ 25 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........AGCGTTTGGTTGTGGGCG............................................................................................................................................. 18 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.ACCTGCAAGCGTTTGGTTGTG................................................................................................................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................CTTGATTTTGCCCGTGGAAGA............. 21 0 1 2.00 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.ACCTGCAAGCGTTTGGTTG................................................................................................................................................... 19 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................CTTGATTTTGCCCGTGGAAGAGCGC......... 25 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................CTTGATTTTGCCCGTGGAAG.............. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................GACTTGATTTTGCCCGTGGA................ 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........GTTTGGTTGTGGGCGTAACCA....................................................................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................CTGCCGGACTTGATTTTG........................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......CAAGCGTTTGGTTGTGGGT.............................................................................................................................................. 19 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...CTGCAAGCGTTTGGTTGTGGG............................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......AAGCGTTTGGTTGTGGGT.............................................................................................................................................. 18 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........CGTTTGGTTGTGGGCGTAAC......................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........GCGTTTGGTTGTGGGCGTA........................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................GACGCTGCCGGACTTGATTT.......................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................CGCTGTCTGCAGGAAAGACG.......................................... 20 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................ACGACCATTCTTATCGCTGTC....................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CTTAACGACCATTCTTATCGCTGTC....................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................CGCTGCCGGACTTGATTTT......................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................GCTGTCTGCAGGAAAGACGC......................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................GCCATGACGAAGGGTAAGACGGGC.......................................................................................................... 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................GGAAGAGCGCATCGCCCGG 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................GGACTTGATTTTGCCCGTGGA................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............TTGGTTGTGGGCGTAACCACCTCCGC................................................................................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................CGGGCATGAATTGGCAAAATA.......................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................ATTCTTATCGCTGTCTGCAG.................................................. 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....GCAAGCGTTTGGTTGTGGGC.............................................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................TATCTTAACGACCATTCTTATCGCT.......................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................TAAAACGCTTATCTTAACGACC...................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................GCTGTCTGCAGGAAAGACGCT........................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................CGCTGTCTGCAGGAAAGA............................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGACGGGCATGAATTGGCAAAAT........................................................................................... 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................AAGACGCTGCCGGACTTGATT........................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................AAGACGCTGCCGGACTTGATTTTGCC...................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................AAGACGCTGCCGGACTTG.............................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....GCAAGCGTTTGGTTGTGGGT.............................................................................................................................................. 20 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................CATGACGAAGGGTAAGACGG............................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................AACCACCTCCGCCATGACGAAG...................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................CTTGATTTTGCCCGTGGAAA.............. 20 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......AAGCGTTTGGTTGTGGGC.............................................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................TGACGAAGGGTAAGACGGGCA......................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................CCCGTGGAAGAGCGCATCGCC... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................CGACCATTCTTATCGCTGTCT...................................................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGACGGGCATGAATTGGCAAA............................................................................................. 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......CAAGCGTTTGGTTGTGGGCGT............................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................GCCGGACTTGATTTTGCCCGTGG................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................TGCCGGACTTGATTTTGCCCGTGGAAGA............. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................ACCATTCTTATCGCTGTCTGCAG.................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................TGATTTTGCCCGTGGAAGAGCG.......... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................CTTATCTTAACGACCATTC.................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................TGCAGGAAAGACGCTGCCGGAC................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................ACCATTCTTATCGCTGTCTGC.................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................CGCTGTCTGCAGGAAAGACGC......................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGACGGGCATGAATTGGCA............................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................ATGACGAAGGGTAAGAGT............................................................................................................. 18 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................AACGCTTATCTTAACGACCATTCTTA............................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CACCTGCAAGCGTTTGGTTGT.................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................GACTTGATTTTGCCCGTGGAAGAGC........... 25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................ATGACGAAGGGTAAGAATC............................................................................................................ 19 3 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................ATGACGAAGGGTAAGAGTT............................................................................................................ 19 3 18 0.06 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTGGACGTTCGCAAACCAACACCCGCATTGGTGGAGGCGGTACTGCTTCCCATTCTGCCCGTACTTAACCGTTTTATTTTGCGAATAGAATTGCTGGTAAGAATAGCGACAGACGTCCTTTCTGCGACGGCCTGAACTAAAACGGGCACCTTCTCGCGTAGCGGGCC

**************************************************(((.(((((..((((..(((.........................)))...))))..))))))))..**************************************************
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.............................................................................................................................................ACGGGCACCTTCTCGCGTAGC..... 21 0 1 8.00 8 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................TGCGACGGCCTGAACTAAAA......................... 20 0 1 4.00 4 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................GTTTTATTTTGCGAATAGAAT............................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................TGCGACGGCCTGAACTAAAAC........................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..GGACGTTCGCAAACCAACACC................................................................................................................................................ 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................TTGCGAATAGAATTGCTGGTAAGAAT............................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TTTCTGCGACGGCCTGAACT............................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................GTTTTATTTTGCGAATAGAATTGCT........................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................TTCCCATTCTGCCCGTACTTA.................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................TAGCGACAGACGTCCTTTCTGC.......................................... 22 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................CTGAACTAAAACGGGCACCTT............... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............AAACCAACACCCGCATTGGTG...................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................CTGCCCGTACTTAACCGTTTT............................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TGGTAAGAATAGCGACAGACGTCCTTT.............................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TTTCTGCGACGGCCTGAACTA............................ 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................TGCGAATAGAATTGCTGGTAA................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ATGCTGGTAAGAATAGCGACAGAC..................................................... 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................ATTCTGCCCGTACTTAACCGTT.............................................................................................. 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................CCGTACTTAACCGTTTTATTTTGCGAA.................................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CTGGTAAGAATAGCGACAGAC..................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................TATTTTGCGAATAGAATTGCT........................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................GCGAATAGAATTGCTGGTAAG.................................................................. 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................GTCCTTTCTGCGACGGCCT.................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................AAAACGGGCACCTTCTCGCGT........ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:5761184-5761350 - dme_433 CACCTGCAAGCGTTTGGTTGTGGGCGTAACCACCTCCGCCATGACGAAGGGTAAGA----CGGGC--------------------------------------------ATGAATTGGCAAAA-TAA---AA------CGCTTATCTTAACGACC--------ATTCT---------TATCGC---TGTCTGCAGGAAAGACGCTGCCGGACTTGATTTTGCCCGTGGAAGAGCGCATCGCCCGG
droSim2 3l:5674204-5674370 - dsi_8966 CACCTGCAAGCGCTTGGTTGTGGGCGTAACCACCTCCGCCATGACGAAGGGTAAGA----CGGGC--------------------------------------------ATGAATTGGCAAAA-TAA---AA------AGCTTATCTTAACGGCC--------ATTCT---------TATCGC---TGTCTGCAGGAAAGACGCTACCGGACTTGATTTTGCCCGTGGAAGAGCGCATCGCCCGG
droSec2 scaffold_2:5698039-5698205 - CACCTGCAAGCGTTTGGTTGTGGGCGTAACCACCTCCGCCATGACGAAGGGTAAGA----GGAGC--------------------------------------------ATGAATTGGCAAAA-TAA---AA------AGCTTATCTTAACGGCC--------ATTCT---------TATCGC---TGTCTGCAGGAAAGACGCTGCCGGACTTGATTTTGCCCGTGGAAGAGCGCATCGCCCGG
droYak3 3L:6330677-6330843 - dya_721 CACCTGCAAGCGTTTGGTTGTGGGCGTGACCACCTCCGCCATGACGAAGGGTAAGA----CGAGC--------------------------------------------ATGAATTGGCAAAA-TTA---AG------TGCTTATCTTAACGGCC--------TTTCT---------TATCGC---TGTCTGCAGGAAAAACGCTGCCGGACTTGATTTTGCCGGTGGAGGAGCGTATCGCCCGG
droEre2 scaffold_4784:8451797-

8451962 -
CACCTGTAAGCGTTTGGTGGTGGGCGTAACAACCTCCGCCATGACGAAGGGTAAGA----CGGGC--------------------------------------------ATGAATTGGCAAAA--AA---AA------TGCTTATCTTAGCGGCC--------TTTCT---------TATCAC---TGTCTGCAGGAAAGACGCTGCCGGACTTAATTTTGCCCGTGGAGGAGCGTATCGCCCGG

droEug1 scf7180000409466:3531118-
3531284 -

AAGCAGCAAACGCCTTGTAGTAGGCGTAACAACCTCCGCCATGACGAAGGGTAAGC----ACTGA------------------------------------------TGGTGATATGGCAAAA---A---GA------TTCTTATCTTAATGGCC--------TTTGA---------TATCGC---TGTATGTAGGAAAGACGCTGCCGGACTTGATTTTGCCCGTGGAAGAGCGTATATCCCGG

droBia1 scf7180000302193:3263790-
3263955 -

CGCCTGCAAACGTCTGGTTGTAGGCGTAACGACCGCCGCCATGACGAAGGGTAAGC----ACTGG--------------------------------------------ATGATTCGGCAGAA--AA---GA------GTCTTATCTTAATGGCC--------TTTGC---------TATCAC---TGTATGCAGGAAAGACACTACCGGACTTGATTCTGCCCGTGGAAGAGCGTATTGCCCGG

droTak1 scf7180000415868:464165-
464320 -

CACCTGCCAGCGCCTCGTTGTGGGCGTGACCACCGCCGCCATGACGAAGGGTAAGC----TTTGC------------------------------------------AGATGATTTGGCAAAAATTC---GA------GTCTTATCTTA----------------TC---------------T---TATCTGCAGGAAAGACGCTGCCGGACTTGATTCTGCCCGTGGAGGAGCGTATTGCGCGG

droEle1 scf7180000491268:1253522-
1253680 -

CACCTGCAAACGTCTGGTTGTGGGCGTGACGACCTCAGCCATGACGAAGGGTAAGA----AACGG--------------------------------------------ATGATTCGGCAAAA---A---GA------TTCTTATCTAAATGGCC--------TTT---------------GC---TATCTGCAGGCAAGACTTTGCCGGATTTGATACTGCCCGTGGAGGAGCGTATTGCCCGG

droRho1 scf7180000768851:39540-39698
-

TACATGCAAACGTCTGGTGGTGGGCGTGACGACCTCCACCATGACGAAGGGTAAGC----ACTGC--------------------------------------------ATGATTTGGCAAAA---A---GA------TTCTTATCTAAATGGGC--------TTT---------------GC---TATCTGCAGGCAAGACTTTGCCGGACTTGATTCTGCCCGTGGAGGAGCGTATTGCCCGC

droFic1 scf7180000453929:1855358-
1855516 +

CACTTGCAAACGCCTCGTAGTGGGCGTAACGACCTCCGTCATGACGAAGGGTAAGC----GCTGG--------------------------------------------ATGATTTGGCAAAA---T---GA------TTCTTATCTAAATGGTA--------TTT---------------GC---TATCTGCAGGAAAGACTTTGCCAGACTTGATTTTGCCAGTGGAGGAGCGTATTGCCCGG

droKik1 scf7180000302686:58828-58997
-

CGCCTGCAAGCGACTGGTGGTGGGCGTGACGACCGCTGCCATGACGAAGGGTAAGC----ACTGG-----------------------------------------ATGATGAGTCGGCAAAA-------GA------TTCTTATCTTAATGGCC--------TTTGC---------TATCGCTGCTGTCTGCAGGCAAGACGCTGCCGGACTTGATTTTGCCCGTGGAGGAGCGTATTGCTCGG

droAna3 scaffold_13337:12780135-
12780299 +

TAGTCGTAAACGTTTAGTAGTGGGAGTGACGACGGCCGCCATGACAAAGGGTAAGC----ACTGG--------------------------------------------GTGACTTGACAAAA-------GA------TTCTTATCTGAGATACT-------ATTTAC---------TATCAC---CGTCTGCAGGAAAAACGCTGCCGGACCTGATATTACCCGTGGAGGAACGCATCAACCGC

droBip1 scf7180000396589:1243096-
1243259 -

TAGTCGTAAACGTTTAGTAGTGGGCGTGACGACTGCCGCCATGACTAAGGGTAAGC----ACTGG--------------------------------------------GTGACTTGACAAA--------GA------TTCTTATCTCAACTACT-------ACTTAC---------TATCGC---CGTCTGCAGGAAAAACGCTGCCGGACCTGATATTACCCGTCGAGGAACGCATCGAACGC

dp5 XR_group6:9792525-9792675 + CACTTGCAAGCGTCTGGTGGTAGGCGTAACGACAGCCGCCATGACAAAGTGTAAGT----TTTGA--------------------------------------------ATGAGTCGGCAATA-------GT------TTCTTATCTA-----TT--------------------------AC--TCACCTTCAGCGAAGACTCTGCCCGATCTGATATTACCCGTGGAGGAGCGTATCGCTTTT
droPer2 scaffold_61:68100-68250 + CACTTGCAAGCGTCTGGTGGTAGGCGTAACGACAGCCGCCATGACAAAGTGTAAGT----TTTGA--------------------------------------------ATGAGTCGGCAATA-------GT------TTCTTATCTA-----TT--------------------------AC--TCACCTTCAGCGAAGACTCTGCCCGATCTGATATTACCCGTGGAGGAGCGTATCGCCCTT
droWil2 scf2_1100000004511:3789301-

3789457 -
CTCCCACAAACGTCTTGTTGTGGGCGTGACTACAGCAGCGATGACCAAATGTAAGG----AGTGTTCA---------------------------------------CCATAATTAAGCGA--------------------TT--------AAGC--------TTTAA---------TATTTCTCATATTTGCAGCCAAAATCTTGCCCGATTTGATTTTGCCCGTTGAGGAGCGCATTGAACAA

droVir3 scaffold_13049:2212421-
2212586 +

GGCCTGCAAACGTCTGGTAGTGGGCGTCACCACGGCCGCAATGACTAAGGGTAAAC----T-AAC--------------------------------------------ATGAAAAGGCAAC---------T------TTCTTATCTACCTTATC-------ACTTAT---CACT--TGCGTC---TATTTTTAGGCAAAATATTGCCGGAACTAATATTGCCCGTGGAGCAGCGTATTGCCGAA

droMoj3 scaffold_6654:1651110-
1651283 -

CGCCTGTAAACGGCTGGTCGTGGGCGTCACGACGGCTGCAATGACTAAAGGTAAAC----T-AAA--------------------------------------------ATGATTCAGCACTT-------AG------ATGTTATCTA-----TCATTCGAC-TCACTAATCAATTTTTAAAT---TATTTACAGGGAAAATATTGCCAGAGCTCATACTGCCTGTGGAACAGCGGATTGCCGAA

droGri2 scaffold_15110:3253137-
3253342 +

CACCTGTAAGCGTCTCGTTGTCGGAGTGACGACGGCCGCAATGACAAAGGGTAGGAAAGCAGTCTTCAACCAGTCTGACATACGAATAATCTACATATTACAAGCAAAGATGAAAA-GCA------AAAGGCTTATCATTTTTATCTA-----TC---------AA---------------TC---TACTTCTAGGTAAAGTGTTGCCGGAACTGATATTGCCCGTTGAGGAGCGTATTGCTCAG
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.....................................................................................TTTATATCCCGGATGCATTGC.................................................... 21 0 1 7.00 7 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TTTATATCCCGGATGCATTGCAG.................................................. 23 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TTTATATCCCGGATGCATTGCAGT................................................. 24 1 1 3.00 3 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................ATCAGATCTTCGGAGTGCAGT... 21 0 1 3.00 3 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TGTTTATATCCCGGATGCATTGC.................................................... 23 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGTGATTTTTCCAGGCAGAACATAAGT................................................................................ 28 0 1 2.00 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TGTGATTTTTCCAGGCAGA........................................................................................ 19 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................AATGTTTATATCCCGGATGCA........................................................ 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGTGATTTTTCCAGGCAGAACATA................................................................................... 25 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TTTATATCCCGGATGCATTGCA................................................... 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGTGATTTTTCCAGGCAGAAC...................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TTTATATCCCGGATGCATTGCAGC................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGTGATTTTTCCAGGCAGAACATAATC................................................................................ 28 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................AGATCTTCGGAGTGCAGTTCA 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................GAGGACCACAACCATCAGATCTTCGGAGT........ 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................CACAACCATCAGATCTTCGG........... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................ATATCCCGGATGCATTGCAG.................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TTATATCCCGGATGCATTGCAGT................................................. 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................ATCAGATCTTCGGAGTGCAGTT.. 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................ACCACAACCATCAGATCTTCGGAGT........ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................ATAATGTTTATATCCCGGATGCATTG..................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................GACCACAACCATCAGATCTTCGG........... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................GAGGACCACAACCATCAGATC................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................AACCATCAGATCTTCGGAGTGC...... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................ATTGCAGCTCCCATGTCCGC..................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TTCCAGGCAGAACATAAGTCATAAT.......................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TGTGATTTTTCCAGGCAGAAC...................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................CCACAACCATCAGATCTTCGGAGTG....... 25 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................CAGATCTTCGGAGTGCAGTTC. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................TCCGCGAGGACCACAACCATCAGATC................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ACAGCCGCCTAGTTCCGTGGGTTTTACCAAGTCGGGAACATGTTTATATCCACACTAAAAAGGTCCGTCTTGTATTCAGTATTACAAATATAGGGCCTACGTAACGTCGAGGGTACAGGCGCTCCTGGTGTTGGTAGTCTAGAAGCCTCACGTCAAGT

**************************************************.((((((...(((.((..((((((........))))))....)).)))...)))))).**************************************************
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..................................................................................................................................TTGGTAGTCTAGAAGCCTCAC....... 21 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................TGGTAGTCTAGAAGCCTCAC....... 20 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................CTACGTAACGTCGAGGGTACA......................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................CGAGGGTACAGGCGCTCCTGGTGT........................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TGGTGTTGGTAGTCTAGAAGC............ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....CGCCTAGTTCCGTGGGTTTTA.................................................................................................................................... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................GGTACAGGCGCTCCTGGTGTTG......................... 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TGGTGTTGGTAGTCTAGAA.............. 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................ACCAAGTCGGGAACATGTTTA................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................CCTGGTGTTGGTAGTCTAGAA.............. 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............CGTGGGTTTTACCAAGTCGGGA......................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:11991222-11991379 + dme_429 TGTCGGCGGATCAAGGCACCCAAAATGGTTCAGCCCTTGTACAAATATAGGTGTGATTTTTCCAGGC--------AGAACATAAGTC----------------------ATAA-----TG--------------------------------------------TTTATATCCCGGAT----GCATTGCAGCTCCCATGTCCGCGAGGACCACAACCATCAGATCTTCGGAGTGCAGTTCA
droSim2 2l:11662948-11663105 + dsi_11938 TGTCGGCGGGTTAAGGCACCCAAAATGGTTCAGCCCTTGTACAAATATAGGTGTGATTTTTCCAGGC--------ATAACATAATTC----------------------ATAA-----TG--------------------------------------------TTTATATCCCGGAT----GCATTGCAGCTCCCATGTCCGCGAAGACCACAACCATCAGATCTTCGGAGTGCAGTTCA
droSec2 scaffold_16:190669-190826 + TGTCGGCGGGTTAAGGCACCCAAAATGGTTCAGCCCTTGTACAAATATAGGTGTGATTTTTCCAGGC--------ATAACATAATTC----------------------ATAA-----AG--------------------------------------------TTTATATCCCGGAT----GCATTGCAGCACCCATGTCCGCGAAGACCACAACCATCAGATCTTTGGAGTGCAGTTCA
droYak3 2L:8414072-8414227 + TGTCGGCGGGTTAAGGCGCCAAAAATGGTTCAGCCTTTGTACAAATATAGGTAGGTTTT-ACTACGC--------TCCACATAATAC----------------------ACA------AG--------------------------------------------TTAATTACCCAGAG----GCATTGCAGCTCCCATGTTCGCGAAGACCACAACCACCAGATCTTTGGGGTGCAGTTCA
droEre2 scaffold_4929:13418888-

13419044 -
TGTCGGCGGGTTAAAGCGCCAAAAATGGTTCAGCCTTTGTACAAATATAGGTGCGTTTT-ACTATGC--------ACCGCATAATGC----------------------ACAT-----AG--------------------------------------------ATTATTACCCGGAT----GCATTGCAGCTCCCATGTCCGCGAGGACCACAACCACCAGATCTTTGGGGTGCAGTTCA

droEug1 scf7180000409122:383549-
383706 +

TGCCGCAGGGTCAAAGCTCCAAAAATGGTTCAACCGCTATACAAGTACAGGTGTGATTC-CCGTGGA--------GTATCAACATCT----------------------GCAT-----AG--------------------A-----------------------TTTAACCCTCTGGC----GCATTGCAGTTCCCATGTCAGGGAAGACCACAACCATCAGATCTTTGGGGTTCAGTTCA

droBia1 scf7180000302422:1027715-
1027871 -

TGCCGACGGGTCAAGGCTCCTAAAATGGTCCAACCGCTGTACAAGTACAGGTGAGGTTC-CTTTGGG--------ATAGCTACAATT----------------------GTAT-----GC--------------------------------------------CTTAAGTCCCGAAA----ACACTGCAGCTCCCATGTCCGCGAGGACCACAACCACCAGATCTTTGGCGTCCAGTTCA

droTak1 scf7180000415863:255471-
255628 -

TGCCGTCGCGTTAAGGCTCCCAAAATGGTCCAGCCGCTGTACAAGTACAGGTGGGATTC-CCTAAGG--------CTAACATCAGTT----------------------TCTA-----AG--------------------C-----------------------TTTAATCTCTGGAT----GACTTGCAGCTCCCATGTCCGTGAGGACCATAACCACCAGATCTTCGGGGTGCAGTTCA

droEle1 scf7180000491028:3175553-
3175709 -

TGCCGACGGGTTAAGGCTCCAAAAATGGTTCCACCGCTCTACAAATACAGGTGGAATTG-CCTAAGT--------GTGACTTGATTT----------------------CTGT-----AT--------------------------------------------ATTTATCCTTGCAT----GCATTGCAGTTCACATGTCCGTGAGGATCACAACCACCAGATCTTCGGCGTGCAGTTCA

droRho1 scf7180000779410:512327-
512494 +

TGCCGGCGTGTTAAGGCTCCAAAAATGGTTCAACCGCTTTACAAGTACAGGTGGGATTT-CTTTGGT--------GAAA-TT-----AAATAAG--------------------------------------------TAC----------TATATATATATGTATTAATAACCGAAT----TAATTGCAGTTCCCATGTCCGCGAGGATCACAACCACCAGATCTTTGGGGTGCAGTTCA

droFic1 scf7180000453936:182019-
182173 -

TGCCGGCGCCTAAAGGCACCAAAAATGGTCCAACCGCTGTACAAGTACAGGTGGGATTT-CCTTGGT--------GTATCTAGATTT----------------------AAAT---------------------------------------------------ATAATTCCCCTTTG----GAATTGCAGTTCCCACGTTCGCGAGGACCACAACCACCAGATCTTCGGGGTGCAGTTTA

droKik1 scf7180000301476:566037-
566191 -

TGCCGACGGGCCAAGGCTCCGAAAATGGTGCCACCGCTTTACAAGTACAGGTGAGAGAG-AC--------A-------G-TT-----C---------------GGATTTTAGTAACCAA---------------------------------------------TCTAATCCTCGAAT----GCCTTGCAGCTGTCATGTGCGTGAGGACCACAACCACCAGATCTTTGGGGTGCAGTTTA

droAna3 scaffold_12916:4417795-
4417957 +

TGCCGCCGGGCCAGGGCACCAAAGTTAGTGCAGCCACTATACAAGTATGGGTAAGGTAT-AC--------G-------A-TT-----TAAAAAA-------TACAATTTTTTGA----GT-----------------ATTT----------AGTC--------------CTGTCTTAT----TTCTTGCAGCTGCCATGTACGGGAGGATCACAATCATCAGATATTTGGGGTGCAGTTTA

droBip1 scf7180000396737:365848-
366012 -

TGCCGCCGGGTCAAGGCCCCAAAGTTGGTGCAGCCACTATACAAGTACAGGTAAGTTAT-TT--------G--------AAA-----AAAGAAA----AA-CAAAATTTATGGA----GC-----------------ATA-----------------TAATC-------GCATCTTAT----GCCTTGAAGCTGTCATGTACGGGAGGACCACAATCATCAGATATTTGGGGTGCAGTTTA

dp5 4_group3:7280922-7281081 - TGCCGTCGCGTCAAGGCACCAAAAATGGTTCCACCGCTGTACAAGTACAGGTGAGCGGC-TC--------T--------CGCCA--------------GG-TGTGACGCTTC---------------------GTGCGTGG----------TGTGACTACCT--------------GC----CTTTTGCAGCTCCCACGTGAGGGAGGACCACAATCACCAGATCTTTGGTGTCCAGTTCA
droPer2 scaffold_1:8726638-8726797 - TGCCGTCGCGTCAAGGCACCAAAAATGGTTCCACCGCTGTACAAGTACAGGTGAGCGGC-TC--------T--------CGCCA--------------GG-TGTGACGCTTC---------------------GTGCGTGG----------TGTGACTACCT--------------GC----CTTTTGCAGCTCCCACGTGAGGGAGGACCACAATCACCAGATCTTTGGTGTCCAGTTCA
droWil2 scf2_1100000004521:2703913-

2704077 +
TGTCGGCGGGCAAAAGCACCGAAAATTGTTCAACCGCTTTACAAATACAGGTAGGAGAA-AC--------T--------AGCAA-----AAGGGT--CA---AGGATATACTGA----TG-----------------GTG------------------------ATAATCTTCCATGT----CGTTTAAAGCTATCATGTTCGCGAGGATCATAATCATCAAATCTTTGGAGTGCAATTTA

droVir3 scaffold_12963:13200218-
13200379 +

TGCCGGCGTATCAAGGCGCCTAAAATGGTGCAACCTCTGTACAAGTATAGGTGCGCTAT-GC--------AAAAAATA---CAA--------------GA-AATGAATTATT---------------------TTACATG-------------------------------TTCGGTTAAATTGTTTCCAGCTATCACATCCGCGAGGACCACAATCATCAAATCTTTGGCGTACAATTCA

droMoj3 scaffold_6500:16745192-
16745353 +

TGTCGACGGGCGAAGGCGCCAAAAATGGTGCAGCCTTCATATAAATATAGGTGATT--T-C--AGTGCCAG--------CGTCG--------------GC-ATTGAAGTTGT---------------------TTTATCTA------------------------------CTTGAATATCCCTCTTGCAGCCATCATGTGCGCGAGGATCACAATCATCAAATATTTGGCGTTCAGTTCA

droGri2 scaffold_15126:6659693-
6659874 -

TGCCGGCGGGTGAAGGCGCCCAAAATGGTGCAGCCGCTGTTCAAGTACAGGTAGGAGTA-G----------------AC-TT-----ATATATATATATAT--------ATAT-----ATATATATATATATA-----TATAATAATAATAATTGATTAAAT--------------CT----CTTGTGCAGCTATCATGTACGTGAGGATCACAATCACCAAATCTTTGGTGTGCAATTTA
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[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

breakpoint [Dp(1%3BY)BSC139:bk3]; Antisense to transposable_element_insertion_site [P{Mae-UAS.6.11}GG01551]; breakpoint [Dp(1%3BY)BSC329:bk3]; transposable_element_insertion_site [P{Mae-UAS.6.11}GG01318]; Antisense to transposable_element_insertion_site [P{lacW}dome[G0321]]; transposable_element_insertion_site [P{lacW}dome[G0405]]; Antisense to five_prime_UTR [dome-u5]; transposable_element_insertion_site [P{lacW}dome[G0218]]; transposable_element_insertion_site [P{RS3}dome[CB-5788-3]]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GGCGATCGCTCTCCTCCCTGCCCCCGCTCGCGATGCTGACGATATATGTTGTCGACGAGTTGCTTGTCCGCAGTGTGACCGCTTATCGAAAGTTATCGCAGTCCGATATGCGATATCACTGGGGCTACCTGTCGACGAACGGCCCCACTAAATGCGATAGGTGCCAAACATCGCATTTCAGCCGAAATTCGAATTC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR065802

Piwi-
IP_zuc_mut_ovaries

V073

mbn2

GSM385748

OSS_s6

GSM385744

OSS_s2

GSM385821

OSS_s7

GSM385822

OSS_s8

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM628272

ago2[414]
ovary
total RNA

V074

S3

GSM609222

ML-DmBG1-
C1

GSM379057

Krimp
Mutant

GSM286613

0-1hr #1
(A)

V144

OSC

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM399101

kc167
cell

V034

ML-
DmD16c3
cell

V091

fGS/OSS
total
Â 

SRR010953

Aub
heterozygotes,
oxidized

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR001349

heterozygous_dcr-
2_untreated

GSM609217

MLDmD20c5

GSM609223

male, one
day

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

V131

ML-
DmD16-
c3

GSM399110

KC-48 #2
V148

mbn2

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM467729

Dmel_wt_sRNAseq

GSM467730

Dmel_r2d2_sRNAseq

GSM467731

Dmel_loq_sRNAseq

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR065801

zuc_het(H-
Y)_ovaries

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

V032

S1
cell

GSM371638

S2-NP

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609237

ago2[414]
ovary
total RNA

V125

ML-
DmD9

V133

Sg4

V137

Male
aged
head

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR001347

ago2_untreated

V086

female
body,
aged

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V008

S2-
DRSC

GSM280087

S2cell
(AGO2IP)

AGO2

GSM609240

IR+ 2-
18hr

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609227

CMEW1
Cl.8+
cell

GSM609229

embryo 2-
6hr

SRR001338

IR_non-
beta-
eliminated

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

V036

ML-
DmD20c5
cell

V128

S3

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

V085

CME
W2
wing
disc

V079

Oxidation,
female
head

SRR029028

untreated
(mock)

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V142

Oxidation_female_body

SRR010959

Ago3 IP in
heterozygotes

AGO3
GSM609235

CMEL1

V146

S1
cell

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR010960

wt,
oxidized

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V126

CME
L1

GSM609224

female,
one day

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V080

Starvation,
female head

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR001348

ago2_oxidized

SRR031692

Total
small
RNAs from
Oregon R

GSM609225

ML-DmBG3-
C2

V006

r2d2 female:
possibly
heterozygous

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

..................................................................TCCGCAGTGTGACCGCTTATCG............................................................................................................ 22 0 1 3.00 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................ACTGGGGCTACCTGTCGACGAACG....................................................... 24 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................CGATGCTGACGATATATGTTG................................................................................................................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................TTGTCCGCAGTGTGACCGCTT................................................................................................................ 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................TATGTTGTCGACGAGTTGCTTG.................................................................................................................................. 22 0 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................ATATGTTGTCGACGAGTTGCT.................................................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................GTGACCGCTTATCGAAAGTTAT.................................................................................................... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................AGTGTGACCGCTTATCGAAAG........................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................TTGTCGACGAGTTGCTTGTC................................................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................TGCTTGTCCGCAGTGTGAC..................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................GCAGTCCGATATGCGATAT................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................GCTTGTCCGCAGTGTGAC..................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................AGTGTGACCGCTTATCGAAAGTTATCG.................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................TTATCGAAAGTTATCGCAGTC............................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................TGTTGTCGACGAGTTGCTTGT................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........CTCCTCCCTGCCCCCGCTCGC..................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................ATATGCGATATCACTGGGGCT...................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................GCTACCTGTCGACGAACGGT..................................................... 20 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................ATATATGTTGTCGACGAGTT....................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................TCGCGATGCTGACGATATATGT................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................TGCTTGTCCGCAGTGTGACCG................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................ACCGCTTATCGAAAGTTATCGCAGT.............................................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................TTGTCGACGAGTTGCTTGTCC............................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................CGATATATGTTGTCGACGAGT........................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................GTGTGACCGCTTATCGAAAGT....................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TGTCCGCAGTGTGACCGCT................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................ATATCACTGGGGCTACCTGT................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TATCGCAGTCCGATC........................................................................................ 15 1 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CCGCTAGCGAGAGGAGGGACGGGGGCGAGCGCTACGACTGCTATATACAACAGCTGCTCAACGAACAGGCGTCACACTGGCGAATAGCTTTCAATAGCGTCAGGCTATACGCTATAGTGACCCCGATGGACAGCTGCTTGCCGGGGTGATTTACGCTATCCACGGTTTGTAGCGTAAAGTCGGCTTTAAGCTTAAG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM628272

ago2[414]
ovary
total RNA

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSE24545

CS ovary
total
RNA

V074

S3

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609222

ML-DmBG1-
C1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

V096

loqsKO/f00791
ovary

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

GSM385822

OSS_s8

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

V146

S1
cell

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM385821

OSS_s7

GSM385748

OSS_s6

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V132

ML-
DmD32

GSM609237

ago2[414]
ovary
total RNA

GSM385744

OSS_s2

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

GSM609229

embryo 2-
6hr

V092

dcr-
2[G31R]
male
total
RNA Â 

V130

ML-
DmBG3-
c2

V139

Cold_female_body

SRR010953

Aub
heterozygotes,
oxidized

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V038

Felix
sample
S2
only

V073

mbn2

GSM609223

male, one
day

V144

OSC

GSM371638

S2-NP

SRR014273

Ovary_rep1_Har_P

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR060646

yw67c23(2)_ovaries_total

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V034

ML-
DmD16c3
cell

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V125

ML-
DmD9

V127

G2

V128

S3

V133

Sg4

V137

Male
aged
head

V142

Oxidation_female_body

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609227

CMEW1
Cl.8+
cell

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM399106

female
body #2

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

V085

CME
W2
wing
disc

GSM609234

CS Â male
total RNA
Â 

SRR031692

Total
small
RNAs from
Oregon R

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR097865

Drosophila
S2-NP
cells

GSM609225

ML-DmBG3-
C2

V091

fGS/OSS
total
Â 

GSM399110

KC-48 #2

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM379050

Armi
Heterozygote

GSM379063

Vasa
Heterozygote

GSM379066

Zuc
Mutant

GSM360260

0-1d
Pupae (w)

GSM360262

0-2d
pupae

SRR001349

heterozygous_dcr-
2_untreated

SRR010960

wt,
oxidized

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR014275

Ovary_rep1_LK_P

SRR023197

RNA
Library
from S2
control
cells

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR060644

A2_ovaries_total

SRR060653

hs-Penelope_
ovaries_total

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V008

S2-
DRSC

V015

DreRFHV148h
GSM609219

GM2 cell

GSM399101

kc167
cell

GSM609249

ML-DmD21
cell

V032

S1
cell

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V080

Starvation,
female head

GSM609238

embryo
14-24hr

V086

female
body,
aged

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V126

CME
L1

V134

ML-
DmD8

V141

Heat_female_body

V147

1182-
4H
cell

GSM609226

CMEW1
Cl.8+
cell

GSM609224

female,
one day

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR060648

A2_ovaries_FLAG-
Aub

SRR060651

A2_ovaries_Ago3

AGO3

GSM379061

Squ
Heterozygote

GSM609230

CS,ovary,AGO1IP

AGO1

V003

dsDcr-1
(katsutomo
RNA)

GSM286604

0-1h #3
(7)

SRR032094

ago2
knockdown
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......................GGGCGAGCGCTACGACTG............................................................................................................................................................ 18 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................GGGGCGAGCGCTACGACTGCT.......................................................................................................................................................... 21 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........GAGAGGAGGGACGGGGGCGA........................................................................................................................................................................ 20 0 1 3.00 3 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................CGCTACGACTGCTATATA..................................................................................................................................................... 18 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......CGAGAGGAGGGACGGGGG........................................................................................................................................................................... 18 0 1 2.00 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......CGAGAGGAGGGACGGGGGCGA........................................................................................................................................................................ 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......CGAGAGGAGGGACGGGGGCGAGC...................................................................................................................................................................... 23 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....TAGCGAGAGGAGGGACGG.............................................................................................................................................................................. 18 0 1 2.00 2 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................GGGGGCGAGCGCTACGACTG............................................................................................................................................................ 20 0 1 2.00 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................TGCTCAACGAACAGGCGTCAC......................................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................CAGGCGTCACACTGGCGAATAGC............................................................................................................ 23 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................GCGCTACGACTGCTATATA..................................................................................................................................................... 19 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................GGCGAGCGCTACGACTGCTATATACA................................................................................................................................................... 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......GCGAGAGGAGGGACGGGGGCGA........................................................................................................................................................................ 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........GAGGAGGGACGGGGGCGAGC...................................................................................................................................................................... 20 0 1 2.00 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................ACAGGCGTCACACTGGCGAATA.............................................................................................................. 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................GCTCAACGAACAGGCGTCACA........................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................CTGCTCAACGAACAGGCGTCA.......................................................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................GCTCAACGAACAGGCGTCA.......................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................AAGGCGTCACACTGGCGAAT............................................................................................................... 20 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................CAACAGCTGCTCAACGAACAGGCG............................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............GGAGGGACGGGGGCGAGCG..................................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......GCGAGAGGAGGGACGGGGGC.......................................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................GCGTCACACTGGCGAATAGC............................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................CTCAACGAACAGGCGTCACA........................................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........AGAGGAGGGACGGGGGCG......................................................................................................................................................................... 18 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................CGCTACGACTGCTATATACA................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................GACTGCTATATACAACAGCTGCTC......................................................................................................................................... 24 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................GTCACACTGGCGAATAGCTTT......................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................ATACAACAGCTGCTCAACGAA................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................TGCTATATACAACAGCTGC........................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................AGGCGTCACACTGGCGAATAGC............................................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................GGCGAGCGCTACGACTGCTAT........................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................GCGCTACGACTGCTATATACAAC................................................................................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......GCGAGAGGAGGGACGGGGGCG......................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................ACAGCTGCTCAACGAACAGGCGT............................................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................GGACGGGGGCGAGCGCTACGACTG............................................................................................................................................................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........CGAGGAGGGACGGGGGCG......................................................................................................................................................................... 18 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................ACAGCTGCTCAACGAACAGGC.............................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................GCTACGACTGCTATATA..................................................................................................................................................... 17 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................GGGGCGAGCGCTACGACTGCTATATA..................................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................ACGGGGGCGAGCGCTACGACTG............................................................................................................................................................ 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.CGCTAGCGAGAGGAGGGACGGGGG........................................................................................................................................................................... 24 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............GGGACGGGGGCGAGCGCTACGAC.............................................................................................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................CTACGACTGCTATATACA................................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........GAGAGGAGGGACGGGGGC.......................................................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................CTGCTATATACAACAGCTGCT.......................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................CAACAGCTGCTCAACGAAC.................................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................TACAACAGCTGCTCAACGA.................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................ACGCTATCCACGGTTTGTAGC....................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................GGGCGAGCGCTACGACTGCTATA....................................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................ACAGCTGCTCAACGAACAGGCGTCACA........................................................................................................................ 27 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................CGGGGGCGAGCGCTACGACTGCTAT........................................................................................................................................................ 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........GAGAGGAGGGACGGGGGCG......................................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................ATACAACAGCTGCTCAACGAACAGGCG............................................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........GAGGAGGGACGGGGGCGAGCGC.................................................................................................................................................................... 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................AGAGCGCTACGACTGCTATAT...................................................................................................................................................... 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................GGGGGCGAGCGCTACGAC.............................................................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......CGAGAGGAGGGACGGGGGCGAGCGCT................................................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............GGGACGGGGGCGAGCGCTA.................................................................................................................................................................. 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................CAGGCGTCACACTGGCGAAT............................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................GAGCGCTACGACTGCTATATACA................................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................ACAACAGCTGCTCAACGAA................................................................................................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......TGAGAGGAGGGACGGGGG........................................................................................................................................................................... 18 1 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:19577469-19577664 + dme_414 GGCGATCGCTC--TCCTCCCTGCCCCCGC--TCGCGATGCTGA----CGATATATGTTGTCGAC-GAGTTG---------------CTTGTCCGCAGTGTGACCG-----CTTATCGAAAGTTATCGCAGTCCGATATGCGATAT--CACTG-GG-GCTACCTG--------TCGACGAACGGCCCCACTAA--ATGCGATAGGTGCCAA----ACATCGCATTTCAGC--CGAAATTC-----GA-ATTC-
droSim2 x:18470396-18470591 + dsi_72 GGCGATCGCTC--TCCTCCCTGCCCCCGC--TCGCGTTACAGA----CGATATATGTAGTCGAC-GAGTTG---------------GTAGTCCGCAGTGTGACCG-----CTTATCGAAAGATATCGCAGTCCGATATGCGATAT--CACTG-GG-GCTACCTG--------TCGCCGAACGGTCCCACTGA--GTGCGATAGATGCCGG----ACATTGCATTCCAGC--CGCAATTC-----GA-ATTT-
droSec2 scaffold_8:1857024-1857219

+
dse_129 GGCGATCGCTC--TCCTCCCTGCCCCCGC--TCGCGGTACAGA----CGATATATGTAGTCGAC-GAGTTG---------------GTAGTCCGCAGTGTGACCG-----CTTATCGAAAGATATCGCAGTCCGATATGCGATAT--CACTG-GG-GCTACCTG--------TCGCCGAACGGTCCCACTGA--GTGCGATAGATGCCGG----ACATTGCATTCCAGC--CGCAATTC-----GA-ATTT-

droYak3 X:11762980-11763171 - GGTGATCGCTC--TCCTCCCTGCCCCCGC--TCGCGTTGCAGA----CGATATA----GTCGAC-GGTTTG---------------ATGGTCTGCAGTGTGACCG-----CTTATCGAAACTTATCGCAGCCCGATAAGCGATAT--GACAA-GG-GCTAACTG--------GCGCCGAACGGTCCCATTGC--GTGCGATATGTGCAAG----CCATTGCTTTCCAGC--CGTAATTC-----AA-ATTG-
droEre2 scaffold_4690:9804366-

9804557 +
GGCGATCGCTC--TCCTCCCTGCCCCCGC--TCGCGTTGCAGA----CGATATAT----ACGAC-GATTTG---------------CTAGTCTGCAGTGTGAACG-----CTTATCGAAACTTATCGAAGTCCGATATGCGATAT--GACAA-GG-GCTACCTG--------GCGCCAAACGGTCATATTGA--GTGCGATAAGTGCAAG----CCATTGCTTTCCATC--CGCAGTAT-----AA-ATTG-

droEug1 scf7180000409230:757615-
757786 -

GGCGATCGCTC--TCCTCCCTGCCCCCGC--TCTAGTTA----------------------------TTTT---------------CTGGTCTGCAGTGTGACCG-----CTTATCGAAACTTATCGCAGCCAGATACGCGATAT--GACAA-GG-GCTACCTG---------TGCACAACGGTCCTATTGT--GTGCGATAATTACCAC----CGACTAATTTTTACA--TACTATTT-----CA-ATTT-

droBia1 scf7180000302069:1027203-
1027359 -

GGCGATCGCTC--TCCTCCCTGCCCCCGC--TCGCGTTGCTTT----C-------------GGT-TATTTT---------------CT--------GCTTATCGG-----TTTATCGGAACTTCTCACAGTCCGATACGCGATAT--GACGA-GG-GCTGGGCA--GCG---CCGCTTAACG------------ATACGATAGTTG-------------GCTTGCCGCC--TGCAGTTC-----GA-AC---

droTak1 scf7180000415101:105524-
105713 +

GGCGATCGCTC--TCCTCCCTGCCCCCGC--TCGCGTTTTTTG----CTTTTGGT----TTGGT-TATTTT---------------CTGGTCCGCAGTGTGACCGCCCAGCTTATCGAAACTTATCGCAGTATCGGACGCGATAT--GACCA-GG-GCTGGG----------GTATCTCTTGGGTATATCG---GTGGGTTATGTTTTGA----GCTCTG-TTTCTTTC--GGGAATTT-----AA-A----

droEle1 scf7180000491277:20817-
21003 +

GGCGATCGCTC--TCCTCCCTGCCCCCGCTATCGCGTTATTG-----------------TCGAC-GATTTT---------------CTTGTCTGCAGTGTGACCG-----CTTATCGAAACTTATCGCAGCTCGATACGCGATAT--GACAA-GG-GCTACCTG---------CG-CGAACGGTCATATTGATGGCGCGATAGGTGTACTGGTT--TTT-TCGTATGTA--TGCAATTT-----GA-ATTTG

droRho1 scf7180000777033:110579-
110763 +

GGCGATCGCTA--TCCTCCCTGCCCCCGTTATCGCGTTATTG-----------------TCGAC-GATTTT---------------CTGGTCTGCAGTGTGACCG-----CTTATCGAAACTTATCGCAGCTCGATACGCGATAT--GACAA-GG-GCTACGTG----------AGCGAACGGTCATATTGG--GCGCGATAAGTGTACTCGTT-TA--TCATTATGTA--CGTAATTT-----GA-ATTTC

droFic1 scf7180000454073:1863968-
1864146 +

GGCGATCGTTTT-TCCTCCCTGCCCCCGC--TCGCGTTATTG-----------------TCGAC-GATTTTTTGG-----------GTTGTCTGCAGTGTGACCA-----CTTATCGCAACTTATCGCAGCTCGATACGCGATATCTGACAAAGG-GTTACCTG---------TG-CGA-------------TAGCCCGATAGTCGCACCTGTT-CA---ACTTACA-C--AGCAATTCAAATCGA-A----

droKik1 scf7180000302685:171851-
172051 +

GGCGATCGCTCTCTCCTCCCTGCCCCCGC--TCGCGTTGCTGT----TGCTTTC-------GTTGGATTTTCTGTTTCTGTTTCGTCTGGTCGGCAGTGTGACCG-----------GGCACTTATCGGAACTCGATATACGATAT--GGCCA-GGTGCGCGCTGCAGACCTTCGGCCGAACGGTCACACTTG--ACTGGCT--------------CATCACACCTGTGCCGCGCAAGTG-----AAAAT---

droAna3 scaffold_13417:1231151-
1231241 +

GGCGATCGCTCAACCCTCCC------CGC--TCGCGTTGGTGTCTTCGGATTTATGTT-TCGTT-TCGTTT---------------CTGTCTTGCCGTGGATGCG----ACTTATCGGAA------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000395921:27900-
27949 -

GGCGATCACTCAACCCTC------CCCGC--TCGCGTTGGTGT----C-------------TTC-GGATTT---------------ATGTT-----------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_14853:8674156-
8674160 -

GGCGA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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CAGGAACATGATACCCGGGATGTGGTCATCGCCTACTGGGCGAGACTCTAGTGAGTATCTACAGATTAGTTTTTCTTGTTTTGCCCGTATTTACTCATCTTCCGAATCCAGTGCTCTCCAGGTGGGCCTCAAAGCCTCCACCCAAACGGGTGAAGAAACCA
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........................................................................................ATTTACTCATCTTCCGAATCCAG.................................................. 23 0 1 5.00 5 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......ATGATACCCGGGATGTGGTC...................................................................................................................................... 20 0 1 5.00 5 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TTTACTCATCTTCCGAATCCAG.................................................. 22 0 1 4.00 4 1 0 0 1 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TATTTACTCATCTTCCGAATCCAG.................................................. 24 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....AACATGATACCCGGGATG........................................................................................................................................... 18 0 1 2.00 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........TACCCGGGATGTGGTCATCGCCTACT............................................................................................................................ 26 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............CGGGATGTGGTCATCGCCTACTGGGCGA...................................................................................................................... 28 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................ATTTACTCATCTTCCGAATCCAGA................................................. 24 1 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TACTCATCTTCCGAATCCAG.................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.AGGAACATGATACCCGGGATGTGGTC...................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.AGGAACATGATACCCGGGATGTGGT....................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........TGATACCCGGGATGTGGTCATCGCC................................................................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...GAACATGATACCCGGGATGTGGTC...................................................................................................................................... 24 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....ACATGATACCCGGGATGTGGTCAT.................................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..GGAACATGATACCCGGGATGTGGTC...................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TACAGATTAGTTTTTCTTGTTTTGCC............................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........TACCCGGGATGTGGTCATCGCCTAC............................................................................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............CCCGGGATGTGGTCATCGCC................................................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........TACCCGGGATGTGGTCATCGCCTACTGG.......................................................................................................................... 28 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................TGTGGTCATCGCCTACTGGGCGAGAC................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........TGATACCCGGGATGTGGTCATCGC................................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TATTTACTCATCTTCCGAATCCAGA................................................. 25 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....ACATGATACCCGGGATGTGGTCATC................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................GCGAGACTCTAGTGAGTA........................................................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................GGATGTGGTCATCGCCTACTGGGC........................................................................................................................ 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........GATACCCGGGATGTGGTCA..................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....AACATGATACCCGGGATGTGGT....................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................ATGTGGTCATCGCCTACTGGGC........................................................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........TACCCGGGATGTGGTCATCGCCTA.............................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........TGATACCCGGGATGTGGT....................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................CTCAAAGCCTCCACCCAAACGGGT.......... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........ATACCCGGGATGTGGTCAT.................................................................................................................................... 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................TACTGGGCGAGACTCTAT.............................................................................................................. 18 1 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................CTACTGGGCGAGACTCTATGC............................................................................................................ 21 3 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTCCTTGTACTATGGGCCCTACACCAGTAGCGGATGACCCGCTCTGAGATCACTCATAGATGTCTAATCAAAAAGAACAAAACGGGCATAAATGAGTAGAAGGCTTAGGTCACGAGAGGTCCACCCGGAGTTTCGGAGGTGGGTTTGCCCACTTCTTTGGT

**************************************************(((((((..(((((((.((.....)).)))).....)))..))))))).............**************************************************
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.........................................................................AGAACAAAACGGGCATAA...................................................................... 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................AGAGTTTCGGAGGTGGGTTTGC............. 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................TAGAAGGCTTAGGTCACG............................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................CTCTGAGATCACTCATAGATG................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................GGAGTTTCGGAGGTGGGTTT............... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................AAAGAACAAAACGGGCATAA...................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:1652544-1652774 - dme_387 CGCTGAAGTCCATCCAACACTTTCTGAAGCTGGCCCAGGAACATGATACCCGGGATGTGGTCATCGCCTACTGGGCGAGACTCTAGTGAGTATCT----------ACAGATTAGTTTTTCTTGTTTTGCCC---------------------------------------GTATTT-ACTCAT-------------CTT-------CC------GAATCCAGTGCTCTCCAGGTGGGCCTCAAAGCCTCCACCCAAACGGGTGAAGAAACCAAACTGCTGCTGGGTGAGTGA---------AAAAT-----CCGATACGCA
droSim2 3l:1562316-1562546 - CGCTGAAGTCCATCCAGCACTTTCTGAAGCTGGCCCAGGAACATGATACCCGGGATGTGGTCATCGCCTACTGGGCGAGACTCTAGTGAGTATCT----------ACAGATTGGTTTTTCTTGTTTTGCCC---------------------------------------GTATTT-ACTCAT-------------CTT-------CC------GTATCCAGTGCTCTCCAGGTGGGCCTCAAAGCCTCCACCCAAACGGGTGAGGAAACCAAATTGCTGCTGGGTGAGTGA---------AAAAT-----CCGATACGCA
droSec2 scaffold_2:1678718-1678948

-
CGCTGAAGTCCATCCAGCACTTTCTGAAGCTGGCCCAGGAACATGATACCCGGGATGTGGTCATCGCCTACTGGGCGAGACTCTAGTGAGTATCT----------ACAGATTGGTTTTTCTTGTTTTGCCC---------------------------------------GTATTT-ACTCAT-------------CTT-------CC------GTATCCAGTGCTCTCCAGGTGGGCCTCAAAGCCTCCACTCAAACGGGTGAGGAAACCAAATTGCTGCTGGGTGAGTGA---------AAAAT-----CCGATACGCA

droYak3 3L:1603167-1603397 - dya_665 CGCTGAAGTCCATCCAGCACTTTCTGAAGCTGGCCCAGGAACATGATACCCGAGATGTGGTCATCGCCTACTGGGCGAGACTATAGTGAGTACCT----------ACAGATTGGTTTTCAATGTTTTTCCC---------------------------------------ACATCT-ACTGAT-------------CTT-------CC------GTACACAGTGCCCTCCAGGTGGGCCTTAAGGCCTCCACCCAAACGGGCGAGGAAACAAAATTGCTGCTGGGTGAGTGG---------AGAAT-----CCGATACGCA
droEre2 scaffold_4784:1632052-

1632282 -
CGCTAAAGTCCATCCAGCATTTTCTGAAGCTGGCCCAGGAGCATGATACCCGCGATGTGGTCATCGCCTACTGGGCGAGACTATAGTGAGTACCT----------ACAGATTGGTTTTCCTTGTTTTCCCC---------------------------------------GTATTT-ACTGAT-------------CTC-------CC------GGATACAGTGCTCTGCAGGTGGGCCTCAAGGCCTCCACCCAAACGGGCGAGGAAACCAAATTGCTGCTGGGTGAGTGA---------AAAAT-----CCGATACGCA

droEug1 scf7180000409007:470778-
471010 -

CGTTAAAGTCAATACAGCACTTCCTGAAGTTGGCCCAGGAACACGACACACGGGATGTAGTCATAGCCTATTGGGCTAGACTCTAGTAAGCACCT----------ACATATTGTTTTTCCTTGTT-----C---------------------------------------GTATTT-AATAAT-----TTTGTGTCTTT-------CT------GAATCTAGTGCCCTCCAGGTGGGCCTCAAGGCCTCCACCCAAACGGGAGAGGAAACTAAGTTACTACTCGGTAAGCGA---------AAA-A-----CCAATACGCA

droBia1 scf7180000300910:1773516-
1773746 -

CACTCAAGTCCATCCAGCACTTCCTGAAGTTGGCCCAGGAGCACGACACCCGAGATGTGGTCATAGCCTACTGGGCGAGATTATAGTAAGTACCC----------ATAGATCGGTTTTT---------------------------------------------------GTACTT-ACTTATGGTTCTTTGT-------CCTCTCCC------GGACCTAGTGCCCTCCAGATTGGCCTCAAGGCCTCCACCCAAACGGGTCAGGAAACCAAATTGCTGCTGAGTAAGTGA---------AAA-T-----CCAATACGCA

droTak1 scf7180000415095:120132-
120373 +

CCCTGAAGTCCATCCAGCACTTCCTGAAGTTGGCCCAGGAGCACGACACTCGAGATGTGGTCATCGCCTACTGGGCGAGATTATAGTAAGTACCT----------GGAGATTGTTTTTCCTTTAT----------------------AAG----------------CCCCGTATTTTGATG----TCCTTTGT-------TTGATCCC------TGAACTAGTGCCCTCCAGATTGGCCTCAAGGCCTCCACCCAAACGGGCGAGGAAACCAAATTACTGCTGGGTGAGTCT---------AATAA-----TTAATACGCA

droEle1 scf7180000491249:3923300-
3923540 +

CCTTGAAGTCCATTCAGCACTTCCTGAAACTGGCCCAAGAGCATGACACAAGGGATGTTGTCATTGCCTACTGGGCGAGACTCTAGTAAGTACCT----------ACAAATTGTTTTTACCC---------TGTC------------CCG----------------GTGTGTATTT-AAAG----TTAATTCT-------TTGTTTCC------GGATCTAGTGCCCTCCAGGTGGGTCTCAAGGCGTCCACCCAAACGGGTGAGGAAACCAAATTGCTCCTCGGTAAGTGA---------AAA-T-----CCAATACGCA

droRho1 scf7180000776850:295518-
295757 +

CATTGAAGTCCATTCAGCACTTCTTGAAATTGGCCCAGGAGCACGACACCCGAGATGTGGTCATTGCCTACTGGGCAAGACTCTAGTAAGTACCT----------ACAGATTGTGTTTTCCT---------TAC-------------CCA----------------GTGTGTATTT-ACTGTT----CTTTGT-------GTGCTCCC------GGCTCTAGTGCGCTCCAGGTGGGTCTCAAGGCGTCCACCCAATCCGCTGAGGAAACCAAGTTGTTGCTCGGTAAGTAA---------AAA-T-----CCAATACGCA

droFic1 scf7180000454113:428947-
429184 +

CGTTAAAGTCTATCCAGCACTTTTTGAAGCTGGCCCAGGAACACGACACCCGGGATGTGGTCATTGCTTACTGGGCAAGACTCTAGTAAGTACCC----------ACAGAATTCTTTCCTCT-------------------------AAG-----------C----GTGTGTATTT-ACTA----TTTCTTGG-------TTGTCTCC------AATCCCAGTGCCCTCCAAGTGGGTCTCAAGGCCTCCACCCAAACGGGCGAGGAAACCAAACTGCTACTCGGTAAGCAA---------GAA-C-----CTGATACGCA

droKik1 scf7180000302577:124466-
124702 -

CGCTGAAGTCCATCCAGCACTTCCTAAAGCTGGCCCAAGAGCACGACACAAGGGATTTGGTCATCGCCTACTGGGCCAGACTCTAGTGAGTATTG---------------TTA--TTTTCTTGTTT------AA-------------TAA-----------A----GGATGCAGTG-ACTGAT----ATAGTG-GTGTT-------TC------CTCTCTAGTGCCCTTCAGGTGGGACTCAAAGCCTCCACCCAGACGGGCGAGGAGACCAAACTGCTGCTGGGTAAGCGA---------AAAAT-----CAAATACGCA

droAna3 scaffold_13337:1184867-
1185107 +

CGCTGAAGTCCATTCAGCACTTCCTGAAACTGGCTCAGGAGCATGATTCGAGAGACTTTGTGATAGCCTATTGGGCGAGACTCTAGTAAGTAACC----------AT----TGTTTATTGTGGAA------------------------------------TGGCT----CTGGCT-AAT---------CTCTGCTCTT-------CTCAAC--CTCCTTAGTGCTCTCCAGGTAGGCTTGAAGGCCTCTACCCAAACTGCAGAGGAAACCAAGTTGCTCTTGGGTAAGTCCGAAGTGA--AGAAA-----TCCATACGCA

droBip1 scf7180000396371:1517431-
1517674 +

CGCTGAAGTCCATTCAGCACTTCCTGAAACTGGCTCAGGAGCATGATTCGAGAGACTTCGTGATAGCCTATTGGGCGAGACTCTAGTAAGTAATC---------CA----TTGTTTATCGTCGAT------------------------------------TGGGT----GTAATT-AATAAT-------TG--CTCTT-------CTTAAACTCTATTAAGTGCTCTCCAGGTAGGCTTAAAGGTGTCTACCCAAACGGCAGAGGAAACCAAGTTACTCCTAGGTTAGTCAGAAGTGA--AGAAA-----TCTATACGCA

dp5 XR_group6:7798416-7798644 - CGCTAAAGTCCATTCAGCACTTCCTGAAGCTGGCCCAGGAGCACGACAATCGCGACATTGTGATCGCCTACTGGGCAAGAATTTAGTGAGTACCT---------------TTGTTTTTTTTT---------TAC-------------AAA----------------ACGAATATT------------AATTGT-------TTCATCTA------CTGTGCAGTGCTCTGCAAGTAGGCCTAAAGGCCTCTACGCAAACCGGGGAGGAGACAAAGCTTCTGCTGGGTAAGCGA---------AAACA-----CAAATACGCA
droPer2 scaffold_27:656901-657130 + CGCTAAAGTCCATTCAGCACTTCCTGAAGCTGGCCCAGGAGCACGACAATCGCGACATTGTGATCGCCTACTGGGCAAGAATTTAGTGAGTACCT---------------TTGTTTTTTTTT--T------TAC-------------AAA----------------ACGAATATT------------AATTGT-------TTCATCTA------CTGTGCAGTGCTCTGCAAGTAGGCCTAAAGGCCTCCACGCAAACCGGGGAGGAGACAAAGCTTCTGCTGGGTAAGCGA---------AAACA-----CAAATACGCA
droWil2 scf2_1100000004837:1566363-

1566594 -
CTTTGAAATCGATACAGCATTTTCTCAAATTGGCACAGGAACATGACAATCGGGATGTGATCATTGCATATTGGGCAAGACTCTAGTGAGTGTAA----------AGGAAAAA------------------------------CAAA--AGTAATATCCATTTGGT----TTA----AAT---------GTTTGTT-AT-------TA------TAATCCAGTGCCCTGCAGGTGGGTCTGAAGGCCTCCACCCAGAGTCCCGAGGAAACGAAACTGCTGTTGGGTAAGTCG---------GAAAG-----AAAAAACG--

droVir3 scaffold_13049:2269063-
2269317 -

CATTGAAGTCCATACAACATTTTCTGAAGTTGGCGCAGGAGCACGATTCGCGTGACGTTGTCATAGCCTACTGGGCAAGACTCTAGTAAGTAAAT-------CCCA------GTCCTTACGT---------TCCAAAGAAAACTCGA--A-----------------------ATA-ACAA----TTTTTTGT-------TTAATTAA------TTACAAAGTGCGCTGCAAGTTGGCCTAAAGGCATCTACACAGAGCGCCGAAGAGACTAAACTGCTGCTAGGTAAGCGCATATTGAGATTA-CGTGCCTAAATACATA

droMoj3 scaffold_6654:1595655-
1595906 +

CATTGAAGTCCATACAGCACTTTCTGAAGCTGGCCCAGGAGCATGATTCGCGTGACATTGTCATAGCCTACTGGGCAAGGCTCTAGTAAGTAGAT----------GCGCGATGGGTTTCCCTG-----CCA-----GTAAATTTCGCATA----------------AGCAAAATG-------------------TTTTTGTTAATTAA------TTCTAAAGTGCGCTGCAAATTGGCTTAAAGGCGTCATCTCAGAGCGCAGAGGAGACTCAATTGCTGTTAGGTAAGCGCACAGAGA--TTA-T-----ATTATATGAT

droGri2 scaffold_15110:3305415-
3305665 -

CCTTGAAGTCCATTCAGCATTTTCTGAAGTTGGCACAGGAGCATGATACTCGCGACGTCGTTATTGCGTATTGGGCTCGGCTCTAGTGAGTAAAATTTATAATCCA----TT---TCTTG-GAAA----------------TGGAAA--AAAAA---CAATTTGGT----TTA-----TTTTT----TTCTAT-------ATTCT-----ATTTTTGTAAAGCGCTCTACAAGTTGGCCTAAAAGCATCCACACAAACCGCCGAGGAGACACAGTTGCTGCTGGGTAAGATA---------AAA-------ACAATACACA
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