
CG30222_in4

chr2R 17472230-17472333 +

TTTCAACTTGCGCTGAATTTGATTGGTAAGAATATCAATAGTTAGTTGAATCCTTTCAAAACTATCGCTTTTCTTCAGATGATCACTACTTTTATAGTTTGCT

...........................(((((.....((((((..(((((....))))))))))).....)))))............................

Plus strand

                                                                                                       Size Blast
Total

Norm

# of

libraries

.........................GTAAGAATATCAATAGTTAGTTGAA..................................................... 25 1 1.00 1

.........................................................AAAACTATCGCTTTTCTTCAG......................... 21 1 1.00 1



Oatp58Dc_in3

chr2R 18113726-18113846 -

CATCGGCCAAGATGGATTGGTTTTGGTAAGTTATATAGAAGGATATATATAATAATCGGAGGTTAACGTATAATTATCCTTTTATTACTGCGCAGGTCTTCTTACCATCGTATTTTTCTG

.........................((.(((...(((((((((((..((((.(((((...)))))...))))..))))))))))).)))..))...........................

Plus strand

                                                                                                                        Size Blast
Total

Norm

# of

libraries

.........................................................................TTATCCTTTTATTACTGCGCA.......................... 21 1 2.00 1

........................................................................ATTATCCTTTTATTACTGCGCAG......................... 23 1 2.00 2

........................................................................ATTATCCTTTTATTACTGCGCA.......................... 22 1 2.00 2



Fatp_in4

chr2L 10512844-10512959 -

AGGCTGCGGTTATCTCTCACTCCCGGTGAGTGCAATAGCTTTTCTGAACTAAGTTTAAATGGAAAGGTTCTAAACAAATTTGTACTTTAGTTATCTGTTTATCGCTGCTGGCATC

...........................((((((((....(((...(((((...(((.....))).))))).))).....))))))))............................

Plus strand

                                                                                                                   Size Blast
Total

Norm

# of

libraries

AGGCTGCGGTTATCTCTCACTCC............................................................................................ 23 1 2.00 1

...CTGCGGTTATCTCTCACTCCC........................................................................................... 21 1 1.00 1

...................................................AGTTTAAATGGAAAGGTTC............................................. 19 1 1.00 1

............................................................................................ATCTGTTTATCGCTGCTGG.... 19 1 1.00 1

......CGGTTATCTCTCACTCCCG.......................................................................................... 19 1 1.00 1

..................................................................GTTCTAAACAAATTTGTACTTTAG......................... 24 1 1.00 1

.........................GTGAGTGCAATAGCTTTTCTGAAC.................................................................. 24 1 1.00 1

...........................................................................................TATCTGTTTATCGCTGCTGGCAT. 23 1 1.00 1

.....GCGGTTATCTCTCACTCCC........................................................................................... 19 1 1.00 1

...............................................................................................TGTTTATCGCTGCTGGCA.. 18 1 1.00 1



Eaat2_in6

chr2L 738410-738532 -

TGCTCTTCGCCGTGGACTGGTTTGTGTGAGTATGGATCTAATTTGTAATGGCAGTTCCACTGCGAAAAAGCTTTATCGAAGATCCATCTCCTTGCAGGGATCGGATTCGCACCACCAATAAT

.........................(((((.((((((((...(((....(((..(((......)))...)))....)))))))))))...)))))...........................

Plus strand

                                                                                                                          Size Blast
Total

Norm

# of

libraries

.........................................................................................CCTTGCAGGGATCGGATTCGCACC......... 24 1 1.00 1

.........................GTGAGTATGGATCTAATTTGT............................................................................ 21 1 1.00 1

.......CGCCGTGGACTGGTTTGT................................................................................................. 18 1 1.00 1



Lip1_in2

chr2L 10700626-10700741 -

GTAATGGGGCCCAACGTGAGCCTGGGTAAGTGCCATTCGCGTCGTCCGTGATTAATGGCCAAGTGATTACGACCGAAGTCCACTTTGCAGCCTACTTGCTGGCCGACCACAACTA

.........................(((((((...((((.(((((....(((((.........))))))))))))))...))))).))...........................

Plus strand

                                                                                                                   Size Blast
Total

Norm

# of

libraries

.........................GTAAGTGCCATTCGCGTCG....................................................................... 19 1 1.00 1

.........................GTAAGTGCCATTCGCGTCGTCC.................................................................... 22 1 1.00 1



zfh2_in6

chr4 551694-551806 +

GCGGAGTCCCATGCAGTAGAAAGAGGTAAAACAAATTCATTTCTAAAAAATAAGAATTCCGGTAGAAAAAATCTGGATTTGTTTTAGAAGTTTCAGGAAGTGATGTCTCGCC

..........................(((((((((((((((((((.................)))))).....)))))))))))))..........................

Plus strand

                                                                                                                Size Blast
Total

Norm

# of

libraries

..................................................................AAAAATCTGGATTTGTTTTAG......................... 21 1 31.00 13

..................................................................AAAAATCTGGATTTGTTTTAGA........................ 22 1 10.00 6

...................................................................AAAATCTGGATTTGTTTTAGA........................ 21 1 7.00 7

...................................................................AAAATCTGGATTTGTTTTAG......................... 20 1 4.00 1

..................................................................AAAAATCTGGATTTGTTTT........................... 19 1 2.00 2

..................................................................AAAAATCTGGATTTGTTTTAGAAG...................... 24 1 2.00 1

...........................................................................................TTCAGGAAGTGATGTCTCGC. 20 1 2.00 1

.................................................................AAAAAATCTGGATTTGTTTTAG......................... 22 1 2.00 2

.......CCCATGCAGTAGAAAGAG....................................................................................... 18 1 1.00 1

.............CAGTAGAAAGAGGTAAAACAAATTCA......................................................................... 26 1 1.00 1

................................................................GAAAAAATCTGGATTTGTTTT........................... 21 1 1.00 1

..................................................................AAAAATCTGGATTTGTTTTA.......................... 20 1 1.00 1

....................................................................................TAGAAGTTTCAGGAAGTGATGTCTCGC. 27 1 1.00 1

....................................................AGAATTCCGGTAGAAAAA.......................................... 18 1 1.00 1

....................................................................AAATCTGGATTTGTTTTAGA........................ 20 1 1.00 1

.........................GTAAAACAAATTCATTTCTA................................................................... 20 1 1.00 1

.........................GTAAAACAAATTCATTTCTAAAA................................................................ 23 1 1.00 1

.............................................................................TTTGTTTTAGAAGTTTCAGGAAGTGA......... 26 1 1.00 1

..................................................................................TTTAGAAGTTTCAGGAAGTGATGTCTC... 27 1 1.00 1

.............................................................................TTTGTTTTAGAAGTTTCAGGA.............. 21 1 1.00 1

........CCATGCAGTAGAAAGAGGTAA................................................................................... 21 1 1.00 1

...............................................................AGAAAAAATCTGGATTTGTTT............................ 21 1 1.00 1

....................................................................AAATCTGGATTTGTTTTAG......................... 19 1 1.00 1

........................................................................CTGGATTTGTTTTAGAAGT..................... 19 1 1.00 1

.....................................................................AATCTGGATTTGTTTTAG......................... 18 1 1.00 1

...............................................................AGAAAAAATCTGGATTTGT.............................. 19 1 1.00 1



CG15160_in3

chr2L 18592093-18592201 +

AAAGGAAGTCAAAGTGGTAGCCAGTGTAAGTTAAATCTATTAAGCTATCAAGATTACGAAGTCTAAATAATTTAATCTTACAGGCCTATAAGAGCTTTGGCACGCGCA

.........................(((((((((((.((((.((((.((........)))).)).)))))))))).)))))...........................

Plus strand

                                                                                                            Size Blast
Total

Norm

# of

libraries

.........................GTAAGTTAAATCTATTAAGCT.............................................................. 21 1 2.00 1

.............................................................TCTAAATAATTTAATCTTACAG......................... 22 1 1.00 1

AAAGGAAGTCAAAGTGGTAGCC...................................................................................... 22 1 1.00 1

.............................................................TCTAAATAATTTAATCTTA............................ 19 1 1.00 1

......................................ATTAAGCTATCAAGATTACGA................................................. 21 1 1.00 1

.............................................................TCTAAATAATTTAATCTTACA.......................... 21 1 1.00 1



GluRIIC_in1

chr2L 914254-914362 +

AGCCGGGGGCAACAAATCAACATTGGTGAGTTGTGGTTAGGAGTGGGAAAAAGCAGCTACCTACTTTTTTGTGCAACCCGCAGGCGCCTTCTTCTACGACGATGAGCT

.........................(((.((((((...(((((((((............)))))))))...)))))).)))...........................

Plus strand

                                                                                                            Size Blast
Total

Norm

# of

libraries

.........................GTGAGTTGTGGTTAGGAGT................................................................ 19 1 1.00 1

.........................GTGAGTTGTGGTTAGGAGTG............................................................... 20 1 1.00 1



CG6719_in1

chr3R 7235301-7235428 -

CGGCATCCCGGAGGCAGTGTTCCTGGTGAGTGGTCCTAACCTACAAGCGTGCACCTGCAGCTGGACACTGCAGGCTAATTCGTGGTTCTTGGGCCCTTGCAGGAGGAGATCGACACCTTCATGTCGC

.........................(((((.(((((.((((.((.((..((..(((((((.......))))))).)).)).))))))...))))))))))...........................

Plus strand

                                                                                                                               Size Blast
Total

Norm

# of

libraries

.........................GTGAGTGGTCCTAACCTACAAGCGT............................................................................. 25 1 69.00 25

.........................GTGAGTGGTCCTAACCTACAAGC............................................................................... 23 1 34.00 20

.........................GTGAGTGGTCCTAACCTACAAGCG.............................................................................. 24 1 23.00 16

.........................GTGAGTGGTCCTAACCTACAAGCGTG............................................................................ 26 1 16.00 9

.........................GTGAGTGGTCCTAACCTACAAGCGTGC........................................................................... 27 1 11.00 9

.........................GTGAGTGGTCCTAACCTACA.................................................................................. 20 1 9.00 8

.........................................................................GCTAATTCGTGGTTCTTGGGC................................. 21 1 5.00 4

.........................GTGAGTGGTCCTAACCTACAAG................................................................................ 22 1 4.00 4

.........................GTGAGTGGTCCTAACCTAC................................................................................... 19 1 4.00 3

..............................................................................TTCGTGGTTCTTGGGCCCTTGC........................... 22 1 4.00 3

..............................TGGTCCTAACCTACAAGCGTGCACC........................................................................ 25 1 4.00 1

...........................................................................TAATTCGTGGTTCTTGGGCCCTTGC........................... 25 1 3.00 3

..........................TGAGTGGTCCTAACCTACAAGCGTGC........................................................................... 26 1 2.00 2

...........................................................................................................GATCGACACCTTCATGTC.. 18 1 2.00 1

....................................................................TGCAGGCTAATTCGTGGTTCTTGGGC................................. 26 1 2.00 1

....................................................................TGCAGGCTAATTCGTGGTTCTTGG................................... 24 1 2.00 2

.........................GTGAGTGGTCCTAACCTACAA................................................................................. 21 1 2.00 2

.............................................................TGGACACTGCAGGCTAATTCGTGGTTC....................................... 27 1 2.00 2

...................................................CACCTGCAGCTGGACACTGCAGGCTA.................................................. 26 1 1.00 1

.................................TCCTAACCTACAAGCGTGCACCTGC..................................................................... 25 1 1.00 1

..............................................................................TTCGTGGTTCTTGGGCCCTTGCAG......................... 24 1 1.00 1

.................TGTTCCTGGTGAGTGGTCCT.......................................................................................... 20 1 1.00 1

.............................................AGCGTGCACCTGCAGCTGGACACTGCA....................................................... 27 1 1.00 1

...................................................................................GGTTCTTGGGCCCTTGCAG......................... 19 1 1.00 1

...............................................................................TCGTGGTTCTTGGGCCCTTG............................ 20 1 1.00 1

..............................................................................TTCGTGGTTCTTGGGCCCTTGCA.......................... 23 1 1.00 1

.........................GTGAGTGGTCCTAACCTACAAGCGTGCA.......................................................................... 28 1 1.00 1

........................................CTACAAGCGTGCACCTGC..................................................................... 18 1 1.00 1

..........GAGGCAGTGTTCCTGGTGAG................................................................................................. 20 1 1.00 1

...............................GGTCCTAACCTACAAGCGT............................................................................. 19 1 1.00 1

........................GGTGAGTGGTCCTAACCTACA.................................................................................. 21 1 1.00 1

.........................................................................................TGGGCCCTTGCAGGAGGAGATCGACAC........... 27 1 1.00 1

.........................................................................GCTAATTCGTGGTTCTTGGG.................................. 20 1 1.00 1

.......................................................TGCAGCTGGACACTGCAGGCTAATTC.............................................. 26 1 1.00 1

........................................CTACAAGCGTGCACCTGCA.................................................................... 19 1 1.00 1
                                                                                                                               Size Blast

Total

Norm

# of

libraries

...........................GAGTGGTCCTAACCTACAAGCGT............................................................................. 23 1 1.00 1

....................................................................TGCAGGCTAATTCGTGGTTCTTGGG.................................. 25 1 1.00 1

........................................................................GGCTAATTCGTGGTTCTTGGGCCCTT............................. 26 1 1.00 1

..........................TGAGTGGTCCTAACCTACAAGCGTGCA.......................................................................... 27 1 1.00 1

..................................................................................TGGTTCTTGGGCCCTTGCAG......................... 20 1 1.00 1

............GGCAGTGTTCCTGGTGAG................................................................................................. 18 1 1.00 1

.....................................................................GCAGGCTAATTCGTGGTTCTTGGGC................................. 25 1 1.00 1

.......................................................................................................AGGAGATCGACACCTTCATGT... 21 1 1.00 1

.........................GTGAGTGGTCCTAACCTACAAGCGTGCAC......................................................................... 29 1 1.00 1

........................................................................GGCTAATTCGTGGTTCTTGGGC................................. 22 1 1.00 1

.................................................................CACTGCAGGCTAATTCGTGGTTCTTG.................................... 26 1 1.00 1

...............AGTGTTCCTGGTGAGTGGTC............................................................................................ 20 1 1.00 1

CGGCATCCCGGAGGCAGTGTT.......................................................................................................... 21 1 1.00 1



unc-104_in6

chr2R 12649923-12650041 -

TCATTGATGAAGGCAACAAAGCTCGGTGAGTATTATTATAAATATGTTTTTAATTCTTATCATCTTATTATATATACTTATAATAACTTTCAGAACTGTGGCAGCTACTAACATGAAC

..........................((((..(((((((((.(((((...((((............)))).))))).)))))))))..))))..........................

Plus strand

                                                                                                                      Size Blast
Total

Norm

# of

libraries

.........................GTGAGTATTATTATAAATATG........................................................................ 21 1 1.00 1



CG3160_in3

chrX 5582177-5582279 -

GCAGACGGCATTGTCTACCTTTGTGGTAAGTTGCATTGTATTCTAAGCACTAGTAAATACAAATGATATACTTACAGAAGCCTCGAAGGCGTCAGCAGAATA

.........................((((((..((((((((((((.....)))..))))))).))....))))))...........................

Plus strand

                                                                                                      Size Blast
Total

Norm

# of

libraries

.........................GTAAGTTGCATTGTATTCTAAGCAC.................................................... 25 1 4.00 3

.........................GTAAGTTGCATTGTATTCTAAG....................................................... 22 1 2.00 2

.........................GTAAGTTGCATTGTATTCTAAGC...................................................... 23 1 2.00 2

.........................GTAAGTTGCATTGTATTCTAAGCACT................................................... 26 1 2.00 2

......................................................AAATACAAATGATATACTTACA.......................... 22 1 1.00 1



CG30456_in5

chr2R 12993850-12993961 +

TTTGCTGCTCACGCAGTTCATTAATGTGAGTAATTCTAAATGGAAGGTTTTAATAGTCATCTAACCTGATTCCCAATTGTTCACAGACCTTCTTCAAGAACCGTGACATAG

.........................((((((((((...(((...(((((.............))))).)))...))))))))))...........................

Plus strand

                                                                                                               Size Blast
Total

Norm

# of

libraries

................................................................CCTGATTCCCAATTGTTCACAG......................... 22 1 1.00 1

.........................GTGAGTAATTCTAAATGGAAG................................................................. 21 1 1.00 1

............................................................CTAACCTGATTCCCAATTGTTCACAG......................... 26 1 1.00 1

......................................................................................ACCTTCTTCAAGAACCGT....... 18 1 1.00 1



pds5_in8

chr2R 7918364-7918476 +

CGAGCGCGGACTCAAGTTGTTGGCCGTGAGTATAGAGATAATTTAAGTTATGATACAGAAATCCATTTGATTGCTTTATACTTGCAGATGCTTTCATACGTCTTTTCGGCTC

.........................((((((((((((.....((((((...(((......))).))))))...))))))))))))...........................

Plus strand

                                                                                                                Size Blast
Total

Norm

# of

libraries

CGAGCGCGGACTCAAGTTGTTGGC........................................................................................ 24 1 2.00 1

..................................................................TTGATTGCTTTATACTTGCA.......................... 20 1 1.00 1

...................................................................TGATTGCTTTATACTTGCAGA........................ 21 1 1.00 1

.........................GTGAGTATAGAGATAATTTAAGT................................................................ 23 1 1.00 1

.................................................................TTTGATTGCTTTATACTTGCA.......................... 21 1 1.00 1

CGAGCGCGGACTCAAGTTGTTGG......................................................................................... 23 1 1.00 1



coilin_in2

chr2R 4012953-4013062 -

GACTCTGATATTGAACCGATTCCAGGTGAGATACGAGGCATTTAAATGGTAGATGTATGCTTATGAGTGCCCTTGACATCTTAGTAGTAGAAAATAGGCAATCTTTGGA

..........................((((((.(((((((((((...((((......))))..)))))))).)))..))))))..........................

Plus strand

                                                                                                             Size Blast
Total

Norm

# of

libraries

.........................GTGAGATACGAGGCATTTAAATGG............................................................ 24 1 6.00 4

.............................................ATGGTAGATGTATGCTTATGAGTGC....................................... 25 1 1.00 1

........................................TTTAAATGGTAGATGTATGCT................................................ 21 1 1.00 1

.........................................TTAAATGGTAGATGTATGCT................................................ 20 1 1.00 1

.............................................................TATGAGTGCCCTTGACATCTTAGT........................ 24 1 1.00 1

.............................................................TATGAGTGCCCTTGACATCTT........................... 21 1 1.00 1

...............................................GGTAGATGTATGCTTATGAGTGC....................................... 23 1 1.00 1

........................................TTTAAATGGTAGATGTATGCTTA.............................................. 23 1 1.00 1

.........................GTGAGATACGAGGCATTTAAATGGTA.......................................................... 26 1 1.00 1



Spase12_in2

chr3R 25316450-25316556 -

CGCCGGATTTGTGCTCTCCTCGCTGGTGAGTAGCTGTCGTGTTAGTAGCTCCATTGCTAACAGCACGAGATTCCTGCACAGATCACCATTCCACCGTGGCCGCTGT

..........................((.((((...(((((((..((((......))))..))))))).....)))).))..........................

Plus strand

                                                                                                          Size Blast
Total

Norm

# of

libraries

.........................GTGAGTAGCTGTCGTGTTAGT............................................................ 21 1 15.00 2

.........................GTGAGTAGCTGTCGTGTTAG............................................................. 20 1 7.00 3

.........................GTGAGTAGCTGTCGTGTTAGTAGC......................................................... 24 1 6.00 4

............................................GTAGCTCCATTGCTAACAGCA......................................... 21 1 5.00 1

.........................GTGAGTAGCTGTCGTGTTAGTA........................................................... 22 1 3.00 1

.....................GCTGGTGAGTAGCTGTCG................................................................... 18 1 2.00 1

.........................GTGAGTAGCTGTCGTGTT............................................................... 18 1 2.00 1

.........................GTGAGTAGCTGTCGTGTTA.............................................................. 19 1 2.00 1

.....................................CGTGTTAGTAGCTCCATTGCT................................................ 21 1 1.00 1

.................................CTGTCGTGTTAGTAGCTC....................................................... 18 1 1.00 1

......................................................................TTCCTGCACAGATCACCATT................ 20 1 1.00 1

............................................................................CACAGATCACCATTCCACCGT......... 21 1 1.00 1

.........................GTGAGTAGCTGTCGTGTTAGTAGCTCCATTGCTAA.............................................. 35 1 1.00 1

.....GATTTGTGCTCTCCTCGCT.................................................................................. 19 1 1.00 1

...CGGATTTGTGCTCTCCTC..................................................................................... 18 1 1.00 1

...........................GAGTAGCTGTCGTGTTAGT............................................................ 19 1 1.00 1

.......................................................................TCCTGCACAGATCACCATTCCACCGTG........ 27 1 1.00 1

..CCGGATTTGTGCTCTCCTCGCT.................................................................................. 22 1 1.00 1

...CGGATTTGTGCTCTCCTCGC................................................................................... 20 1 1.00 1

..........................................................AACAGCACGAGATTCCTGCACAG......................... 23 1 1.00 1

..........................................................AACAGCACGAGATTCCTGCACA.......................... 22 1 1.00 1

.........................GTGAGTAGCTGTCGTGTTAGTAGCTCC...................................................... 27 1 1.00 1

.........................GTGAGTAGCTGTCGTGTTAGTAGCTC....................................................... 26 1 1.00 1



Mes-4_in1

chr3R 23763034-23763177 -

CAACAGCGTGTGTCCATGGTGAACAGTAAGTGTAACAATGGCGCAATATACCCCGCCGTATGCCGTCCATATGCTAATATATCTGCTTTTGTGTGTGCGCCTGTGTGTGCTGCTTTAGGGAAACGAGATCTTATCAACTTGCA

...........................(((((..(((..((((((.(((((...((((((((.....))))))...........))....)))))))))))....)))..)))))............................

Plus strand

                                                                                                                                               Size Blast
Total

Norm

# of

libraries

..................................................................................................GCCTGTGTGTGCTGCTTTAG......................... 20 1 19.00 1

............................................................................................GTGTGCGCCTGTGTGTGCTGCTTT........................... 24 1 7.00 1

..ACAGCGTGTGTCCATGGTGAAC....................................................................................................................... 22 1 3.00 1

...CAGCGTGTGTCCATGGTGAAC....................................................................................................................... 21 1 2.00 2

.AACAGCGTGTGTCCATGGTG.......................................................................................................................... 20 1 1.00 1

...............................................................................................TGCGCCTGTGTGTGCTGCTTTAG......................... 23 1 1.00 1

.................................................................................................CGCCTGTGTGTGCTGCTTT........................... 19 1 1.00 1

.AACAGCGTGTGTCCATGGTGAA........................................................................................................................ 22 1 1.00 1



CG4901_in2

chr2L 10212238-10212351 +

ACATACACCGCACCACTCCGAAAAAGTAGGTCTGATGATATATATATTTACACTTACTGATTTATATATATGTGTACATTTATTACAGCCACGACGTGTTGATATTCCTAACC

.........................((((....((((((((((((((.((((.....))...)).)))))))))).))))..))))...........................

Plus strand

                                                                                                                 Size Blast
Total

Norm

# of

libraries

.........................GTAGGTCTGATGATATATA..................................................................... 19 1 70.00 3

.........................GTAGGTCTGATGATATATAT.................................................................... 20 1 70.00 3

.........................GTAGGTCTGATGATATAT...................................................................... 18 1 26.00 3

.........................GTAGGTCTGATGATATATATA................................................................... 21 1 21.00 3

........................AGTAGGTCTGATGATATA....................................................................... 18 1 15.00 3

.........................GTAGGTCTGATGATATATATAT.................................................................. 22 1 11.00 3

........................AGTAGGTCTGATGATATAT...................................................................... 19 1 6.00 2

.........................GTAGGTCTGATGATATATATATT................................................................. 23 1 3.00 3

.........................GTAGGTCTGATGATATATATATTT................................................................ 24 1 1.00 1

......................AAAGTAGGTCTGATGATATATAT.................................................................... 23 1 1.00 1

..........................................................................................ACGACGTGTTGATATTCCTAACC 23 1 1.00 1

.........................GTAGGTCTGATGATATATATATTTACA............................................................. 27 1 1.00 1

...........................................................................................CGACGTGTTGATATTCCT.... 18 1 1.00 1

........................AGTAGGTCTGATGATATATATATTTACACTT.......................................................... 31 1 1.00 1

..........................................TATATTTACACTTACTGATT................................................... 20 1 1.00 1

........................AGTAGGTCTGATGATATATAT.................................................................... 21 1 1.00 1



Mtp_in3

chr2L 20920201-20920310 -

AACTACAATGTGCTGGGACAAAAGGGTGAGTACCTAATTTCCTAATGACACTGTTCAAACAATTATGAACTTTAATACTTACAGGTCTTACGACAGTCCTCACCCGTCA

.........................(((((((...((.(((.((((...............)))).))).))...)))))))...........................

Plus strand

                                                                                                             Size Blast
Total

Norm

# of

libraries

.......ATGTGCTGGGACAAAAGG.................................................................................... 18 1 2.00 1

..............................................................TTATGAACTTTAATACTTACA.......................... 21 1 2.00 2

..............................................................TTATGAACTTTAATACTTACAG......................... 22 1 1.00 1

......AATGTGCTGGGACAAAAGGGT.................................................................................. 21 1 1.00 1

...TACAATGTGCTGGGACAAA....................................................................................... 19 1 1.00 1

.......ATGTGCTGGGACAAAAGGGT.................................................................................. 20 1 1.00 1



CG8233_in6

chr2R 10036659-10036763 -

CAGGCGGATAAGGATATTAAACCAGGTGCGTTAAGTGTTATGGTTTATATACTAGATTTTAATTAAACATTTTTCGCAGCCCCCATTCGAAGTGCGAATAAGAG

..........................((((..(((((((.(((((...((.....))...))))))))))))..))))..........................

Plus strand

                                                                                                        Size Blast
Total

Norm

# of

libraries

.........................GTGCGTTAAGTGTTATGGTTTATA....................................................... 24 1 8.00 8

.........................GTGCGTTAAGTGTTATGGTT........................................................... 20 1 5.00 3

.........................GTGCGTTAAGTGTTATGGT............................................................ 19 1 4.00 3

.........................GTGCGTTAAGTGTTATGGTTTAT........................................................ 23 1 2.00 2

.........................GTGCGTTAAGTGTTATGG............................................................. 18 1 2.00 1

.........................GTGCGTTAAGTGTTATGGTTTATATAC.................................................... 27 1 2.00 2

.........................GTGCGTTAAGTGTTATGGTTTATATA..................................................... 26 1 1.00 1

..........................................................TTAATTAAACATTTTTCGCAG......................... 21 1 1.00 1

.AGGCGGATAAGGATATTAAAC.................................................................................. 21 1 1.00 1

....CGGATAAGGATATTAAACCAG............................................................................... 21 1 1.00 1

.........................GTGCGTTAAGTGTTATGGTTT.......................................................... 21 1 1.00 1

.........................GTGCGTTAAGTGTTATGGTTTATAT...................................................... 25 1 1.00 1



CG7861_in5

chr2R 1931518-1931625 +

GCTTCACAATCCCATTTGGAATGAGGTAGGGCAGCGTTTTTTTGGCACTAAAAAATTTACTGTCATAATGTTATCCTCGCAGGCTGATGCGTTTAACGAGCTGGACA

.........................((((((.((((((....(((((.((((...)))).))))).)))))).)))).))...........................

Plus strand

                                                                                                           Size Blast
Total

Norm

# of

libraries

.....................................................................GTTATCCTCGCAGGCTGA.................... 18 1 1.00 1

.............ATTTGGAATGAGGTAGGG............................................................................ 18 1 1.00 1

..................................................................................GCTGATGCGTTTAACGAGCT..... 20 1 1.00 1

.........................GTAGGGCAGCGTTTTTTTGGCACT.......................................................... 24 1 1.00 1



Pka-C2_in4

chr3R 26521561-26521673 -

TCATGCAGGTGGACACCTCAAAGCGGTGAGTGGAGTGGGAGTGGGTCAAGGTGCTTCCAATGCAGTGCTCATGCCACCCCTTCTCAGTTTAGGAAACTCGAACGACGGCTCC

..........................((((.((.((((..(((((.((...(((.......))).))))))).)))).))..))))..........................

Plus strand

                                                                                                                Size Blast
Total

Norm

# of

libraries

.........................GTGAGTGGAGTGGGAGTG..................................................................... 18 1 2.00 2

.........................GTGAGTGGAGTGGGAGTGGG................................................................... 20 1 2.00 1

......AGGTGGACACCTCAAAGCG....................................................................................... 19 1 1.00 1

...TGCAGGTGGACACCTCAAAGCG....................................................................................... 22 1 1.00 1

...TGCAGGTGGACACCTCAAAGC........................................................................................ 21 1 1.00 1

.........................GTGAGTGGAGTGGGAGTGG.................................................................... 19 1 1.00 1

.........................................................................................TAGGAAACTCGAACGACGGCTCC 23 1 1.00 1



CG4294_in1

chr2R 18492658-18492792 -

TCCGCCAATTTGGCACATCAATACAGTAAGCAATACGTTGGGTTCTACGCATTTAGATAAAGGGGGTTCACTAATGGGTCTGTTGAACTTATGCATATTGCCATTGCAGATTACCCGAAGCCTGTACCGCGGTT

.........................((((((((((.(((((((((.(((.(((((.......((......))..))))).))).))))))).)).))))))..))))...........................

Plus strand

                                                                                                                                      Size Blast
Total

Norm

# of

libraries

.........................GTAAGCAATACGTTGGGTTCTA....................................................................................... 22 1 4.00 3

..............................................................................................................TTACCCGAAGCCTGTACCGC.... 20 1 2.00 1

.......................................................................TAATGGGTCTGTTGAACTTATGCA....................................... 24 1 2.00 1

..........................TAAGCAATACGTTGGGTTCTAC...................................................................................... 22 1 1.00 1

.........................GTAAGCAATACGTTGGGTTCT........................................................................................ 21 1 1.00 1



CG1136_in2

chr3L 4057390-4057499 +

CGGCTGCAGGATGGCACAGTCATCGGTGAGTGATCAACGATGTCTATAGTGGGAAAGTACATTGAACTAATTGATTACTGACAGGAACTGAGGCCTGGATCGATGCGGC

.........................((.(((((((((....((...(((((........))))).))...))))))))).))...........................

Plus strand

                                                                                                             Size Blast
Total

Norm

# of

libraries

..............................................................TGAACTAATTGATTACTGACAG......................... 22 1 4.00 4

....................................ACGATGTCTATAGTGGGA....................................................... 18 1 2.00 1

..............................................................TGAACTAATTGATTACTGACA.......................... 21 1 2.00 2

.........................GTGAGTGATCAACGATGTCTAT.............................................................. 22 1 1.00 1



byn_in6

chr3L 11928424-11928552 +

CGGAATACATTCCCCTGGAGATCGGGTAGGTTGAATCGGTGGGGAACTGTGCGCACTTACCGCTAACGTAGCTATCAATGATTTCCCACCAACCGCCTTCCAGCTATGCCACTCATCCGTTGGAGCCC

...........................((((......(((((((((.(((...........((((...)))).....))).)))))))))....))))..............................

Plus strand

                                                                                                                                Size Blast
Total

Norm

# of

libraries

.................................................................................TTTCCCACCAACCGCCTTCCA.......................... 21 1 8.00 4

.........................GTAGGTTGAATCGGTGGGGAA.................................................................................. 21 1 5.00 2

...................................................................................TCCCACCAACCGCCTTCCAG......................... 20 1 3.00 1

.........................GTAGGTTGAATCGGTGGGGAACTG............................................................................... 24 1 2.00 1

.........................GTAGGTTGAATCGGTGGGGA................................................................................... 20 1 2.00 2

................................................................................ATTTCCCACCAACCGCCTTCCA.......................... 22 1 1.00 1

.......CATTCCCCTGGAGATCGG....................................................................................................... 18 1 1.00 1

...............TGGAGATCGGGTAGGTTGAAT............................................................................................ 21 1 1.00 1


