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Pasition in read (b

TCGGAAG 60015 0.0 50.283707 4
GATCGGA 66025 0.0 45.981297 2
ATCGGAA 65915 0.0 45.940586 3
AGATCGG 70985 0.0 42.86412 1
CTTCCGA 77575 0.0 42.530083 3
TCCGATC 82640 0.0 39.94522 5
TTCCGAT 82725 0.0 39.864758 4
CCGATCT 85785 0.0 38.46924 6
CGGAAGA 89525 0.0 33.744705 5
TCTTCCG 104660 0.0 31.939705 2
GAAGAGC 129885 0.0 23.40561 7
CGATCTA 49025 0.0 20.632553 7
CTCTTCC 2138% 0.0 16.175085 1
GGAAGAG 2149% 0.0 14.559399 6
CGATCTT 64380 0.0 14.257983 7
ACGCTCT 46700 0.0 13.9385 1
AAGAGCG 68530 0.0 13.193829 8
CGCTCTT 60975 0.0 11.025464 2
GCTCTTC 117740 0.0 10.852805 2
CGATCTG 78360 0.0 10.792217 7
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