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C 6-mer Weight 6-mer Weight

TTCCGG 3.3 GATAAG 3.4

GATAAG 3.1 GGAGCT 3.0

ATTGGT 2.8 GCCTGC 27

TTCACG 2.7 GTGTCC 2.7

CATGCT 26 GCTTGC 2.7

TGTAAT 26 TCCTGG 2.6

GTCCCT 26 GTCAGC 25

GAACAG 25 GGCTTG 25

TGACGT 24 TCACGC 25

TGACTC 24 CTAGTG 2.4

GCATGT 2.3 TGATAG 2.3

CTTCCG 23 GATATG 23

GGAAGG 2.2 GCTGAT 23

CTGACG 21 TAGGCC 23

GCGCCT 21 CGTTGG 23
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