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- &> 1.00 AATCGAT
- ¢ 1.00 CGCTCTA
- &> 1.00 ACGCAGA
Y & 0.99 CGTCGIC
- & 0.98 TCGOGAA
- —>  0.55 TTTOGCC
Y & 1.00 CGCAAAC
- &> 0.85 AGOGAAA
- —>  0.84 AATCGAC
- —>  0.94 CCTGAMA
Y & 0.98 CAGGIGA
- <> 0.90 TACCAAA
- <>  0.80 ATATGTA
Y &  0.61 ATGATTA
- & 0.54 TGOCTAC
- &>  0.53 CAAACTA
- &  0.85 AAGITCA
- & 0.44 AAGTTTG
Y &  0.35 ATACTAG
- &  0.41 CTAATGA
- &  0.81 TATGTGA
- & 0.29 CAAAGTA
- & 0.44 AAAGITG
- & 0.34 ATGICTA
- & 0.09 TAAGATC
Y & 0.78 TTACTCA
Y & 0.30 TAACTCA
- —>  0.34 CAAATCA
- &> 0.20 CATAGCA
- —>  0.23 TTTGACA
- —>  0.63 TTACTAC
- - 0.71 ATATCAT
- & 0.98 TOGTTGC
- < 0.92 AAMAGAG
- & 0.59 TATATGA
- —>  0.27 ACATGTA
- &  0.87 ACGAGAA
- &  0.94 ATTGOGA
- - 0.83 CGAACGA
- —  0.34 CTAGAAC
- & 0.93 COGTCGC
- & 0.52 ACCAGCT
Y ¢  0.56 ACGGOCG
Y &  0.65 ATGAGCA
- - 0.53 COOGCTC
- - 0.97 CACCCAC
- —>  0.86 AACGOGG
- —>  0.71 CGCAAGC
- & 0.50 ATAGAAG
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