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Table 3. B2 mutant sequences

SD of Helical
% Plasmid | plasmid |Best match|  stability, No. of No. of
Sequence loss/generation| loss |to ACS/11| Kca/Mal Ad11 T911
CCAATCTTTAA 16 19 7 6.2 4 4
AAATGCTAATC 16 29 6 5.8 5 3
AATGCGAAAAC 18 16 7 1.7 6 1
CTAAACCTCTA 20 0.9 8 6.7 4 3
AAACAAATATA 21 1.9 8 34 8 2
AAACAAATATA 25 2.3 8 34 8 2
TAACATAACAA 2.6 11 8 4.4 7 2
ATTATCGITAA 29 18 8 4.5 4 5
GITTACAAAAC 29 15 7 6.3 5 3
AAAATGATATA 29 04 8 3.2 7 3
AACTACTAAAT 3.2 2.0 7 3.8 6 3
CATACATAACT 33 13 8 5.0 5 3
AAACAAATATA 3.6 15 8 34 8 2
ATTAAAATGCT 3.6 35 6 4.4 5 3
CCAAACAAAAC 3.7 1.7 8 8.0 7 0
TACCAATTATA 3.7 0.5 6 4.0 5 4
TCAATGTTTAA 3.8 1.0 8 4.8 4 5
CAAAAAGATTA 3.8 13 7 50 7 2
GITAAAAGACT 39 0.8 6 5.6 5 3
CTAAATAGATA 39 1.9 9 3.8 6 3
CACAAACTTAA 39 1.0 7 6.2 6 2
TATTCCCTAAT 39 0.7 6 5.0 3 5
AATTACGAAAT 4.0 0.7 7 4.5 6 3
CTAAACAAAAG 4.0 0.5 9 6.1 7 1
GCAAATGITAA 4.0 15 9 6.3 5 3
GACATAAACAC 4.1 2.0 6 7.1 6 1




ATAAAAATGTC 4.1 0.4 7 48 6 3
TACATTCAAAA 4.1 11 8 48 6 3
CAACAGTAAAT 4.1 1.2 8 56 6 2
TAACTAAACGT 42 16 7 52 5 3
TTAAATTCGOG 42 18 6 73 3 4
CAACATGAATA 4.2 1.0 8 6.0 6 2
GTTTATTTCCA 4.2 0.9 6 6.3 2 6
CAACAAGACGT 43 17 5 83 5 1
TATAAAATTAC 43 18 7 2.8 6 4
GTTAATGTACC 43 10 8 6.9 3 4
CGGCTAAATAC 4.4 11 4 8.1 4 2
TGATAAAACGT 45 0.6 5 55 5 3
CGAATCTTAAA 45 0.9 8 6.1 4 5
ATGAATTTAGT 45 13 7 42 5 3
CTAAATACTGA 45 15 8 54 5 4
GATTAATTAAG 4.6 1.2 6 4.3 5 5
TAAAAGTATTT 46 1.2 8 2.9 7 3
ATAAACCGCCA 46 13 7 8.7 5 5
AATTAAAACAT 46 13 6 34 4 1
TGAATTATTAA 4.7 14 8 32 3 4
GAAACCGCTGA 47 18 7 10.0 7 1
TAAAAACAGGA 5.0 13 7 6.1 3 4
CTTTACGTATA 53 2.0 8 53 5 1
AGTACCTAAAA 54 33 8 5.7 6 2
CTTAAATTGTT 56 31 5 46 6 3
TCTCATGATTG 6.6 4 6.8 2 5
CTTGGCTCGCC 7.1 2.2 3 123 0 5
TTTCGTACCGC 75 0.6 4 9.6 1 4
TTCACAGACTG 7.6 5 8.1 3 3
TACCCTATTAC 7.9 0.1 6 6.2 3 4
TTACACTCCTA 8.0 13 6 65 7 4
GTTTATTTCCA 85 17 6 6.3 2 6
GTTAAACCCAT 8.6 06 5 71 2 6




TAGTGACTTCG 9.3 3 78 4 5
ATCACGATGAC 9.4 6 8.3 4 3
TACATTAATTC 10.0 12 5 42 2 4
GCACAAGCACG 10.1 5 11.0 4 2
CCAATCTTTAA 101 6.2 7 6.2 0 3
TCTTTTAGCAT 10.4 0.6 4 5.3 2 7
CCCTTCACTAT 10.4 4 78 2 0
AACGTAGATCG 105 5 8.0 3 2
CCAAGTTTCTT 10.7 1 5 72 2 6
TTTTACGAGTG 10.9 5.6 5 7.0 2 4
TTGACCTGAGA 10.9 6 8.3 4 2
CTTGCACCTCA 112 3 9.8 3 3
CCTCGTGTTTA 114 5 85 2 3
ATTTTCGATAG 11.7 31 5 5.7 1 5
TTATTTACTTG 11.9 19 5 43 2 5
TCCTGACTTGC 125 2 95 2 3
GTTGTCAACCA 135 5 8.9 3 3
GATTCCGCGGT 138 5.4 4 10.9 1 3
TGCTCCCAAAC 15.0 43 5 9.8 3 3
CTTCCTGGCTT 15.0 6.6 4 9.4 4 4
AGTCCTTTCAT 16.0 33 5 6.8 0 5
AATCTACCTTC 16.4 5.4 4 6.8 2 5
CTTCTCGGGTT 175 4 95 0 5
TGATCCTCACA 23.1 6.4 6 8.2 3 4




