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T Computer Analyses of Mysterious DNA Sequence Patterns
by Masaru TOMITA (Department of Environmental
Information, Keio University).
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GGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTT‘I‘GGGAGGCCGAGGCGGGAGGATTGCTTGAGC
CCAGGAGTTCGAGACCAGCCTGGGCAACATAGCGAGACCCCGTCTCTACAAAAAATACAAAAATTAGCCG
GGCGTGGTGGCGCGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGGATCGCTTGAGCCCAGG
AGTTCGAGGCTGCAGTGAGC_TATGATCGCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGACCCTGTC
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