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Abstract

As DNA sequences have been known through the Genome project the techniques for dealing with
molecule-level gene information are being made researches briskly. It is also urgent to develop new
computer algorithms for making databases and analyzing it efficiently considering the vastness of the
information for known sequences. In this respect, this paper studies the association rule search algorithms for
finding out the characteristics shown by means of the association between promoter sequences and genes,
which is one of the important research areas in molecular biology. This paper treat biological data, while
previous search algorithms used transaction data. So, we design a transformed association rule algorithm that
covers data types and biological properties. These research results will contribute to reducing the time and

the cost for biological experiments by minimizing their candidates.
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