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Abstract

Data mining technologies often used in finding hidden information and automatic decision of biological and
medical information systems. In data mining, association rule is a technology of mining the items if including special
regular patterns in large database. Association rule applied in bioinformatics was analyzed biological sequences to
search some relation between different nucleotide or protein sequences. But the design of association rule was not
based on biological sequence data properties. In some case, the algorithm would delete the sequences that include
important biological message by the minimal support value. In other case, it would produce a large number of rules
that are beyond experiments. In this paper, the Boolean algebra operations were used to deal with biological sequences.
It greatly reduces the number of rules and avoid the inconsistency developes between them. The proposed method is an
efficient technologe to process the bio-information.
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