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ABSTRACT

Since the size of biosequence database grows exponentially every year, it becomes impractical
to use Smith-Waterman algorithm for exact sequence similarity search. For fast sequence
similarity search, researchers have been proposed heuristic methods that use the frequency of
characters in subsequences. These methods have the defect that different sequences are treated as
the same sequence. Because of using only the frequency of characters, the accuracy of these
methods are lower than Smith-Waterman algorithm. In this paper, we propose an algorithm
which processes query efficiently by indexing the frequency of characters including the positional
information of characters in subsequences. The experiments show that our algorithm improve the
accuracy of sequence similarity search approximately 5~20% than heuristic algorithms using only
the frequency of characters.
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