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Obj ectives/Goals Abstract

theorem was appIiéd to DNA sequence analysis. It was hypothesize
DNA sequence from an unknown bacterial species being a memuef

Bayes theorem.
Methods/M aterials

Results
The size of word (k) affected valuesof P(QJ ). Theggptimum size of word (k) was determined
to be 39 nucleotides. All test sequ ' hest P(Si|Q) valuesfor the speciesto which they
belong, which indicated that the develo S ly identified the test sequences (accuracy =
100%).

Conclusions/Discussion
The hypothesized algorithm was's experiments carried out with DNA sequences of
bacterial species. Dividing the unkniy ce Q into small-size words (wj) was especially
important to determine P(Q|Si y/and(( nknown sequence should be classified into the species with

Summary
Bayes; w plied to DNA sequence analysis in order to determine the conditional probability
that aDNA cgfrom an unknown species belongs to a particular species.
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