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We have developed and released a program for phylogenetic analysis based on
the frequency of penta-nucleotide sequences. The results were published in PLOS One.

On the other hand, metagenomic analysis of oral bacteria in saliva samples obtained so far showed
that most of the bacteria from which DNA was derived were from well-known oral bacteria, and
phylogenetic tree analysis based on the frequency of penta-nucleotide sequences allowed comparison
of similarities in oral microbiota in a manner independent of nucleotide sequence homology. The
phylogenetic tree analysis based on the frequency of penta-nucleotide sequences allowed us to
compare the similarity of oral bacterial flora in a sequence-independent manner.
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