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Infective endocarditis is an infectious disease that forms warts in the
endocardium, and the causative bacteria are pointed out as oral cavity-derived virulence
streptococci. In this study, we compared genomes with non-pathogenic strains and Streptococcus
oralis strain NS308 isolated from endocarditis lesion, and investigated the involvement in
pathogenicity. As a result of analysis using the next generation sequencer, it was possible to
obtain a full-length genome sequence. Based on this, comparing of the non-pathogenic strain S.
oralis Uo5 and NS308 revealed that there are 340 NS308-specific genes and 69 of which are foreign
genes. It seems that these are related to the acquisition of the pathogenicity in this bacterium,
and further investigation will be necessary.
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