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Comprehensive comparative genomic analysis of oral streptococci to explore the
genetic characteristics of the pathogen causing infectious endocarditis

Okuno, Miki
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To gain insight into the pathogenesis of Infectious endocarditis and the
development of prevention and treatment, | performed a comparative genomic analysis between the
causative bacteria of infectious endocarditis and oral commensals. No phylogenetic bias was observed

between the causative bacteria and oral commensals of both S. mutans and S. gordonii, and no genes
were identified that were characteristic of the causative bacteria. It has been suggested that the
factors involved in causing infectious endocarditis may not be the acquisition or loss of specific
genes, but differences due to gene variants or regulatory regions of expression.
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