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Elucidating the pathogenic mechanisms of systemic diseases associated with oral
microbiome
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The oral microbiome is closely linked to the triggering, development, and
progression of systemic diseases by affecting host metabolism and immunity. The aim of this study
was to elucidate the mechanisms of the pathogenic interaction between host and oral microbiome in
diabetes and arteriosclerosis. We approached the oral microbiome profiling by using saliva
biospecimens collected in the Tohoku Medical Megabank (TMM) cohort studies. Through 16S rRNA gene
sequencing analysis and 16S absolute quantification of 200 participants, we showed differences in
the microbial composition of saliva between hyperglycemia and healthy groups, and between
hypercholesteremia and healthy groups. We also found that 9 and 6 microbial taxa indicated
significant change of abundance in hyperglycemia group and hypercholesteremia group, respectively.
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