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Identification of oral microbiota associated with oral bacterial colonization in
gut
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In this study, we examined bacterial composition in saliva and identified
that oral microbiota with a specific bacterial balance abundantly harbors highly-transmissible
bacteria into gut. This result suggests that controlling oral microbiota balance could regulate
microbial transmission from oral cavity to the gut. Further studies should be required to identify
approaches that can change the oral microbiota balance.
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