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Identification and characterization of salivary microbes that can stably colonize th
e intestine
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We examined the bacterial composition and genes by analyzing 16S rRNA gene and met
agenomic data obtained from the fecal microbiota longitudinally collected from gnotobiotic mice constructe
d by inoculation with human salivary microbiota. Also, we measured inflammatory T cells of the mouse intes
tinal lamina propria by flow cytometry. We found 20~30 bacterial species stably colonizing the mouse intes
tine. The metagenomic analysis revealed that these saliva-derived microbial communities were enriched with

genes for carbohydrate metabolism but depleted in genes related with oxidative stress tolerance as compar
ed with human salivary microbiota. We also observed the accumulation of colonic inflammatory T cells in se
veral mice, and identified bacterial species that were significantly associated with the accumulation of t
he T cells. These data suggested that some human salivary microbes stably colonize the mouse intestine and
have the ability of eliciting the host inflammatory response.
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