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The original research plan was to screen for oral bacteria to which mouse
intestine-derived monoclonal IgA antibodies bind, but the applicant®s research institution changed
during the first year and the mouse intestine-derived monoclonal IgA library could no longer be
used, so the research plan was revised. Based on a report that oral bacteria were identified in
stool samples from patients with inflammatory bowel disease, we conducted research on the
relationship between oral bacteria and the development of inflammatory bowel disease. First, we
searched for oral bacteria in the intestinal tract by next-generation sequencing analysis. As a
result, the presence of oral bacteria such as Fusobacterium and Bifidobacterium was confirmed.
Furthermore, when these bacteria were isolated and orally administered to antibiotic-treated mice,
an increase in CDllb-positive cells in the coloc was observed in mice treated with Fusobacterium.
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Metagenomic analysis on oral microbiome associated with clinico-pathological features in the oral cancer patients
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