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Diversity analysis of gut and oral microbiome in oral cancer patients using
metagenomic and meta-16S analysis

Matsui, Kensaku
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We used the T-RFLP method to analyze the gut and oral microbiome of healthy
subjects and oral cancer patients, and found that the microbiome differed between healthy subjects
and oral cancer patients before the start of treatment. We also analyzed the long-term changes in
the microbiome by collecting samples over time after the start of treatment. For the oral
microbiome, meta-16s analysis using next-generation sequencers was conducted to find differences in
the structure of the microbiome at the species level. As a result, we found that there were
different species and structures of microbiome in healthy subjects and oral cancer patients.
Furthermore, we measured immune-related cells from the surplus of peripheral blood of the patients
to examine the changes in immunocompetence over time before and after the start of treatment, and
the influence of specific bacteria groups on the changes in immunocompetence.
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