2019 2021

Elucidation of the interaction between human commensal bacterial flora and host
genetic alterations in the digestive tract
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The tumor and non-tumor tissues were extracted from the patients, and 16S
rRNA genes were sequenced for each sample. We identified enriched bacteria in tumor and non-tumor
tissues. Furthermore, it was shown that certain bacteria that often coexist within tumor tissue were

enriched in the presence of a mutated gene or signal pathway with mutated genes in the host cells.
In addition, the patients with a high abundance of Campylobacter were suggested to be associated
with mutational signature 3 indicating failure of double-strand DNA break repairs. These results
suggest that CRC development may be partly caused by DNA damage caused by substances released by
bacterial infection. Taken together, the identification of distinct gut microbiome patterns and
their host sgeeific genetic alterations might facilitate targeted interventions, such as modulation
of the microbiome in addition to anticancer agents or immunotherapy.
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This study was published by Comput Struct Biotechnol J. 2021 Jun 4;19:3330-3338.
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| will present our research published in your Journa (Comput Struct Biotechnol J. 2021 Jun 4;19:3330-
3338) at the conference, The 32nd Annual Meeting of the Japanese Society for Gastroenterological
Carcinogenesis on November 26, 2021.
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