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Microbiome de novo

Elucidation of de novo colon cancer carcinogenesis focusing on microbiome and
application to therapeutics

TAMURA, Koji
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The number of de novo colon cancer cases was actually small, so we slightly
changed the direction, and analyzed colorectal cancer (CRC) tissues including those from patients
with FAP and IBD. The scRNA-seq was performed on CRC samples from multiple sites in the same
patient. Cell populations were identified by clustering, and cell types were identified using known
marker genes. In the tumor microenvironment, only fibroblast cells were re-clustered, and 4 clusters

were identified, indicating some specific trends between cancerous and normal areas. Gene
expression analysis of immune-related cell groups and their respective populations is also
undergoing. Microbiomes of fecal samples are being submitted for analysis.
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