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SCRNAseq

Elucidation of the mechanism by which the colorectal cancer microenvironment is
involved in carcinogenesis using scRNAseq and gut microbiota analysis

MIZUUCHI, Yusuke
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Fecal samples were collected from patients with colorectal cancer, and a
database was created. At the same time, we collected samples from gastrointestinal cancers,
including colorectal cancer, and processed them for single cell analysis. The data after NGS
analysis were analyzed using the R package Seurat, focusing on the characteristics and functions of
the cell population from the expression of RNA derived from single cells, and the analysis of pseudo

genealogical data to determine the direction of differentiation of the cells. We have not yet been

able to compare the data with the results of bacterial flora analysis, PDX mouse model, or
establishment of colon cancer organoids.
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