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Integrated analysis involving spatial transcriptomics_and single-cell
transcriptomics to elucidate the mechanism of hepatitis C-derived hepatocellular
carcinogenesis.

Imafuku, Tadashi
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Hepatocellular carcinogenesis after hepatitis C virus elimination is still
common. Cellular heterogeneity in tumor tissues makes it difficult to elucidate the mechanism of
cancer pathology. Single-cell transcriptomics is a powerful tool for analyzing cellular
heterogeneity, but it lacks spatial information such as the localization of cells. Recent reports
have shown that spatial transcriptomics can conduct transcriptomics on intact tissue to preserve
spatial information. In this study, we aimed to elucidate the mechanism of cancer pathology by
spatial transcriptomics and single-cell transcriptomics. This integrated analysis revealed that the
genes to exacerbate cancer were highly expressed in hepatocarcinoma cells adjacent to cells in
stroma area. In addition, we also identified the hepatocyte highly expressing the genes to
exacerbate cancer and its marker genes. Hence, we found one aspect of the mechanism of hepatitis
C-derived carcinogenesis and cancer progression.
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Diversity analysis of macrophages using spatial transcriptomics for human HCC patient
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