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SCRNA-seq TME NK

Analysis of functional changes in NK cells in the TME of esophageal cancer due
to chemotherapy using scRNA-seq

MORIYAMA, TaiKi
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There is a phenomenon known as heterogeneity within the tumor
microenvironment (TME), which plays a role in cancer invasion, metastasis, and treatment resistance.
This heterogeneity contributes to therapeutic resistance. In our study, we utilized single-cell RNA
sequencing (scRNA-seq) to comprehensively analyze gene expression at the single-cell level. This
allowed us to elucidate the functional changes in the TME of esophageal cancer before and after
neoadjuvant chemotherapy. Additionally, in gastric cancer, we uncovered functional heterogeneity in
NK cells within the HER2-positive group.
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