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Spatiotemporal Dynamics in Gastric Cancer Invasion
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In this study, we aimed to elucidate the functionality and dynamics of tumor
cells responsible for invasion using an orthotopic transplantation model of patient-derived diffuse
gastric cancer organoids. We performed single-cell mRNA sequencing of orthotopically transplanted

tumors and identified clusters with genes previously reported to be highly expressed at invasive
fronts. Survival analysis using TCGA cohort data showed that genes in these clusters are associated
with poor prognosis. In vivo fluorescence visualization of cells using these marker genes showed
dynamics of accumulation of fluorescent cells at invasion fronts one week after transplantation.
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Genotype-phenotype mapping of a patient-derived lung cancer organoid biobank identifies NKX2-1-
defined Wnt dependency in lung adenocarcinoma
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