Supplementary Figures and Figure legends
[image: 图示

AI 生成的内容可能不正确。] Supplementary Figure 1. Validation of the risk signature gene distribution in an independent scRNA-seq cohort. (A) UMAP plot visualizing the major cell lineages in the validation dataset (GSE167297), including epithelial cells, fibroblasts, endothelial cells, and immune subsets. (B-I) Feature plots showing the expression of the 8 signature genes：(B) CD36, (C) BBC3, (D) ADAMTS1, (E) COL5A1, (F) CRABP2, (G) DNMT1, (H) ITGB4, and (I) MGAT5.
[image: ] Supplementary Figure 2. Verification of CD36 knockdown and overexpression efficiency at the mRNA level. qRT-PCR analysis of CD36 relative mRNA expression in HGC-27 and MKN-45 cells.
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