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Fig. S1 Analysis of single-cell RNA sequencing from 3678 cells of 16 CRC tissues.
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Fig. S2 PCA inflection and fragmentation plots in reduced dimensions
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Fig. S3 Single-cell analysis (A) Top 10 genes exhibiting the highest expression variability across cells. (B) PCA-based dimensional reduction of the top 2,000 highly variable genes, with additional PCA inflection point and scree plots in Annex 2. (C) UMAP clustering of 22 distinct cell populations based on the first 27 principal components. (D) Annotation of cell clusters with marker gene expression visualized as a bubble chart.
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Fig. S4 WGCNA analysis (A) Determination of the optimal soft-thresholding power. (B) Hierarchical clustering dendrogram illustrating module merging via dynamic tree cutting.[image: Fig S2]
















Fig. S5 Heatmap of differentially expressed genes.
[image: FigS5]





Fig. S6 PH assumption test for the risk model.
[image: FigS6]














[bookmark: _GoBack]Fig. S7 The relationship between T cell activation and risk score. (A) Cell distribution in single-cell data. (B) Risk scores of various immune cell types (****p < 0.001). (C) T cell activation-related genes in high-risk and low-risk groups (****p < 0.001). 
[image: Fig S7]
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Boxplot of Gene Expression in High and Low Risk Groups
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