	
Fig. S1	
A-B, Bubble charts illustrating the expression levels of representative marker genes across various cell types. C, Line plot depicting cell density dynamics along the pseudotime trajectory. D, Heatmap displaying hierarchical clustering of inferred copy number variations (CNVs) in epithelial cells. E, Bar chart showing the sample composition and relative proportions of normal epithelial and tumor epithelial cell populations. F, UMAP projection of single-cell RNA-seq data identifies T cell types in COAD and associated tissue. G, Bar chart showing the distribution and proportion of each T cell subtype across samples.
 
Fig. S2
A, Bubble charts illustrating the expression levels of representative marker genes across various cell types. B, Bar chart showing the distribution and proportion of each cell subtype across samples. C, UMAP projection of single-cell RNA-seq data identifies myeloid cell types after treatment. D, Bar chart showing the distribution and proportion of each myeloid cell subtype across samples. E-G, CommPath analysis of cell-cell communication reveals upstream and downstream signaling pathways affecting the corresponding cells. H, Bar chart showing the distribution and proportion of each macrophage subtype across samples. I, Western blot (WB) analysis demonstrated the effect of siRNA-mediated STAB1 silencing.
 
Fig. S3
[bookmark: _Hlk208497177]A, Western blot analysis of STAB1 protein in colorectal cancer (CRC) cell lines before and after apoptosis induction. B, Boxplot of STAB1 expression in chemotherapy-sensitive vs chemotherapy-resistant groups.
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