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Figure S1. Functional enrichment showed Axitinib-responsive genes in key cell subpopulations.
(A) Single-cell RNA sequencing data (GSE230643) was downloaded from the public database. Data preprocessing, dimensionality reduction, and clustering were performed using Seurat (v5), and cell populations were visualized using UMAP. Cell clusters were annotated into eight major types based on established marker genes. Tumor cells were distinguished from the epithelial population through the detection of large-scale copy number variations (CNV) using the InferCNV package. (B) Volcano plots were used to show differentially expressed genes (DEGs) in tumor-associated endothelial cells, tumor cells, and endothelial cells between Control and Axitinib-treated groups. Genes were identified using the FindMarkers function in Seurat. Red and blue dots represent significantly up- and down-regulated genes, respectively. (C-E) Functional enrichment analysis of DEGs was performed using ClusterProfiler package in (C) endothelial-like tumor cells, (D) tumor cells, and (E) endothelial cells between Control and Axitinib-treated groups. The graphs showed significantly KEGG pathways and GO biological processes.
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Figure S2. Differential expression and functional enrichment analysis of TNBC samples stratified by THBS1 expression. 
(A) TNBC samples (n=123) from TCGA were stratified into high and low groups based on THBS1 expression. DEGs between these groups were visualized via volcano plot. (B) Heatmap of the DEGs was visualized using the Pheatmap package. (C-D) Functional enrichment analysis of these DEGs was conducted using the ClusterProfiler package, including KEGG (C) analysis and GO (D) analysis. 
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Figure S3. Bioinformatics analysis was performed to show CD47-related DEGs in TNBC samples from TCGA.
(A) TNBC samples from TCGA were stratified into high and low groups based on CD47 expression. DEGs were identified using the Limma package. (B) Heatmap of the DEGs was visualized using the Pheatmap package. (C-D) Functional enrichment analysis of these DEGs was conducted using the ClusterProfiler package, including GO (C) analysis for biological processes and KEGG (D) analysis for signaling pathways. 
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