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Supplement Figure 1. Workflow of our article. A. Workflow of our article.
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Supplement Figure 2. A. The cluster analysis of all bulk RNA-seq samples before and after filter. B. The normalized expression of all bulk RNA-seq samples before and after filter. C. Gene Set Enrichment Analysis (GSEA) of senescence-related gene sets (SenSkin and SenMayo) in the meta-cohort. D. Single-sample GSEA (ssGSEA) and Gene Set Variation Analysis (GSVA) of senescence-related gene sets (SenSkin and SenMayo) in the meta-cohort. 
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Supplement Figure 3. Cell-cell communications of senescent macrophage. A. Analysis of interaction strength among different cell types in the meta cohort. B. Inferred signaling pathway network from Macro and Aging_Macro to Endo. C. Heatmap of the CXCL Signaling network displaying relative importance of each cell type ranked according to the computed four network centrality measures. D. Bubble plot of significance signaling pathway network from Macro and Aging_Macro to Endo. E. Circle plot showing the differential interaction strength among Macro, Aging_Macro and Endo between CTRL group and DFU group. F. Compare the overall information flow of each signaling pathway between CTRL group and DFU group. G. Bubble plot visualized the identified up-regulated signaling ligand-receptor pairs from Macro and Aging_Macro to Endo between CTRL group and DFU group.
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Supplement Figure 4. A. UMAP plot of the score of SenSkin (Left) and SenMayo (Right) using “AddModuleScore” function. B. Boxplot of proportions of senescence cells across each sample. C. Boxplot of proportions of senescence cells across each cell type. D. mRNA expression (TP53, CDKN2A, and CDKN1A) in senescent versus normal cells.
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Supplement Figure 5. A. Boxplot of proportions of senescence cells across each macrophage subclusters. B. Boxplot of proportions of senescence cells across each sample. C. Pseudotime-dependent changes in mRNA expression of IL1B, CXCL3, and MMP19 across lineages.
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Supplement Figure 6. A. ROC curves comparing difference LogFC Threshold of MSS.Y performance in the validation set.
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