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Supplementary Figure 1. The details of re-process of scRNA-seq data of ESCC. (A-C) The relationship between the amount of
mRNA/UMI and mitochondrial genes, the relationship between the amount of mRNA and UMI. (D) tSNE distribution of different samples.
(E) tSNE distribution of malignant and non-malignant samples.
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Supplementary Figure 2. Correlations between risk score and prognosis of ESCC patients. (A) Patient risk score distribution,
scatter diagram of patient survival status, and expression pattern of prognostic genes in training cohort (GSE53624). (B) Patient risk score

distribution, scatter diagram of patient survival status, and expression pattern of prognostic genes in test cohort (TCGA).
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Supplementary Figure 3. Gene Set Enrichment Analysis (GSEA). (A) Heatmap exhibiting enrichment score for key pathways based
on the hub genes. (B) Gene-pathway correlation heatmap. (C) Gene Set Enrichment Analysis of up-regulated and down-regulated genes (D)
GO-BP analysis (E) GO-CC analysis (F) GO-MF analysis.

WWww.aging-us.com 3 AGING



