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Statistics of KEGG Enrichment in cluster8
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Supplementary Figure 1. The results of KEGG enriched analysis in cluster0 (A), cluster3 (B), cluster4 (C), cluster6 (D) and cluster8 (E).
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Supplementary Figure 2. The results of KEGG enriched analysis in cluster10 (A), cluster13 (B), cluster14 (C) and cluster15 (D).
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Statistics of GO Enrichment in cluster0
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Supplementary Figure 3. The results of GO enriched analysis in cluster0 (A), cluster3 (B), cluster4 (C), cluster6 (D) and cluster8 (E).
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Statistics of GO Enrichment in cluster15
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Supplementary Figure 4. The results of GO enriched analysis in cluster10 (A), cluster13 (B), cluster14 (C) and cluster15 (D).
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Supplementary Figure 5. The overall survival rate of patients with high or low ASPH (A) and MT2A (B) expression. (C) The correlation
between VDAC2 expression and hypoxia-inducible factor 1-a (HIF-1a).

Www.aging-us.com 5

AGING



