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Fig S1. (A) All samples from the TCGA grouped by cancer with hypoxia enrichment
scores. On the Y-axis is the hypoxia score calculated by ssGSEA based on TCGA data.
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Fig S2. (A) Histogram of connectivity distribution (p = 4).
free topology (B = 4). (C) Scatter plot for correlation
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Figure S8. Kaplan-Meier curves demonstrating HRS stratification in different age,

gender, tumor stage and grade subgroups.
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Figure S9. (A) Heatmap for immune responses based on CIBERSORT, ESTIMATE,
MCPcounter, ssGSEA, EPIC and TIMER algorithms among high and low HRS
groups. (B) Comparation of immune-related signatures such as MDSC, TGF-f and B
cells between high and low HRS groups. (C) Heatmap for immune-related signatures
among high and low HRS group. (D) GseaVis analysis confirmed enriched metabolic

and immune evasion terms in high-HRS group.



