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Fig. S6 - Expression of MSigDB Hallmark pathways across all spots on the immune poor and immune rich tumor regions from patient HCC1-R. A, B, C, D and E 
represent the module score expression distribution of immune related pathways in HCC1-R immune rich regions that are enriched in responder samples 
according to gene set enrichment analysis. F, G, H, I and J represent the module score expression distribution of proliferation and metabolic related pathways in 
HCC1-R immune poor regions that are enriched in non-responder samples according to gene set enrichment analysis.
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