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Gene Ontology
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Supplementary Figure 2
GSEA (Gene Set enrichement analisys). List of enriched gene sets in NK-cells from patients with HCC and LC, identified by GSEA (MSigDB,
C5 gene Ontology set), and divided in four distinct functions (Mitochondrial Dysfunction, Ribosome and protein organization, Nucleoside synthesis

and motility and cellular function). Representative enrichment plots are shown on the right.



