Table S3 GSEA on the TCGA cohort to explore mechanisms underlying the DRGS.
	NAME
	ES
	NES
	NOM p-val
	Group

	KEGG_RIBOSOME
	0.70 
	1.63 
	0.0348 
	High risk

	KEGG_CARDIAC_MUSCLE_CONTRACTION
	0.47 
	1.58 
	0.0364 
	High risk

	KEGG_ABC_TRANSPORTERS
	0.53 
	1.55 
	0.0500 
	High risk

	KEGG_ALPHA_LINOLENIC_ACID_METABOLISM
	0.56 
	1.53 
	0.0405 
	High risk

	KEGG_OXIDATIVE_PHOSPHORYLATION
	0.49 
	1.52 
	0.1631 
	High risk

	KEGG_PARKINSONS_DISEASE
	0.46 
	1.47 
	0.1605 
	High risk

	KEGG_PROXIMAL_TUBULE_BICARBONATE_RECLAMATION
	0.53 
	1.46 
	0.0867 
	High risk

	KEGG_PHENYLALANINE_METABOLISM
	0.55 
	1.46 
	0.0405 
	High risk

	HALLMARK_REACTIVE_OXYGEN_SPECIES_PATHWAY
	0.51 
	1.45 
	0.1294 
	High risk

	KEGG_PYRUVATE_METABOLISM
	0.45 
	1.45 
	0.0751 
	High risk

	KEGG_PROPANOATE_METABOLISM
	0.49 
	1.44 
	0.0749 
	High risk

	HALLMARK_BILE_ACID_METABOLISM
	0.39 
	1.43 
	0.0448 
	High risk

	KEGG_HISTIDINE_METABOLISM
	0.53 
	1.40 
	0.0887 
	High risk

	KEGG_CELL_CYCLE
	-0.58 
	-1.93 
	0.0039 
	Low risk

	HALLMARK_G2M_CHECKPOINT
	-0.61 
	-1.85 
	0.0158 
	Low risk

	HALLMARK_E2F_TARGETS
	-0.64 
	-1.78 
	0.0360 
	Low risk

	HALLMARK_MITOTIC_SPINDLE
	-0.50 
	-1.76 
	0.0405 
	Low risk

	KEGG_HOMOLOGOUS_RECOMBINATION
	-0.68 
	-1.75 
	0.0201 
	Low risk

	KEGG_MISMATCH_REPAIR
	-0.62 
	-1.66 
	0.0508 
	Low risk

	KEGG_DNA_REPLICATION
	-0.62 
	-1.54 
	0.1263 
	Low risk

	KEGG_OOCYTE_MEIOSIS
	-0.37 
	-1.51 
	0.0596 
	Low risk


