Table S6: GSVA enrichment analysis reveals the activation statuses of biological pathways in diverse risk subtypes.

	ID
	logFC
	AveExpr
	t
	P.Value
	adj.P.Val
	B

	KEGG_ASCORBATE_AND_ALDARATE_METABOLISM
	0.201305
	-0.01201
	5.130586
	7.37E-07
	3.39E-05
	5.604539

	KEGG_MATURITY_ONSET_DIABETES_OF_THE_YOUNG
	0.196585
	-0.01706
	5.075737
	9.50E-07
	3.50E-05
	5.36617

	KEGG_BASE_EXCISION_REPAIR
	0.172678
	-0.00878
	4.715785
	4.78E-06
	0.00014672
	3.850011

	KEGG_FOLATE_BIOSYNTHESIS
	0.155176
	-0.02157
	3.41575
	0.000785
	0.00379988
	-0.86504

	KEGG_OLFACTORY_TRANSDUCTION
	0.151867
	-0.00391
	4.509317
	1.16E-05
	0.00026772
	3.019361

	KEGG_BIOSYNTHESIS_OF_UNSATURATED_FATTY_ACIDS
	0.142661
	0.003921
	4.135715
	5.40E-05
	0.00071006
	1.592189

	KEGG_GLYCOSPHINGOLIPID_BIOSYNTHESIS_GANGLIO_SERIES
	0.138022
	0.005028
	3.962323
	0.000107
	0.00088799
	0.964265

	KEGG_GLYOXYLATE_AND_DICARBOXYLATE_METABOLISM
	0.137155
	0.01387
	3.345545
	0.000998
	0.00459002
	-1.08295

	KEGG_GLYCOSPHINGOLIPID_BIOSYNTHESIS_GLOBO_SERIES
	0.136871
	-0.01115
	3.683327
	0.000304
	0.00186186
	0.001486

	KEGG_RIBOFLAVIN_METABOLISM
	0.135514
	0.002495
	3.846513
	0.000166
	0.00112915
	0.557406

	KEGG_GALACTOSE_METABOLISM
	0.119329
	0.016135
	3.659991
	0.00033
	0.00195068
	-0.07633

	KEGG_SYSTEMIC_LUPUS_ERYTHEMATOSUS
	0.117705
	-0.00033
	3.424391
	0.000762
	0.0037879
	-0.83795

	KEGG_ALPHA_LINOLENIC_ACID_METABOLISM
	0.114679
	-0.00338
	3.277547
	0.001255
	0.00513025
	-1.2902

	KEGG_METABOLISM_OF_XENOBIOTICS_BY_CYTOCHROME_P450
	0.10686
	-0.01096
	3.652781
	0.000339
	0.00195068
	-0.10029

	KEGG_PORPHYRIN_AND_CHLOROPHYLL_METABOLISM
	0.104538
	0.002677
	3.854033
	0.000161
	0.00112915
	0.583516

	KEGG_PHOSPHATIDYLINOSITOL_SIGNALING_SYSTEM
	-0.10179
	0.005693
	-4.06314
	7.20E-05
	0.00074929
	1.326669

	KEGG_EPITHELIAL_CELL_SIGNALING_IN_HELICOBACTER_PYLORI_INFECTION
	-0.10319
	0.014951
	-3.42623
	0.000757
	0.0037879
	-0.83218

	KEGG_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAY
	-0.10376
	-0.00376
	-3.97207
	0.000103
	0.00088799
	0.998974

	KEGG_MTOR_SIGNALING_PATHWAY
	-0.1076
	-0.00172
	-4.39725
	1.86E-05
	0.00033186
	2.580849

	KEGG_CYTOKINE_CYTOKINE_RECEPTOR_INTERACTION
	-0.11025
	-0.00962
	-4.44783
	1.51E-05
	0.0003084
	2.777657

	KEGG_B_CELL_RECEPTOR_SIGNALING_PATHWAY
	-0.11225
	0.010126
	-3.8366
	0.000172
	0.00113025
	0.52305

	KEGG_PANTOTHENATE_AND_COA_BIOSYNTHESIS
	-0.11422
	0.011792
	-3.12447
	0.002074
	0.00733843
	-1.74292

	KEGG_RENAL_CELL_CARCINOMA
	-0.1212
	0.006624
	-4.38217
	1.98E-05
	0.00033186
	2.522508

	KEGG_PATHOGENIC_ESCHERICHIA_COLI_INFECTION
	-0.12173
	-0.00348
	-4.0342
	8.06E-05
	0.00078069
	1.221859

	KEGG_UBIQUITIN_MEDIATED_PROTEOLYSIS
	-0.12192
	0.02143
	-3.86655
	0.000154
	0.00112915
	0.627076

	KEGG_P53_SIGNALING_PATHWAY
	-0.13273
	-0.00404
	-5.1466
	6.85E-07
	3.39E-05
	5.674487

	KEGG_NOD_LIKE_RECEPTOR_SIGNALING_PATHWAY
	-0.13295
	0.008179
	-4.13847
	5.34E-05
	0.00071006
	1.602334

	KEGG_SMALL_CELL_LUNG_CANCER
	-0.13537
	-0.00665
	-6.61883
	3.95E-10
	7.26E-08
	12.73432

	KEGG_GLYCOSAMINOGLYCAN_BIOSYNTHESIS_CHONDROITIN_SULFATE
	-0.13776
	-0.00254
	-4.0585
	7.33E-05
	0.00074929
	1.3098

	KEGG_BLADDER_CANCER
	-0.13821
	-0.01974
	-4.60806
	7.64E-06
	0.0002007
	3.412963

	KEGG_PROTEIN_EXPORT
	-0.18271
	0.006361
	-4.11083
	5.96E-05
	0.00073152
	1.500718




