Table S7
	Variable
	Response (PD vs PR)

	 
	binarization*
	AUC & IC95(AUC)
	Fisher test p 

	Figure 3A and 3B
	 
	 
	 

	ccrcc
	ccrcc2+ccrcc3 vs ccrcc1+ccrcc4
	0.78 [0.66 ; 0.9]
	0,0052

	ccrcc
	ccrcc1+ccrcc2+ccrcc3 vs ccrcc4
	0.64 [0.49 ; 0.8]
	0,0052

	Brannon
	ccA+cluster3 vs ccB
	0.78 [0.66 ; 0.9]
	0,00553

	Table 1
	 
	 
	 

	ccrcc
	ccrcc2+ccrcc3 vs ccrcc1+ccrcc4
	0.78 [0.66 ; 0.9]
	0,0052

	ccrcc
	ccrcc1+ccrcc2+ccrcc3 vs ccrcc4
	0.64 [0.49 ; 0.8]
	0,0052

	Neutrophils > 4500 mm3
	N vs Y
	0.71 [0.58 ; 0.84]
	 

	Sarcomatoid dedifferentiation
	 
	0.67 [0.51 ; 0.84]
	 

	Heng
	GOOD+INTERMEDIATE vs POOR
	0.7 [0.57 ; 0.83]
	 

	ECOG
	 
	0.76 [0.64 ; 0.89]
	 

	Amp8q21.13
	 
	0.69 [0.56 ; 0.83]
	 

	Bone metastasis
	 
	0.63 [0.5 ; 0.76]
	 

	Fuhrman grade diagnosis
	 
	0.62 [0.51 ; 0.73]
	 

	MSKCC stage
	 
	0.7 [0.57 ; 0.83]
	 

	
	
	
	

	 Variable
	Overall Survival

	 
	binarization*
	Harrel C-index
	logrank p

	Figure 3A and 3B
	 
	 
	 

	ccrcc
	ccrcc2+ccrcc3 vs ccrcc1+ccrcc4
	0.6 [0.48 ; 0.73]
	3,00E-04

	ccrcc
	ccrcc1+ccrcc2+ccrcc3 vs ccrcc4
	0.57 [0.47 ; 0.67]
	3,00E-04

	Brannon
	ccA+cluster3 vs ccB
	0.6 [0.48 ; 0.73]
	0,0011

	Figure 3C: multivariate model for OS
	 
	 
	 

	ccrcc14_vs_23+metastasis_bone+Amp8q21.13+sarcomatoid_differentiation+MSKCC_stage
	0.76 [0.68 ; 0.85]
	0

	Table 1
	 
	 
	 

	ccrcc
	ccrcc2+ccrcc3 vs ccrcc1+ccrcc4
	0.6 [0.48 ; 0.73]
	3,00E-04

	ccrcc
	ccrcc1+ccrcc2+ccrcc3 vs ccrcc4
	0.57 [0.47 ; 0.67]
	3,00E-04

	Neutrophils > 4500 mm3
	N vs Y
	0.58 [0.47 ; 0.7]
	 

	Sarcomatoid dedifferentiation
	 
	0.43 [0.3 ; 0.57]
	 

	Heng
	GOOD+INTERMEDIATE vs POOR
	0.57 [0.47 ; 0.68]
	 

	ECOG
	 
	0.41 [0.28 ; 0.53]
	 

	Amp8q21.13
	 
	0.41 [0.29 ; 0.53]
	 

	Bone metastasis
	 
	0.42 [0.31 ; 0.53]
	 

	Fuhrman grade diagnosis
	 
	0.44 [0.32 ; 0.55]
	 

	MSKCC stage
	 
	0.52 [0.41 ; 0.63]
	 

	
	
	
	




	 Variable
	Progression Free Survival

	 
	binarization*
	Harrel C-index
	logrank p

	Figure 3A and 3B
	 
	 
	 

	ccrcc
	ccrcc2+ccrcc3 vs ccrcc1+ccrcc4
	0.58 [0.46 ; 0.71]
	0,001

	ccrcc
	ccrcc1+ccrcc2+ccrcc3 vs ccrcc4
	0.57 [0.47 ; 0.67]
	0,001

	Brannon
	ccA+cluster3 vs ccB
	0.58 [0.46 ; 0.71]
	0,0142

	Figure 3C: multivariate model for PFS
	 
	 
	 

	ccrcc14_vs_23+ECOG+Amp8q21.13+sarcomatoid_differentiation
	0.74 [0.65 ; 0.83]
	0

	Table 1
	 
	 
	 

	ccrcc
	ccrcc2+ccrcc3 vs ccrcc1+ccrcc4
	0.58 [0.46 ; 0.71]
	0,001

	ccrcc
	ccrcc1+ccrcc2+ccrcc3 vs ccrcc4
	0.57 [0.47 ; 0.67]
	0,001

	Neutrophils > 4500 mm3
	N vs Y
	0.63 [0.52 ; 0.73]
	 

	Sarcomatoid dedifferentiation
	 
	0.44 [0.31 ; 0.57]
	 

	Heng
	GOOD+INTERMEDIATE vs POOR
	0.58 [0.47 ; 0.69]
	 

	ECOG
	 
	0.41 [0.3 ; 0.53]
	 

	Amp8q21.13
	 
	0.41 [0.29 ; 0.52]
	 

	Bone metastasis
	 
	0.45 [0.34 ; 0.56]
	 

	Fuhrman grade diagnosis
	 
	0.45 [0.34 ; 0.56]
	 

	MSKCC stage
	 
	0.53 [0.42 ; 0.64]
	 

	
	
	
	

	*: binarization used for AUC & C-Index
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Table S9
	
	
	Sensitivity
	Specificity

	Ampl_2p12
	ccrcc4
	0.73
	0.72

	Ampl_2p22.3
	ccrcc4
	0.67
	0.79

	Ampl_8q21.13
	ccrcc4
	0.80
	0.67
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	ccrcc1
	ccrcc2
	ccrcc3
	ccrcc4

	Brannon et al. Classification
	ccA
	-0.51
	0.80
	0.03
	-0.69

	
	ccB
	0.58
	-0.73
	-0.34
	0.70

	
	cluster_3
	-0.04
	-0.3
	0.61
	0.12

	TCGA subgroup prediction
	ccrcc1
	0.64
	-0.32
	-0.47
	0.06

	
	ccrcc2
	-0.45
	0.73
	-0.09
	-0.56

	
	ccrcc3
	0.00
	-0.44
	0.54
	0.31

	
	ccrcc4
	0.49
	-0.53
	-0.32
	0.52
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GO:0006955 - immune response 1,42E-01 2,33E-21 4,82E-19 5,01E-01 4,57E-02 8,10E-02 9,75E-01 6,09E-03 3,05E-014,85E-289,31E-01 2,46E-18

GO:0042110 - T cell activation 1,08E-01 6,23E-09 4,16E-09 1,00E+00 3,02E-01 5,92E-01 7,38E-01 9,98E-03 6,34E-022,53E-126,76E-01 9,42E-10

Bioc 163 CTL mediated immune response against target cells  1,00E+00 1,72E-10 4,70E-09 1,00E+00 1,00E+00 1,00E+00 1,00E+00 2,28E-01 4,89E-01 2,37E-111,00E+00 4,32E-09

KEGG hsa05330 Allograft rejection 1,00E+00 9,50E-09 4,75E-07 1,00E+00 5,97E-02 2,15E-01 1,00E+00 5,02E-01 8,36E-01 1,51E-12 1,00E+00 3,50E-09

GO:0060333 - interferon-gamma-mediated signaling pathway 5,63E-01 3,25E-11 1,18E-09 1,00E+00 8,05E-01 9,48E-01 8,59E-01 3,53E-01 6,20E-01 9,80E-128,08E-01 1,11E-08

GO:0050776 - regulation of immune response 6,46E-01 4,58E-15 1,15E-12 8,01E-01 8,72E-01 8,82E-01 1,00E+00 7,93E-01 9,83E-01 5,38E-131,00E+00 1,69E-08

GO:0050863 - regulation of T cell activation 1,00E+00 1,51E-04 5,22E-04 1,00E+00 1,00E+00 1,00E+00 1,00E+00 9,47E-02 2,27E-015,32E-061,00E+00 5,46E-05

GO:0006954 - inflammatory response 6,96E-02 6,78E-06 2,48E-06 6,55E-01 2,55E-02 8,21E-02 6,08E-01 3,31E-03 3,81E-02 6,81E-099,75E-01 6,66E-05

MSigDB C2 pathways FLECHNER_BIOPSY_KIDNEY (*) 8,22E-01 4,55E-02 1,58E-01 1,62E-13 8,68E-02 8,22E-11 4,99E-24 9,80E-01 3,31E-15 1,00E+001,23E-31 1,74E-12

GO:0005886 - plasma membrane 1,84E-01 2,12E-16 1,15E-13 9,49E-01 3,84E-06 6,81E-03 4,20E-07 2,75E-03 6,31E-09 5,21E-187,68E-01 1,77E-10

GO:0016020 - membrane 2,32E-02 1,34E-04 1,25E-05 4,26E-02 2,81E-07 2,15E-07 2,00E-06 1,57E-04 1,08E-09 1,61E-072,88E-02 7,36E-08

GO:0005887 - integral to plasma membrane 3,26E-01 5,61E-07 5,32E-06 3,27E-02 1,81E-04 3,10E-05 4,63E-04 1,85E-01 5,55E-041,30E-051,70E-01 4,05E-05

GO:0004888 - transmembrane signaling receptor activity 7,56E-01 1,50E-03 7,76E-03 6,39E-01 1,40E-01 2,19E-01 6,40E-01 1,92E-02 8,99E-021,85E-069,40E-01 4,57E-04

GO:0016323 - basolateral plasma membrane 3,87E-02 3,16E-03 3,51E-04 6,84E-02 2,98E-04 8,77E-05 6,16E-11 6,22E-02 8,68E-11 6,80E-013,88E-03 3,75E-02

GO:0031526 - brush border membrane 1,00E+00 6,10E-02 1,57E-01 7,37E-04 6,39E-02 1,81E-04 7,14E-04 1,00E+00 8,52E-036,95E-012,92E-04 4,21E-03

GO:0006935 - chemotaxis 7,52E-01 1,40E-03 7,28E-03 8,86E-01 3,92E-04 9,25E-03 1,07E-01 1,57E-01 4,08E-028,26E-095,19E-01 6,77E-07

KEGG hsa04062 Chemokine signaling pathway 4,32E-01 1,72E-05 8,24E-05 7,21E-01 1,94E-01 3,35E-01 9,24E-01 2,97E-01 7,13E-01 3,20E-087,04E-01 8,72E-06

GO:0032722 - positive regulation of chemokine production 8,89E-04 1,00E+00 1,79E-02 2,64E-01 2,62E-05 3,18E-05 3,73E-01 3,43E-02 3,67E-028,33E-021,00E+00 2,16E-01

KEGG hsa04514 Cell adhesion molecules (CAMs) 5,16E-01 3,59E-08 6,42E-07 2,77E-01 2,04E-02 1,81E-02 3,79E-01 1,00E+00 8,00E-015,20E-082,56E-01 5,84E-07

Bioc 78 IL 2 signaling pathway 2,51E-01 1,05E-01 4,97E-02 1,00E+00 1,79E-02 7,72E-02 4,96E-01 8,84E-03 2,26E-025,41E-051,00E+00 1,28E-03

Bioc 1 Focal Adhesion Complex 3,30E-02 4,29E-01 4,97E-02 3,62E-01 1,44E-05 3,84E-05 1,00E+00 6,90E-02 3,04E-01 5,41E-051,00E+00 1,28E-03

KEGG hsa01100 Metabolic pathways 4,45E-01 2,51E-01 2,46E-01 2,06E-02 5,05E-03 3,77E-04 1,57E-12 2,34E-01 2,76E-10 4,63E-011,43E-09 5,08E-06

GO:0003995 - acyl-CoA dehydrogenase activity 1,00E+00 1,00E+00 1,00E+00 3,59E-02 1,00E+00 1,49E-01 6,15E-05 1,00E+00 6,27E-041,00E+003,98E-08 9,50E-06

GO:0005759 - mitochondrial matrix 2,56E-01 6,12E-02 3,93E-02 4,72E-02 2,42E-01 3,76E-02 2,15E-16 9,03E-01 1,44E-11 9,99E-013,37E-14 1,29E-06

KEGG hsa00071 Fatty acid metabolism 1,00E+00 7,85E-02 1,95E-01 1,20E-03 2,73E-01 2,05E-03 2,08E-08 1,00E+00 2,97E-061,00E+003,63E-09 1,21E-05

GO:0005739 - mitochondrion 8,32E-02 7,87E-01 3,89E-01 1,69E-01 3,11E-01 1,42E-01 8,09E-10 4,11E-01 1,42E-07 9,49E-01 1,86E-11 6,50E-05

GO:0006635 - fatty acid beta-oxidation 1,00E+00 6,10E-01 7,63E-01 3,83E-02 1,00E+00 2,39E-01 8,31E-04 1,00E+00 9,74E-031,00E+003,76E-06 1,10E-03

KEGG hsa00010 Glycolysis / Gluconeogenesis 1,70E-04 4,92E-03 3,89E-06 1,35E-01 8,05E-01 3,26E-01 2,93E-06 3,77E-06 1,54E-11 6,10E-015,66E-03 2,92E-02

GO:0006096 - glycolysis 1,77E-06 6,82E-01 2,66E-04 6,22E-02 6,89E-01 1,50E-01 2,37E-03 8,38E-10 2,15E-11 4,31E-015,90E-03 1,45E-02

KEGG hsa00980 Metabolism of xenobiotics by cytochrome P450 1,00E+00 4,38E-01 6,64E-01 2,63E-06 1,92E-01 1,21E-05 3,41E-02 1,00E+00 1,75E-01 8,57E-012,46E-06 5,28E-04

KEGG hsa00982 Drug metabolism - cytochrome P450 1,00E+00 4,55E-01 6,82E-01 3,50E-06 4,65E-01 8,94E-05 1,07E-02 1,00E+00 8,54E-021,00E+004,02E-07 7,09E-04

GO:0005856 - cytoskeleton 6,95E-02 4,51E-01 1,33E-01 7,70E-03 4,81E-05 1,46E-06 3,16E-01 3,18E-02 4,68E-025,28E-044,98E-02 1,12E-04

GO:0005884 - actin filament 1,00E+00 1,94E-03 1,13E-02 5,20E-01 2,35E-01 2,27E-01 6,74E-01 1,00E+00 8,44E-01 1,33E-042,38E-01 1,68E-04

GO:0030036 - actin cytoskeleton organization 2,88E-02 1,12E-01 1,17E-02 4,95E-01 3,23E-05 3,26E-04 5,72E-01 4,53E-02 1,24E-01 2,29E-058,56E-01 1,58E-03

GO:0000075 - cell cycle checkpoint 5,04E-01 4,07E-01 3,70E-01 9,29E-01 1,80E-02 1,38E-01 9,09E-01 4,07E-03 1,15E-01 4,37E-069,66E-01 1,33E-03

GO:0000278 - mitotic cell cycle 7,78E-01 8,97E-01 9,14E-01 8,80E-01 7,09E-03 8,42E-02 9,87E-01 4,43E-06 2,70E-023,73E-081,00E+00 1,45E-03

GO:0005215 - transporter activity 4,49E-01 3,38E-01 2,96E-01 5,20E-03 5,48E-02 1,12E-03 5,58E-03 3,16E-01 7,11E-03 2,70E-014,18E-04 1,53E-03

GO:0055085 - transmembrane transport 1,31E-03 8,16E-04 4,52E-06 1,09E-05 4,71E-04 2,44E-08 1,51E-10 5,59E-03 8,65E-12 5,54E-011,87E-06 3,70E-04

GO:0006811 - ion transport 3,39E-02 2,24E-02 2,27E-03 6,73E-03 8,09E-04 1,58E-05 4,69E-06 7,55E-01 1,78E-04 9,39E-013,00E-03 1,03E-01

GO:0006814 - sodium ion transport 1,00E+00 2,50E-02 1,07E-01 3,63E-04 6,79E-03 7,66E-06 4,71E-06 1,00E+00 4,17E-04 1,00E+001,54E-03 8,85E-02

Bioc 115 Caspase Cascade in Apoptosis 1,00E+00 4,43E-01 5,91E-01 1,00E+00 1,16E-01 2,84E-01 1,00E+00 1,00E-02 1,07E-01 7,11E-051,00E+00 1,65E-03

Bioc 103 HIV Induced T Cell Apoptosis 1,00E+00 4,47E-05 2,27E-04 1,00E+00 2,08E-01 3,44E-01 1,00E+00 1,00E+00 1,00E+003,97E-061,00E+00 6,87E-05

GO:0006915 - apoptotic process 2,47E-01 6,86E-04 8,99E-04 6,87E-01 6,66E-03 4,46E-02 1,63E-01 1,31E-04 5,64E-042,60E-089,57E-01 2,54E-04

MSigDB C2 pathways YU_MYC_TARGETS_DN 1,00E+00 9,80E-02 2,35E-01 2,23E-01 1,00E+00 6,05E-01 1,00E+00 1,67E-03 6,87E-027,34E-053,15E-01 1,74E-04

MSigDB C2 pathways BENPORATH_MYC_TARGETS_WITH_EBOX 7,95E-01 8,20E-01 8,63E-01 8,69E-02 6,47E-02 1,57E-02 8,22E-01 1,41E-02 1,63E-01 4,07E-041,30E-01 2,95E-04

MSigDB C2 pathways LEE_LIVER_CANCER_MYC_E2F1_DN 5,52E-01 4,55E-01 4,13E-01 1,00E+00 7,08E-02 3,05E-01 5,19E-04 3,39E-01 8,64E-044,73E-024,83E-03 7,09E-04

MSigDB C2 pathways REACTOME_P53_INDEPENDENT (**) 1,00E+00 2,24E-02 8,05E-02 1,00E+00 2,38E-02 1,33E-01 3,81E-01 2,08E-01 1,69E-01 6,18E-051,00E+00 3,02E-03

MSigDB C2 pathways PEREZ_TP53_TARGETS 1,30E-01 4,41E-02 1,72E-02 2,71E-04 6,10E-03 8,96E-06 7,46E-02 1,67E-01 3,60E-022,66E-024,30E-03 4,88E-04

MSigDB C2 pathways MARTINEZ_RB1_AND_TP53_TARGETS_UP 6,73E-04 2,67E-01 4,54E-03 5,14E-01 3,45E-02 7,23E-02 2,05E-01 1,92E-02 1,97E-028,65E-033,76E-02 1,08E-03

MSigDB C2 pathways MARTINEZ_TP53_TARGETS_UP 1,04E-02 1,86E-01 1,32E-02 3,89E-01 5,70E-02 7,09E-02 3,65E-01 1,06E-01 1,26E-01 8,45E-036,16E-02 1,77E-03

MSigDB C2 pathways ELVIDGE_HIF1A_TARGETS_UP 1,00E+00 1,09E-03 1,08E-02 7,29E-01 2,39E-02 7,21E-02 1,36E-04 1,00E+00 4,55E-031,73E-028,36E-02 3,70E-03

MSigDB C2 pathways ELVIDGE_HIF1A_AND_HIF2A_TARGETS_DN 1,88E-25 1,00E+00 2,95E-14 3,94E-03 4,67E-01 1,52E-02 9,54E-01 1,01E-34 5,94E-22 1,02E-019,26E-01 3,55E-01

MSigDB C2 pathways ELVIDGE_HYPOXIA_UP 4,99E-26 9,17E-01 1,41E-14 1,73E-02 1,23E-01 7,58E-03 7,35E-01 7,87E-34 1,32E-21 8,12E-029,86E-01 4,72E-01

MSigDB C2 pathways ELVIDGE_HIF1A_TARGETS_DN 3,70E-27 1,00E+00 7,98E-16 3,01E-02 6,50E-01 9,89E-02 1,00E+00 3,45E-34 4,31E-21 1,47E-011,00E+00 5,67E-01

MSigDB C2 pathways ELVIDGE_HYPOXIA_BY_DMOG_UP 8,08E-23 1,00E+00 6,84E-12 3,71E-03 3,92E-01 1,15E-02 8,97E-01 1,60E-33 4,86E-21 1,08E-019,62E-01 4,35E-01

GO:0071456 - cellular response to hypoxia 2,20E-04 1,00E+00 3,97E-02 1,07E-02 6,79E-03 1,86E-04 1,43E-01 6,19E-07 4,05E-06 3,61E-01 5,12E-01 3,40E-01

KEGG hsa03050 Proteasome 1,00E+00 4,74E-03 2,54E-02 1,00E+00 2,57E-02 1,41E-01 3,92E-01 2,15E-01 1,79E-01 9,55E-061,00E+00 8,33E-04

MSigDB C2 pathways BENPORATH_ES_WITH_H3K27ME3 4,43E-02 3,29E-04 5,89E-05 3,41E-01 6,34E-02 6,84E-02 5,79E-06 3,78E-01 7,24E-055,22E-019,89E-02 1,86E-01

MSigDB C2 pathways BENPORATH_SUZ12_TARGETS 1,59E-01 1,18E-02 6,23E-03 1,11E-01 5,91E-03 2,67E-03 2,18E-06 8,34E-01 5,24E-047,55E-011,13E-02 1,24E-01

MSigDB C2 pathways BENPORATH_EED_TARGETS 2,68E-02 1,20E-03 1,17E-04 4,08E-01 1,37E-02 2,83E-02 2,12E-06 7,42E-02 1,73E-06 3,23E-012,00E-01 1,67E-01

MSigDB C2 pathways BENPORATH_PRC2_TARGETS 7,12E-01 7,18E-02 1,63E-01 2,85E-01 8,42E-02 6,80E-02 1,12E-04 9,29E-01 1,04E-02 9,70E-011,95E-01 7,50E-01

Expression

ccrcc1 ccrcc2 ccrcc3 ccrcc4
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GO:0006955 - immune response 8,93E-01 9,64E-01 9,64E-01 9,99E-01 8,60E-01 9,96E-01 8,37E-01 1,00E+00 9,99E-01 9,91E-01 2,65E-01 9,48E-01

GO:0042110 - T cell activation 1,50E-01 1,00E+00 3,87E-01 8,75E-01 2,12E-01 4,35E-01 5,89E-01 7,99E-01 7,26E-01 4,03E-01 1,71E-01 2,17E-01

Bioc 163 CTL mediated immune response against target cells  6,52E-01 8,18E-03 4,24E-02 1,27E-02 6,04E-01 2,08E-02 3,16E-01 1,65E-01 1,35E-01 6,82E-01 1,21E-01 2,58E-01

KEGG hsa05330 Allograft rejection 1,00E+00 1,00E+00 1,00E+00 9,15E-01 3,66E-01 6,24E-01 5,25E-01 1,00E+00 9,91E-01 1,00E+007,78E-01 9,99E-01

GO:0060333 - interferon-gamma-mediated signaling pathway 9,52E-01 3,22E-01 7,85E-01 3,21E-02 2,22E-01 9,91E-03 2,61E-01 1,36E-01 1,01E-01 4,45E-015,83E-02 2,08E-01

GO:0050776 - regulation of immune response 3,91E-01 2,57E-01 2,01E-01 3,55E-01 4,33E-01 3,31E-01 8,13E-01 3,36E-01 3,51E-01 9,60E-022,90E-01 2,65E-02

GO:0050863 - regulation of T cell activation 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+001,00E+00 1,00E+00

GO:0006954 - inflammatory response 9,10E-01 2,60E-01 6,81E-01 8,79E-01 9,35E-01 9,48E-01 9,24E-01 9,93E-01 9,97E-01 9,73E-01 7,94E-01 9,82E-01

MSigDB C2 pathways FLECHNER_BIOPSY_KIDNEY (*) 1,00E+00 4,44E-01 1,00E+00 7,95E-02 5,54E-04 2,03E-04 2,75E-01 7,17E-01 3,36E-01 2,78E-01 5,73E-01 2,09E-01

GO:0005886 - plasma membrane 9,69E-14 1,69E-01 4,88E-12 1,43E-01 4,67E-02 5,35E-02 4,92E-01 2,14E-14 4,94E-12 2,73E-158,80E-02 5,94E-15

GO:0016020 - membrane 4,75E-02 3,10E-02 4,99E-03 1,49E-01 5,84E-06 6,08E-04 1,63E-03 2,63E-05 4,76E-06 2,07E-04 3,12E-01 5,82E-04

GO:0005887 - integral to plasma membrane 4,45E-10 2,92E-01 1,80E-09 6,36E-01 1,94E-02 2,37E-01 3,62E-01 2,93E-12 3,84E-10 2,39E-13 1,82E-01 5,91E-13

GO:0004888 - transmembrane signaling receptor activity 7,57E-01 7,44E-02 2,88E-01 5,83E-01 3,34E-01 3,93E-01 2,45E-01 3,84E-02 4,21E-02 2,70E-023,16E-02 1,08E-03

GO:0016323 - basolateral plasma membrane 1,25E-01 3,02E-02 1,00E-02 8,76E-03 5,88E-01 4,24E-02 2,40E-01 1,59E-02 2,03E-02 1,97E-029,43E-02 8,16E-03

GO:0031526 - brush border membrane 5,75E-01 1,00E+00 7,92E-01 1,51E-01 7,44E-01 5,88E-01 8,56E-01 2,58E-01 5,45E-01 6,53E-01 5,34E-01 8,10E-01

GO:0006935 - chemotaxis 9,42E-01 7,27E-01 9,25E-01 9,72E-01 7,85E-01 9,87E-01 8,66E-01 1,00E+00 9,97E-01 9,96E-01 4,22E-01 9,77E-01

KEGG hsa04062 Chemokine signaling pathway 7,64E-02 4,74E-01 6,53E-02 3,84E-01 4,60E-01 2,88E-01 8,08E-01 4,32E-02 2,13E-01 3,95E-02 1,96E-01 4,82E-02

GO:0032722 - positive regulation of chemokine production 1,00E+00 4,26E-01 8,45E-01 1,17E-01 1,00E+00 3,74E-01 1,63E-01 9,24E-01 5,21E-01 1,00E+003,72E-02 6,70E-01

KEGG hsa04514 Cell adhesion molecules (CAMs) 1,73E-03 4,77E-01 2,33E-03 1,38E-01 7,99E-02 8,91E-02 2,92E-01 2,31E-05 2,08E-06 1,53E-074,32E-03 3,09E-09

Bioc 78 IL 2 signaling pathway 1,00E+00 1,00E+00 1,00E+00 2,64E-01 4,93E-01 2,06E-01 1,48E-01 9,44E-01 5,50E-01 9,89E-01 3,07E-01 8,90E-01

Bioc 1 Focal Adhesion Complex 5,64E-01 5,57E-01 4,82E-01 2,64E-01 2,03E-02 9,29E-03 1,40E-02 6,91E-01 2,18E-01 8,03E-012,30E-02 3,47E-01

KEGG hsa01100 Metabolic pathways 9,99E-01 8,04E-03 8,02E-01 8,77E-01 9,62E-01 9,56E-01 4,98E-01 1,00E+00 9,92E-01 9,99E-01 5,10E-01 9,92E-01

GO:0003995 - acyl-CoA dehydrogenase activity 1,00E+00 1,01E-01 5,37E-01 1,00E+00 1,00E+00 1,00E+00 7,75E-01 7,74E-01 7,33E-01 2,98E-01 5,41E-01 2,16E-01

GO:0005759 - mitochondrial matrix 1,00E+00 1,72E-01 9,86E-01 2,37E-01 7,89E-01 3,19E-01 8,33E-01 9,53E-01 8,97E-01 9,79E-01 7,75E-01 9,65E-01

KEGG hsa00071 Fatty acid metabolism 9,71E-01 1,76E-01 7,02E-01 1,00E+00 3,45E-01 8,52E-01 7,87E-02 9,13E-01 4,82E-01 3,18E-01 1,42E-01 1,47E-01

GO:0005739 - mitochondrion 1,00E+00 1,71E-01 9,97E-01 4,35E-01 1,41E-01 1,58E-01 7,32E-02 9,97E-01 9,04E-01 1,00E+007,09E-01 1,00E+00

GO:0006635 - fatty acid beta-oxidation 1,00E+00 7,45E-01 9,90E-01 5,88E-01 2,94E-01 2,85E-01 2,69E-01 6,21E-01 2,35E-01 2,37E-01 2,87E-01 9,19E-02

KEGG hsa00010 Glycolysis / Gluconeogenesis 7,78E-01 3,92E-01 5,96E-01 9,95E-01 1,75E-01 6,94E-01 6,44E-02 9,98E-01 8,50E-01 8,37E-01 3,84E-01 7,33E-01

GO:0006096 - glycolysis 3,12E-01 2,14E-01 1,35E-01 9,76E-01 1,45E-02 1,79E-01 2,01E-02 8,21E-01 3,86E-01 5,86E-01 1,81E-01 5,06E-01

KEGG hsa00980 Metabolism of xenobiotics by cytochrome P450 9,94E-01 1,00E+00 9,99E-01 9,93E-01 9,36E-01 9,93E-01 9,97E-01 1,00E+00 1,00E+00 9,97E-01 9,51E-01 9,98E-01

KEGG hsa00982 Drug metabolism - cytochrome P450 9,95E-01 8,91E-01 9,95E-01 9,94E-01 9,90E-01 9,99E-01 9,97E-01 1,00E+00 1,00E+00 9,92E-01 9,56E-01 9,95E-01

GO:0005856 - cytoskeleton 8,42E-01 2,94E-02 2,70E-01 1,56E-02 2,15E-03 2,37E-04 1,35E-03 1,70E-02 1,40E-03 5,90E-024,53E-03 8,36E-03

GO:0005884 - actin filament 3,27E-02 1,00E+00 1,33E-01 1,79E-01 7,72E-01 2,85E-01 9,75E-01 1,34E-02 7,99E-02 4,63E-038,54E-01 2,02E-02

GO:0030036 - actin cytoskeleton organization 4,88E-02 1,04E-01 1,65E-02 1,93E-02 7,65E-01 8,89E-02 7,04E-01 4,98E-05 5,23E-04 4,30E-039,03E-01 1,31E-02

GO:0000075 - cell cycle checkpoint 1,00E+00 9,37E-01 1,00E+00 1,84E-01 2,86E-01 1,53E-01 2,52E-01 9,96E-01 9,66E-01 1,00E+008,67E-01 1,00E+00

GO:0000278 - mitotic cell cycle 1,00E+00 8,61E-01 1,00E+00 1,06E-01 6,55E-01 3,23E-01 6,14E-02 1,00E+00 9,93E-01 1,00E+00 4,61E-01 1,00E+00

GO:0005215 - transporter activity 4,00E-01 3,90E-02 9,50E-02 6,58E-01 1,50E-01 1,71E-01 3,06E-01 1,43E-01 6,26E-02 1,29E-01 3,41E-01 1,52E-01

GO:0055085 - transmembrane transport 3,15E-02 4,23E-01 3,98E-02 3,15E-01 2,82E-02 1,42E-01 1,21E-02 2,74E-01 5,32E-02 2,61E-01 2,56E-01 2,58E-01

GO:0006811 - ion transport 1,14E-01 5,58E-01 1,16E-01 5,63E-01 5,69E-01 7,12E-01 4,21E-01 9,39E-02 1,01E-01 1,58E-02 5,44E-01 4,20E-02

GO:0006814 - sodium ion transport 4,86E-01 6,96E-01 6,63E-01 6,31E-01 5,48E-01 4,94E-01 6,02E-01 3,04E-01 4,94E-01 3,35E-01 4,30E-01 6,02E-01

Bioc 115 Caspase Cascade in Apoptosis 8,68E-01 5,73E-01 7,68E-01 2,86E-01 5,17E-01 2,34E-01 3,73E-01 8,72E-01 6,04E-01 9,44E-01 6,97E-01 9,75E-01

Bioc 103 HIV Induced T Cell Apoptosis 1,00E+00 2,83E-01 6,73E-01 5,34E-01 1,00E+00 7,56E-01 1,00E+00 7,09E-01 8,22E-01 8,42E-01 1,00E+00 8,92E-01

GO:0006915 - apoptotic process 3,79E-01 3,84E-02 1,16E-01 1,81E-04 4,21E-02 7,49E-05 8,36E-02 1,35E-02 6,85E-03 7,20E-02 1,71E-01 1,00E-01

MSigDB C2 pathways YU_MYC_TARGETS_DN 7,33E-02 8,04E-01 1,35E-01 2,85E-01 8,48E-01 4,60E-01 4,04E-01 1,71E-02 6,04E-02 1,01E-01 1,81E-01 8,31E-02

MSigDB C2 pathways BENPORATH_MYC_TARGETS_WITH_EBOX 6,60E-01 2,73E-02 1,86E-01 2,32E-01 3,47E-01 1,65E-01 7,65E-03 6,52E-01 2,26E-01 9,84E-01 3,05E-01 8,78E-01

MSigDB C2 pathways LEE_LIVER_CANCER_MYC_E2F1_DN 9,94E-01 1,66E-01 8,34E-01 5,29E-01 9,40E-01 7,71E-01 9,27E-01 4,28E-01 6,92E-01 5,46E-01 8,07E-01 6,64E-01

MSigDB C2 pathways REACTOME_P53_INDEPENDENT (**) 1,00E+00 1,00E+00 1,00E+00 6,90E-01 8,39E-01 7,67E-01 9,23E-01 9,77E-01 9,78E-01 9,92E-01 1,00E+00 9,98E-01

MSigDB C2 pathways PEREZ_TP53_TARGETS 2,31E-08 2,06E-07 4,31E-13 1,13E-06 1,40E-10 6,17E-15 4,85E-14 4,06E-25 3,14E-31 4,40E-283,66E-07 8,28E-32

MSigDB C2 pathways MARTINEZ_RB1_AND_TP53_TARGETS_UP 9,53E-01 4,67E-01 9,29E-01 7,14E-02 1,21E-01 8,05E-02 2,15E-01 9,53E-01 8,24E-01 9,82E-01 1,77E-01 9,18E-01

MSigDB C2 pathways MARTINEZ_TP53_TARGETS_UP 9,11E-01 5,65E-01 9,31E-01 5,45E-02 2,50E-01 1,03E-01 4,26E-01 9,18E-01 8,31E-01 9,77E-01 2,98E-01 9,36E-01

MSigDB C2 pathways ELVIDGE_HIF1A_TARGETS_UP 9,15E-01 6,80E-01 8,82E-01 7,31E-02 4,58E-02 8,32E-03 6,19E-03 5,75E-01 6,67E-02 9,66E-01 4,07E-01 9,19E-01

MSigDB C2 pathways ELVIDGE_HIF1A_AND_HIF2A_TARGETS_DN 7,48E-01 3,10E-06 2,15E-02 3,14E-02 6,81E-03 1,39E-04 9,71E-04 9,09E-04 1,32E-04 6,97E-052,98E-02 3,27E-05

MSigDB C2 pathways ELVIDGE_HYPOXIA_UP 9,71E-01 2,37E-10 8,25E-03 7,10E-03 7,42E-05 3,22E-07 1,48E-07 2,82E-04 1,33E-07 1,59E-053,99E-03 5,59E-06

MSigDB C2 pathways ELVIDGE_HIF1A_TARGETS_DN 7,52E-01 2,81E-06 2,22E-02 1,68E-01 1,17E-02 2,55E-03 4,13E-04 1,20E-02 1,21E-03 7,07E-043,16E-02 8,63E-05

MSigDB C2 pathways ELVIDGE_HYPOXIA_BY_DMOG_UP 9,95E-01 2,75E-08 1,94E-02 2,64E-02 2,37E-03 7,95E-05 4,02E-05 1,99E-03 1,54E-05 5,27E-045,45E-02 2,64E-04

GO:0071456 - cellular response to hypoxia 2,93E-01 8,23E-02 1,21E-01 4,21E-01 3,38E-01 3,21E-01 7,35E-01 2,13E-02 6,67E-02 3,99E-029,64E-01 9,03E-02

KEGG hsa03050 Proteasome 1,00E+00 1,00E+00 1,00E+00 7,05E-01 8,48E-01 7,85E-01 9,29E-01 9,94E-01 9,93E-01 9,99E-01 1,00E+00 1,00E+00

MSigDB C2 pathways BENPORATH_ES_WITH_H3K27ME3 8,17E-147 1,55E-02 8,46E-130 2,16E-04 8,75E-19 2,63E-19 1,40E-02 8,02E-1965,30E-1723,33E-1933,78E-072,37E-182

MSigDB C2 pathways BENPORATH_SUZ12_TARGETS 3,30E-133 8,18E-02 2,76E-117 2,61E-03 1,63E-11 3,81E-13 3,58E-01 3,05E-1674,84E-138 1,10E-1662,01E-048,35E-158

MSigDB C2 pathways BENPORATH_EED_TARGETS 7,66E-113 4,91E-03 5,78E-104 9,96E-04 1,21E-13 5,06E-16 2,56E-02 5,11E-1537,93E-1343,18E-1466,71E-05 1,56E-138

MSigDB C2 pathways BENPORATH_PRC2_TARGETS 1,12E-1128,70E-02 1,74E-99 3,46E-03 2,76E-10 1,31E-12 9,00E-02 1,71E-1406,53E-123 1,16E-1319,76E-051,34E-124

Methylation alone
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GO:0006955 - immune response 7,23E-02 7,33E-01 1,62E-01 6,93E-01 2,99E-01 3,83E-01 2,15E-01 6,84E-01 4,46E-01 8,33E-01 1,63E-02 5,08E-01

GO:0042110 - T cell activation 2,01E-01 1,00E+00 3,38E-01 1,00E+00 1,00E+00 1,00E+00 2,05E-01 6,28E-01 3,32E-01 1,00E+00 1,30E-01 6,21E-01

Bioc 163 CTL mediated immune response against target cells  6,07E-02 1,00E+00 1,09E-01 4,57E-02 1,00E+00 8,50E-02 6,19E-02 2,41E-01 4,15E-02 1,00E+006,65E-04 2,82E-02

KEGG hsa05330 Allograft rejection 1,00E+00 1,00E+00 1,00E+00 1,00E+00 4,97E-03 1,93E-02 1,03E-02 1,00E+00 1,89E-01 1,00E+001,00E+00 1,00E+00

GO:0060333 - interferon-gamma-mediated signaling pathway 2,50E-01 1,00E+00 4,10E-01 1,93E-01 1,71E-02 7,79E-03 3,12E-03 3,62E-02 7,38E-04 2,85E-01 1,37E-02 3,40E-02

GO:0050776 - regulation of immune response 6,05E-03 1,00E+00 3,05E-02 2,42E-01 2,76E-02 1,56E-02 6,38E-03 7,82E-02 3,32E-03 3,97E-012,22E-02 7,38E-02

GO:0050863 - regulation of T cell activation 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+001,00E+00 1,00E+00

GO:0006954 - inflammatory response 5,03E-02 1,00E+00 2,50E-01 2,77E-01 1,00E+00 5,86E-01 7,59E-01 5,65E-01 5,99E-01 8,88E-01 1,08E-02 5,45E-01

MSigDB C2 pathways FLECHNER_BIOPSY_KIDNEY (*) 7,62E-01 9,01E-01 8,81E-01 1,00E+00 6,27E-04 4,10E-02 7,71E-01 1,87E-04 6,92E-04 1,24E-06 1,00E+00 2,06E-05

GO:0005886 - plasma membrane 5,52E-05 1,72E-01 1,44E-04 4,26E-04 4,43E-01 4,87E-03 9,06E-03 2,33E-07 1,47E-08 1,50E-03 1,20E-03 2,46E-05

GO:0016020 - membrane 4,72E-02 6,77E-01 1,32E-01 5,15E-02 8,74E-02 2,36E-02 1,95E-01 2,94E-04 7,41E-04 2,02E-02 1,24E-01 1,20E-02

GO:0005887 - integral to plasma membrane 5,37E-04 2,51E-01 1,12E-03 8,57E-02 1,45E-01 5,81E-02 7,54E-02 2,87E-05 4,26E-06 4,45E-032,09E-01 4,06E-03

GO:0004888 - transmembrane signaling receptor activity 1,00E+00 3,57E-01 6,21E-01 7,18E-03 3,09E-01 6,67E-03 1,66E-02 8,05E-02 2,14E-02 1,30E-01 3,21E-04 1,89E-03

GO:0016323 - basolateral plasma membrane 5,17E-01 2,27E-02 4,44E-02 4,19E-01 1,00E+00 6,44E-01 3,78E-02 9,78E-02 3,83E-02 1,30E-01 3,63E-01 9,10E-02

GO:0031526 - brush border membrane 1,67E-01 1,00E+00 2,85E-01 1,28E-01 1,00E+00 2,28E-01 1,00E+00 1,89E-01 2,50E-01 1,45E-01 1,00E+00 1,83E-01

GO:0006935 - chemotaxis 4,17E-01 1,00E+00 6,29E-01 3,31E-01 1,00E+00 5,34E-01 1,04E-01 9,07E-01 5,41E-01 1,00E+004,53E-03 4,04E-01

KEGG hsa04062 Chemokine signaling pathway 2,45E-03 1,83E-01 1,69E-03 1,00E+00 4,81E-01 7,36E-01 6,16E-01 2,15E-02 2,65E-02 2,61E-01 4,41E-01 2,11E-01

GO:0032722 - positive regulation of chemokine production 1,00E+00 6,33E-02 1,34E-01 1,00E+00 1,00E+00 1,00E+00 7,67E-02 1,00E+00 3,42E-01 1,00E+001,00E+00 1,00E+00

KEGG hsa04514 Cell adhesion molecules (CAMs) 4,95E-04 1,00E+00 7,02E-03 3,87E-01 7,60E-02 6,53E-02 4,43E-03 2,24E-03 4,09E-05 9,33E-027,74E-03 6,96E-03

Bioc 78 IL 2 signaling pathway 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,10E-01 1,00E+00 4,59E-01 1,00E+006,88E-02 3,91E-01

Bioc 1 Focal Adhesion Complex 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+001,00E+00 1,00E+00

KEGG hsa01100 Metabolic pathways 3,17E-01 3,16E-01 2,18E-01 3,99E-01 3,89E-02 9,46E-02 1,12E-01 2,37E-01 1,16E-01 3,08E-015,53E-02 1,53E-01

GO:0003995 - acyl-CoA dehydrogenase activity 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 2,92E-01 3,42E-01 2,52E-01 1,00E+00 2,87E-01

GO:0005759 - mitochondrial matrix 1,00E+00 1,00E+00 1,00E+00 1,00E+00 5,10E-01 7,66E-01 1,00E+00 1,57E-01 2,90E-01 8,27E-021,00E+00 1,46E-01

KEGG hsa00071 Fatty acid metabolism 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,36E-01 2,57E-01 1,00E+00 6,21E-02 9,67E-02 7,09E-031,00E+00 1,18E-02

GO:0005739 - mitochondrion 8,29E-01 5,22E-01 7,26E-01 8,07E-01 3,69E-01 5,65E-01 3,64E-01 6,87E-01 5,39E-01 6,27E-01 4,77E-01 5,67E-01

GO:0006635 - fatty acid beta-oxidation 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 2,05E-01 2,71E-01 1,58E-01 1,00E+00 1,99E-01

KEGG hsa00010 Glycolysis / Gluconeogenesis 1,00E+00 1,00E+00 1,00E+00 1,00E+00 2,14E-02 7,67E-02 2,81E-01 4,13E-01 2,43E-01 1,16E-01 1,00E+00 1,60E-01

GO:0006096 - glycolysis 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,48E-01 2,78E-01 2,09E-01 6,37E-01 3,42E-01 5,74E-01 1,00E+00 6,29E-01

KEGG hsa00980 Metabolism of xenobiotics by cytochrome P450 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,91E-01 3,50E-01 1,00E+00 7,37E-01 8,02E-01 3,06E-01 1,00E+00 3,72E-01

KEGG hsa00982 Drug metabolism - cytochrome P450 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,97E-01 3,59E-01 1,00E+00 7,49E-01 8,13E-01 3,21E-01 1,00E+00 3,88E-01

GO:0005856 - cytoskeleton 8,20E-01 5,37E-02 2,02E-01 1,34E-01 3,33E-01 9,40E-02 2,50E-01 2,10E-01 1,16E-01 2,43E-028,87E-02 6,70E-03

GO:0005884 - actin filament 1,00E+00 1,00E+00 1,00E+00 1,34E-01 1,00E+00 2,40E-01 1,79E-01 2,05E-01 8,07E-02 1,58E-01 1,13E-01 4,88E-02

GO:0030036 - actin cytoskeleton organization 3,10E-02 4,36E-01 3,70E-02 1,00E+00 1,00E+00 1,00E+00 1,00E+00 5,75E-01 7,02E-01 7,20E-01 3,47E-01 5,61E-01

GO:0000075 - cell cycle checkpoint 1,00E+00 4,11E-01 6,88E-01 1,00E+00 1,00E+00 1,00E+00 1,35E-01 1,00E+00 8,49E-01 1,00E+003,25E-01 9,35E-01

GO:0000278 - mitotic cell cycle 1,00E+00 3,79E-01 7,87E-01 1,00E+00 3,01E-01 6,55E-01 7,71E-02 1,00E+00 9,68E-01 9,97E-01 6,27E-01 9,92E-01

GO:0005215 - transporter activity 2,52E-01 5,57E-01 2,62E-01 5,17E-01 1,00E+00 7,49E-01 7,65E-02 6,14E-01 2,52E-01 6,96E-012,24E-02 2,36E-01

GO:0055085 - transmembrane transport 2,97E-03 8,71E-01 3,50E-02 1,07E-01 6,89E-03 7,69E-03 1,01E-01 6,69E-02 1,86E-02 1,86E-01 1,90E-01 9,86E-02

GO:0006811 - ion transport 7,51E-04 1,20E-01 3,51E-04 9,96E-02 8,89E-02 8,09E-02 1,65E-01 1,32E-02 4,62E-03 4,89E-021,00E+00 8,63E-02

GO:0006814 - sodium ion transport 1,00E+00 1,00E+00 1,00E+00 1,00E+00 2,14E-01 3,87E-01 1,00E+00 4,45E-01 5,45E-01 1,33E-01 1,00E+00 1,82E-01

Bioc 115 Caspase Cascade in Apoptosis 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+001,00E+00 1,00E+00

Bioc 103 HIV Induced T Cell Apoptosis 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+001,00E+00 1,00E+00

GO:0006915 - apoptotic process 4,49E-01 9,46E-01 7,57E-01 4,74E-01 4,31E-01 5,37E-01 2,38E-02 2,43E-01 6,50E-02 3,86E-01 1,94E-02 1,01E-01

MSigDB C2 pathways YU_MYC_TARGETS_DN 2,05E-01 1,00E+00 3,45E-01 1,00E+00 1,00E+00 1,00E+00 2,09E-01 6,37E-01 3,42E-01 1,00E+00 1,33E-01 6,29E-01

MSigDB C2 pathways BENPORATH_MYC_TARGETS_WITH_EBOX 6,80E-01 2,43E-01 3,43E-01 5,73E-01 5,48E-01 4,77E-01 2,85E-02 3,72E-01 7,75E-02 4,04E-01 1,56E-01 2,11E-01

MSigDB C2 pathways LEE_LIVER_CANCER_MYC_E2F1_DN 2,65E-01 2,27E-01 1,09E-01 2,06E-01 1,00E+00 3,54E-01 2,70E-01 3,69E-04 1,13E-03 5,44E-031,00E+00 1,00E-02

MSigDB C2 pathways REACTOME_P53_INDEPENDENT (**) 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+001,00E+00 1,00E+00

MSigDB C2 pathways PEREZ_TP53_TARGETS 1,73E-01 8,18E-02 4,08E-02 6,84E-03 8,31E-02 1,72E-03 4,76E-01 1,25E-05 4,50E-05 4,41E-06 2,45E-01 3,30E-06

MSigDB C2 pathways MARTINEZ_RB1_AND_TP53_TARGETS_UP 1,44E-01 9,04E-01 3,98E-01 3,42E-01 8,60E-01 5,55E-01 7,78E-01 2,32E-01 3,92E-01 5,72E-01 2,47E-01 4,07E-01

MSigDB C2 pathways MARTINEZ_TP53_TARGETS_UP 1,45E-01 1,00E+00 5,79E-01 3,43E-01 8,60E-01 5,56E-01 7,79E-01 3,29E-01 3,95E-01 6,98E-019,37E-02 4,09E-01

MSigDB C2 pathways ELVIDGE_HIF1A_TARGETS_UP 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 7,71E-01 8,32E-01 7,11E-01 1,00E+00 7,64E-01

MSigDB C2 pathways ELVIDGE_HIF1A_AND_HIF2A_TARGETS_DN 1,00E+00 7,50E-05 2,73E-03 5,79E-02 3,06E-01 3,79E-02 1,93E-04 1,93E-01 2,04E-02 3,01E-01 1,00E+00 3,86E-01

MSigDB C2 pathways ELVIDGE_HYPOXIA_UP 5,77E-01 7,32E-06 1,83E-04 1,34E-01 2,20E-02 7,43E-03 2,42E-04 1,71E-01 1,54E-02 2,08E-01 1,00E+00 3,03E-01

MSigDB C2 pathways ELVIDGE_HIF1A_TARGETS_DN 1,00E+00 3,85E-05 1,48E-03 4,52E-02 2,72E-01 2,66E-02 9,99E-05 3,17E-01 3,27E-02 5,00E-01 1,00E+00 5,81E-01

MSigDB C2 pathways ELVIDGE_HYPOXIA_BY_DMOG_UP 1,00E+00 2,23E-04 7,26E-03 1,00E+00 1,09E-02 6,65E-02 5,61E-04 5,49E-01 5,92E-02 2,24E-01 1,00E+00 3,09E-01

GO:0071456 - cellular response to hypoxia 1,00E+00 2,44E-01 4,59E-01 1,00E+00 1,64E-03 1,18E-02 2,89E-01 4,29E-01 2,57E-01 3,45E-02 1,87E-01 1,40E-02

KEGG hsa03050 Proteasome 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+00 1,00E+001,00E+00 1,00E+00

MSigDB C2 pathways BENPORATH_ES_WITH_H3K27ME3 2,98E-05 1,60E-02 2,85E-06 5,22E-02 1,43E-03 2,83E-04 1,08E-01 1,94E-14 3,22E-14 3,33E-145,33E-02 7,12E-15

MSigDB C2 pathways BENPORATH_SUZ12_TARGETS 2,67E-06 6,18E-02 2,19E-06 8,53E-02 2,52E-02 5,76E-03 2,61E-01 6,25E-11 2,68E-10 2,51E-10 1,10E-03 9,23E-13

MSigDB C2 pathways BENPORATH_EED_TARGETS 1,88E-03 3,69E-03 2,64E-05 3,84E-02 8,59E-04 1,28E-04 2,73E-01 1,24E-13 3,01E-12 5,35E-16 4,41E-03 6,41E-18

MSigDB C2 pathways BENPORATH_PRC2_TARGETS 1,33E-03 2,76E-01 2,30E-03 4,27E-01 1,83E-01 1,67E-01 2,25E-01 4,58E-06 6,92E-06 9,88E-071,40E-02 4,30E-08

Methylation anticorrelated with expression

ccrcc1 ccrcc2 ccrcc3 ccrcc4


