		
		Supplementary Material
Supplementary Material
Supplementary Figures
[image: ]
Supplementary Figure 1. ﻿Correlation between TNFAIP8 expression and immune infiltration level. (A) TNFAIP8 expression was significantly positively correlated with infiltrating levels of almost all immune cells in LGG and GBM. (B) Correlation analysis between TNFAIP8 expression and infiltrating levels of Treg cells and Th1 cells in LGG and GBM, based on TISIDB data.
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Supplementary Figure 2. Relationship between expression of TNFAIP8 and immumodulatory and MHC molecules in GBM and LGG (TISIDB). Spearman correlations is used here.
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Supplementary Figure 3. Relationship between expression of TNFAIP8 and chemokines and receptors molecules in GBM and LGG (TISIDB). Spearman correlations is used here.

Supplementary Tables
Supplementary Table I. Gene sets enriched in high TNFAIP8 expression phenotype
	Name
	NES
	NOM p-value
	FDR q-value

	HALLMARK_APOPTOSIS
	1.75
	0.004
	0.336

	HALLMARK_MTORC1_SIGNALING
	1.74
	0.014
	0.175

	HALLMARK_IL2_STAT5_SIGNALING
	1.72
	0.002
	0.133

	HALLMARK_COMPLEMENT
	1.7
	0.006
	0.122

	HALLMARK_GLYCOLYSIS
	1.69
	0.002
	0.104

	HALLMARK_ALLOGRAFT_REJECTION
	1.68
	0.004
	0.096

	HALLMARK_COAGULATION
	1.67
	0.002
	0.085

	HALLMARK_PI3K_AKT_MTOR_SIGNALING
	1.67
	0.004
	0.078

	HALLMARK_TNFA_SIGNALING_VIA_NFKB
	1.66
	0
	0.073

	HALLMARK_INFLAMMATORY_RESPONSE
	1.66
	0.004
	0.067

	HALLMARK_HYPOXIA
	1.66
	0.002
	0.062

	HALLMARK_P53_PATHWAY
	1.64
	0.013
	0.061

	HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION
	1.64
	0
	0.056

	HALLMARK_IL6_JAK_STAT3_SIGNALING
	1.64
	0.002
	0.054

	HALLMARK_INTERFERON_GAMMA_RESPONSE
	1.63
	0.006
	0.056

	HALLMARK_KRAS_SIGNALING_UP
	1.61
	0.008
	0.062

	HALLMARK_UNFOLDED_PROTEIN_RESPONSE
	1.6
	0.072
	0.062

	HALLMARK_DNA_REPAIR
	1.57
	0.116
	0.073

	HALLMARK_ANGIOGENESIS
	1.56
	0.038
	0.075

	HALLMARK_INTERFERON_ALPHA_RESPONSE
	1.55
	0.035
	0.074




Supplementary Table II. Gene sets enriched in high TIPE1 expression phenotype
	Name
	NES
	NOM p-value
	FDR q-value

	HALLMARK_APICAL_JUNCTION
	1.75
	0
	0.344

	HALLMARK_UV_RESPONSE_DN
	1.71
	0.004
	0.264

	HALLMARK_REACTIVE_OXYGEN_SPECIES_PATHWAY
	1.62
	0.042
	0.327

	HALLMARK_HYPOXIA
	1.62
	0.031
	0.253

	HALLMARK_ESTROGEN_RESPONSE_LATE
	1.61
	0
	0.205

	HALLMARK_UV_RESPONSE_UP
	1.6
	0.013
	0.193

	HALLMARK_GLYCOLYSIS
	1.59
	0.023
	0.177

	HALLMARK_MTORC1_SIGNALING
	1.58
	0.071
	0.163

	HALLMARK_COAGULATION
	1.58
	0.007
	0.153

	HALLMARK_ANGIOGENESIS
	1.57
	0.015
	0.14

	HALLMARK_COMPLEMENT
	1.57
	0.015
	0.129

	HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION
	1.57
	0.017
	0.121

	HALLMARK_PI3K_AKT_MTOR_SIGNALING
	1.57
	0.023
	0.113

	HALLMARK_APOPTOSIS
	1.55
	0.036
	0.119

	HALLMARK_KRAS_SIGNALING_UP
	1.52
	0.033
	0.138

	HALLMARK_INFLAMMATORY_RESPONSE
	1.51
	0.044
	0.139

	HALLMARK_IL2_STAT5_SIGNALING
	1.5
	0.051
	0.136

	HALLMARK_TNFA_SIGNALING_VIA_NFKB
	1.48
	0.11
	0.15

	HALLMARK_CHOLESTEROL_HOMEOSTASIS
	1.45
	0.078
	0.171

	HALLMARK_IL6_JAK_STAT3_SIGNALING
	1.44
	0.097
	0.17




Supplementary Table III. Gene sets enriched in high TIPE2 expression phenotype
	Name
	NES
	NOM p-value
	FDR q-value

	HALLMARK_ALLOGRAFT_REJECTION
	1.79
	0
	0.242

	HALLMARK_APOPTOSIS
	1.76
	0
	0.161

	HALLMARK_REACTIVE_OXYGEN_SPECIES_PATHWAY
	1.76
	0.002
	0.108

	HALLMARK_INTERFERON_GAMMA_RESPONSE
	1.74
	0
	0.09

	HALLMARK_IL2_STAT5_SIGNALING
	1.72
	0.002
	0.081

	HALLMARK_INFLAMMATORY_RESPONSE
	1.7
	0.004
	0.078

	HALLMARK_ADIPOGENESIS
	1.7
	0.026
	0.067

	HALLMARK_INTERFERON_ALPHA_RESPONSE
	1.68
	0.002
	0.066

	HALLMARK_P53_PATHWAY
	1.67
	0.02
	0.063

	HALLMARK_COMPLEMENT
	1.67
	0.008
	0.059

	HALLMARK_IL6_JAK_STAT3_SIGNALING
	1.67
	0
	0.054

	HALLMARK_KRAS_SIGNALING_UP
	1.61
	0.01
	0.078

	HALLMARK_TNFA_SIGNALING_VIA_NFKB
	1.56
	0.033
	0.104

	HALLMARK_COAGULATION
	1.54
	0.017
	0.112

	HALLMARK_DNA_REPAIR
	1.53
	0.11
	0.105

	HALLMARK_XENOBIOTIC_METABOLISM
	1.51
	0.029
	0.117

	HALLMARK_PI3K_AKT_MTOR_SIGNALING
	1.51
	0.028
	0.11

	HALLMARK_CHOLESTEROL_HOMEOSTASIS
	1.5
	0.06
	0.109

	HALLMARK_FATTY_ACID_METABOLISM
	1.47
	0.041
	0.125

	HALLMARK_UV_RESPONSE_UP
	1.44
	0.063
	0.148




Supplementary Table IV. Gene sets enriched in high TIPE3 expression phenotype
	Name
	NES
	NOM p-value
	FDR q-value

	HALLMARK_INFLAMMATORY_RESPONSE
	2.04
	0
	0

	HALLMARK_ALLOGRAFT_REJECTION
	1.79
	0
	0

	HALLMARK_TNFA_SIGNALING_VIA_NFKB
	1.79
	0
	0

	HALLMARK_IL6_JAK_STAT3_SIGNALING
	1.75
	0
	0

	HALLMARK_COMPLEMENT
	1.68
	0
	0.001

	HALLMARK_INTERFERON_GAMMA_RESPONSE
	1.67
	0
	0

	HALLMARK_BILE_ACID_METABOLISM
	1.64
	0
	0.001

	HALLMARK_KRAS_SIGNALING_UP
	1.56
	0
	0.006

	HALLMARK_REACTIVE_OXYGEN_SPECIES_PATHWAY
	1.55
	0.008
	0.005

	HALLMARK_COAGULATION
	1.53
	0.001
	0.008

	HALLMARK_ESTROGEN_RESPONSE_EARLY
	1.48
	0
	0.014

	HALLMARK_INTERFERON_ALPHA_RESPONSE
	1.47
	0.001
	0.014

	HALLMARK_IL2_STAT5_SIGNALING
	1.45
	0.001
	0.019

	HALLMARK_MYOGENESIS
	1.44
	0.002
	0.019

	HALLMARK_KRAS_SIGNALING_DN
	1.43
	0
	0.021

	HALLMARK_HEME_METABOLISM
	1.4
	0.001
	0.031

	HALLMARK_HYPOXIA
	1.39
	0.004
	0.03

	HALLMARK_ESTROGEN_RESPONSE_LATE
	1.36
	0.002
	0.043

	HALLMARK_XENOBIOTIC_METABOLISM
	1.34
	0.007
	0.054

	HALLMARK_APICAL_JUNCTION
	1.31
	0.011
	0.067




Supplementary Table V. Correlation between TNFAIP8 expression and the infiltration of TIL subpopulations
	TILs
	GBM
	LGG

	
	r
	r

	Act CD8
	0.548
	0.701

	Tcm CD8
	0.614
	0.659

	Tem CD8
	0.713
	0.659

	Act CD4
	0.27
	0.438

	Tcm CD4
	0.612
	0.699

	Tem CD4
	0.343
	0.215

	Tfh
	0.648
	0.587

	Tgd
	0.742
	0.705

	Th1
	0.79
	0.644

	Th17
	0.532
	0.313

	Th2
	0.115
	0.404

	Treg
	0.814
	0.727

	Act B
	0.281
	0.398

	Imm B
	0.482
	0.543

	Mem B
	0.304
	0.54

	NK
	0.636
	0.602

	CD56bright
	0.378
	0.342

	CD56dim
	0.292
	0.304

	MDSC
	0.78
	0.726

	NKT
	0.678
	0.723

	Act DC
	0.683
	0.697

	pDC
	0.683
	0.449

	iDC
	0.585
	0.495

	Macrophage
	0.756
	0.557

	Eosinophil
	0.361
	0.187

	Mast
	0.776
	0.672

	Monocyte
	0.474
	0.333

	Neutrophil
	0.458
	0.583
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