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Supplementary figure legends

Figure S1. PDCD1 promoter methylation in glioma and PDCD1 as a predictor of IDH wild-type glioma. (A) PDCD1 promoter methylation is enriched in glioblastoma (GBM, WHO grade IV) compared with grade II and III gliomas in the TCGA dataset, but not in the CGGA dataset. (B) ROC analysis of PDCD1 expression in IDH wild-type glioma in the CGGA RNA-seq, the CGGA microarray and the TCGA datasets; and the area under curves (AUCs) are 0.746, 0.783 and 0.781, respectively. ****p < 0.0001.

Figure S2. Relationship between PDCD1 and PDCD1-related regulatory genes. (A-C) Correlations of PDCD1 and PDCD1-related regulatory genes in diffuse glioma in the CGGA and TCGA datasets. (D-F) Correlations of PDCD1 and PDCD1-related regulatory genes in GBM in the CGGA and TCGA datasets. 

Figure S3. Relationship between PDCD1 and other CD28-B7 family genes. (A-C) Correlations of PDCD1 and other CD28-B7 family genes in diffuse glioma in the CGGA and TCGA datasets. (D-F) Correlations of PDCD1 and other CD28-B7 family genes in GBM in the CGGA and TCGA datasets.

Figure S4. PD-1-related inflammatory activities in the TCGA database. (A) The heatmap of PDCD1-related inflammatory metagenes in the TCGA cohort. (B) Corrgrams of PDCD1 and inflammatory metagenes in the TCGA cohort; pink color represents positive correlations and green color represents negative correlations.
Figure S1
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Figure S2
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Figure S3
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Figure S4
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Table S1 Clinicopathological features of patients in the CGGA RNA-seq, CGGA microarray and TCGA RNA-seq databases

	Patients characteristics
	CGGA RNA-seq (n=325), n(%)
	CGGA microarray (n=301), n(%)
	TCGA RNA-seq

(n=697), n(%)

	Age (years)
	
	
	

	Mean
	43.3
	42.8
	43.4

	Range
	8-81
	13-70
	14-89

	Genders
	
	
	

	male
	203 (62.5 %)
	180 (59.8 %)
	370 (53.1 %)

	female
	122 (37.5 %)
	121 (40.2 %)
	271 (38.9 %)

	NA
	0 (0 %)
	0 (0 %)
	56 (8.0 %)

	IDH status
	
	
	

	Mutation
	171 (52.6 %)
	132 (43.9 %)
	442 (63.4 %)

	WT
	154 (47.4 %)
	165 (54.8 %)
	245 (35.2 %)

	NA
	0 (0 %)
	4 (1.3 %)
	10 (1.4 %)

	Histological grade
	
	
	

	G2
	109 (33.5 %)
	122 (40.5 %)
	226 (32.4 %)

	G3
	72 (22.2 %)
	51 (17.0 %)
	249 (35.7 %)

	G4
	144 (44.3 %)
	128 (42.5 %)
	167 (24.0 %)

	NA
	0 (0 %)
	0 (0 %)
	55 (7.9 %)

	Subtypes
	
	
	

	Classical
	74 (22.8 %)
	23 (7.6 %)
	90 (12.9 %)

	Mesenchymal
	68 (20.9 %)
	111 (36.9 %)
	104 (14.9 %)

	Proneural
	102 (31.4 %)
	86 (28.6 %)
	248 (35.6 %)

	Neural
	81 (24.9 %)
	81 (26.9 %)
	115 (16.5 %)

	NA
	0 (0 %)
	0 (0 %)
	140 (20.1 %)


Abbreviation: NA: Not Available.

Table S2 Clinicopathological features of 73 glioma patients from the First Affiliated Hospital of Zhengzhou University

	Patients characteristics
	Total n=73,
n(%)

	Age (years)
	

	Mean
	52.8

	Range
	18-71

	Genders
	

	male
	40 (54.8 %)

	female
	33 (45.2 %)

	IDH status
	

	Mutation
	33 (45.2 %)

	WT
	38 (52.1 %)

	NA
	2 (2.7 %)

	WHO grade
	

	II
	19 (26.0 %)

	III
	29 (39.7 %)

	IV
	25 (34.2 %)


Abbreviation: NA: Not Available.
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