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Figure S1, A, Module identification by WGCNA in the GSE-meta1 dataset and 12 

gene modules were identified. B, Module correlation with clinical traits, magenta 

module was positively correlated with brown module. blue and tan modules were 

positively correlated with red module. C, Module-trait correlation, brown module was 

the most significantly negatively correlated with tumor grades while red module was 

the most positively correlated with tumor grades. Magenta, blue and tan modules had 

a strong correlation with tumor grades, positive correlation shows in red and negative 

correlation in blue, p values list in the brackets. 
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Figure S2, A, Risk score distribution and the optimal cut-off of CGGA microarray 

data for distinguishing high- and low-risk groups. B, Survival distribution and its 

correlation with risk score. C, 4 genes' expression and its correlation with risk score, 

the heatmap sorted by risk score increasingly. D – F, different tumor grades' K-M 

curve and they showed that high-risk group and low-risk group had significant 

survival differences in CGGA microarray data. 
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Figure S3, A, Risk score distribution and the optimal cut-off of CGGA RNA-seq data 

for distinguishing high- and low-risk groups. B, Survival distribution and its 

correlation with risk score of CGGA RNA-seq data. C, 4 genes' expression and its 

correlation with risk score, the heatmap sorted by risk score increasingly. D – F, 

different tumor grades' K-M curve and they showed that high-risk group and low-risk 

group had significant survival differences in CGGA RNA-seq data. 
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Figure S4, A, Risk score distribution and the optimal cut-off of GSE16011 data for 

distinguishing high- and low-risk groups. B, Survival distribution and its correlation 

with risk score of GSE16011. C, 4 genes' expression and its correlation with risk score, 

the heatmap sorted by risk score increasingly. D – F, different tumor grades' K-M 

curve and they showed that high-risk group and low-risk group had significant 

survival differences in GSE16011 data. 
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Figure S5, A, Risk score distribution and the optimal cut-off of GSE68848 data for 

distinguishing high- and low-risk groups. B, Survival distribution and its correlation 

with risk score of GSE68848. C, 4 genes' expression and its correlation with risk score, 

the heatmap sorted by risk score increasingly. D – F, different tumor grades' K-M 

curve and they showed that high-risk group and low-risk group had significant 

survival differences in GSE68848 data. 
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Figure S6, A, Risk score distribution and the optimal cut-off of GSE74187 data for 

distinguishing high- and low-risk groups. B, Survival distribution and its correlation 

with risk score of GSE74187. C, 4 genes' expression and its correlation with risk score, 

the heatmap sorted by risk score increasingly. D, GBMs' K-M curve and it showed 

that high-risk group and low-risk group had significant survival differences in 

GSE74187 data. 
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Figure S7, A, methylation difference in high-risk group and each subgroup of low-risk 

group, the samples without methylation data were shown in grey part. B, CNV 

difference in high-risk group and each subgroup of low-risk group, red and yellow 

means insertion and blue means deletion. C, Mutation difference in high-risk group 

and each subgroup of low-risk group. Group1- LowRisk_IDH1wt, 

group2-LowRisk_IDH1mut/ATRXmut, group3- LowRisk_IDH1mut/ATRXwt, 

group4-High risk. 


