Supplementary Methods

The main application of R language script

library(ggplot2)

data <- data.frame(gene = d2$gene, pvalue = pvalues)

data$sigcode <- cut(pv$pvalue, c(0, 0.001, 0.01, 0.05, 0.1, 1), labels=c('***', '**', '*', '.', ' ')

ggplot(d2, aes(gene, expr, fill=stage)) + geom_boxplot() + geom_text(aes(gene, y=max(d2$expr) * 1.1, 

label=pv$sigcode),data=pv, inherit.aes=F) + xlab(NULL)+ylab("")

})

fit<- survfit(Surv(days, Status) ~ Expression, data = svData)

ggsurvplot(fit, pval = TRUE,linetype = c("solid", "dashed"),  

           palette = c("red","blue"), 

           legend.title="", legend=c(0.7,0.9),legend.labs=c("H-exp","l-exp"),

           conf.int = F)  

library(pheatmap)

annotation_col = data.frame(type = Metagene)

rownames(annotation_col) = colnames(df.exp)

ann_col01s =  Metagene 

pheatmap(df.exp,cellwidth = 12, cellheight = 1.2, fontsize = 2,

         scale="row",  cluster_rows=F,cluster_cols=F,

         col01 = col01RampPalette(c("blue", "white", "red"))(255),

         show_colnames=F,show_rownames =F,annotation_col = annotation_col,

         annotation_row = annotation_row,annotation_col01s = ann_col01s,

         border_col01 = "NA",drop_levels = TRUE, show_rownames = T, show_colnames = T, main = NA,

        fontsize = 10, fontsize_row = fontsize, fontsize_col = fontsize,

        display_numbers = F, number_format = "%.2f","aa.png")

library(circlize)        

circos.par(start.degree = 90, gap.degree = 5, 

           track.margin = c(6,0.23), 

           cell.padding = c(0,0.8,0,0))

circos.initialize(factors = 22$22,

                  xlim = cbind(22$ge_Start, 22$ge_End))

circos.trackPlotRegion(ylim = c(0, 1), factors = col$aa, 

                       track.height = 0.05, 

                       panel.fun = function(x, y) {

                         name = get.cell.meta.data("sector.index") 

                         i = get.cell.meta.data("sector.numeric.index") ,

                         xlim = get.cell.meta.data("xlim")，ylim = get.cell.meta.data("ylim")                      

                         circos.text(x = mean(xlim), y = 1,labels = name,cex = 1.2,  

                                  niceFacing = TRUE,  facing = "bending", 

                                     adj = c(0.5, -2.5), font = 2.5)  

                         circos.rect(xleft = xlim[1], ybottom = ylim[1],

                                     xright = xlim[2], ytop = ylim[2],

                                     col = 22$col01[i],border = 22$col01[i])

for(i in 1:nrow(Links)){

  circos.link(sector.index1 = Links$ge_1[i], point1 = c(Links[i, 9]，Links[i, 0])

              sector.index2 = Links$ge_2[i], point2 = c(Links[i,3]，Links[i, 2])

              col = paste(Links$col01[i], "C9", sep = ""), border = FALSE, rou = 0.7)}

	
	CGGA 
	
	TCGA  

	Characteristic
	P
	HR
	95%CI
	
	P
	HR
	95%CI

	Univariate analysis
	
	
	
	
	
	
	

	Histology
	<0.0001
	5.840
	4.015-8.494
	
	<0.0001
	10.018
	7.112-14.112

	IDH
	<0.0001
	0.244
	0.170-0.350
	
	<0.0001
	0.112
	0.079-0.157

	CD68
	<0.0001
	1.761
	1.508-2.057
	
	<0.0001
	1.760
	1.555-1.993

	PD-1
	<0.0001
	2.429
	1.743-3.384
	
	<0.0001
	1.426
	1.296-1.570

	TIM-3
	<0.0001
	1.716
	1.460-2.017
	
	<0.0001
	1.645
	1.454-1.861

	Multivariate analysis
	
	
	
	
	
	
	

	Histology
	<0.0001
	3.465
	2.230-5.386
	
	<0.0001
	2.824
	1.811-4.406

	IDH
	0.001
	0.488
	0.319-0.746
	
	<0.0001
	0.230
	0.147-0.360

	CD68
	0.543
	1.096
	0.816-1.471
	
	0.099
	1.328
	0.948-1.860

	PD-1
	0.603
	1.155
	0.670-1.991
	
	0.963
	0.996
	0.859-1.156

	TIM-3
	0.353
	1.160
	0.848-1.588
	
	0.685
	0.940
	0.698-1.266


Supplementary Table

Table S1. Univariate and multivariate regression analyses for predicting overall survival of glioma in CGGA and TCGA datasets.
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Figure S1. CD68 could serve as a biomarker to predict IDH wild-type in glioma.
Abbreviations: CGGA, Chinese Glioma Genome Atlas; TCGA, Cancer Genome Atlas; ROC, receiver operator characteristic; AUC, areas under curve.
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Figure S2. The relationship between CD68 and inflammatory metagenes. (A) The heatmap of CD68 related inflammatory metagenes in TCGA cohort. (B) Correlogram of CD68 and inflammatory metagenes in TCGA cohort.
Abbreviations: TCGA, Cancer Genome Atlas.
