Supplementary

Table S1 Primers for real-time PCR

Genes Primers (5'-3')
ANXA5

F AGCGGGCTGATGCAGAAAC

R ACTTCGGGATGTCAACAGAGT
TM7SF2

F CAGCATGAAGCCAAACCC

R TCTGTGAACTGCGACCCG

Humen-GAPDH
F GGAAGCTTGTCATCAATGGAAATC
R TGATGACCCTTTTGGCTCCC

F, forward; GAPDH, glyceraldehyde 3-phosphate dehydrogenase; PCR, polymerase chain reaction; R, reverse.

.
1
pvalue Hazard ratio :
TM7SF2 <0.001 0.505(0.381-0.671) HH
ALDOC <0.001 0.644(0.565-0.734) - :
ANXAS <0.001 2.638(2.116-3.293) I —a—
ATF5 <0.001 2.127(1.694-2.671) : —a—
CPEB2 <0.001 1.834(1.465-2.554) 1 —a—
NIBAN1 <0.001 1.532(1.341-1.749) : [ |
GPX8 <0.001 1.449(1.320-1.590) | -
GUSB <0.001 2.989(2.219-4.027) : —
LGALS3 <0.001 1.511(1.317-1.734) ! .
PDK3 <0.001 1.617(1.318-1.983) : —-—
PLAUR <0.001 1.856(1.441-1.902) : -
PLSCR1 <0.001 1.948(1.660-2.287) 1 =
S100A11 <0.001 1.695(1.450-1.982) : =
TNFRSF12A <0.001 1.591(1.425-1.776) ] He
CYP27A1 <0.001 1.626(1.353-1.954) : —a—
SOAT1 <0.001 2.392(1.778-3.218) 1 —a
ANXA2 <0.001 1.570(1.375-1.792) : HaH
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Figure S1 Forest plot of CMRGs in glioma based on univariate Cox regression. CMRGs, cholesterol metabolism-related genes.
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Figure S2 Validation of the prognostic risk model through Kaplan-Meier survival analysis and time-dependent ROC curves. (A) OS curve
for the high- and low-risk groups in the TCGA cohort. (B) Time-dependent ROC curve of risk score. (C) Survival curve of the CRMGs risk
model in high- and low-risk groups in the CGGA cohort. (D) Time-dependent ROC analysis of CMRGs. (E) Patients in the CGGA dataset
were divided into high- and low-risk groups according to the increasing CMRG (upper). Heatmap of the modeling genes expression in high-
and low-risk groups (below). AUC, area under the curve; CGGA, Chinese Glioma Genome Atlas; CMRGs, cholesterol metabolism-related
genes; OS, overall survival; ROC, receiver operating characteristic; TCGA, The Cancer Genome Atlas.
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