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Figure S1. (A) Kaplan-Meier curve showed the prognosis of high- and low-risk patients. (B)
Calibration curves showed the prediction accuracy of the predictive risk model.
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Figure S2. GO and KEGG analysis of DEGs in the group (Tumor vs Normal). (A-B) GO and
KEGG analysis of 5,961 upregulated DEGs. (C-D) GO and KEGG analysis of 920 downregulated
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Figure S3. GO and KEGG analysis of DEGs in the group (GBM vs LGG). (A-B) GO and KEGG
analysis of 1,349 upregulated DEGs. (C-D) GO and KEGG analysis of 905 downregulated DEGs.
GBM: glioblastoma multiforme. LGG: low-grade glioma.
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Figure S4. Survival analysis of RDH10 in different glioma subtypes in TCGA, CGGA and
Gravendeel cohorts.
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Figure S5. Identification of hub genes for the functions of RDH10. (A) The Venn diagram showed
the overlapping genes of the top 20 genes using 5 different algorithms: Degree, Closeness,
Radiality, Betweenness, and Stress. (B) The scores of Degree, Closeness, Radiality, Betweenness,
and Stress in the 9 hub genes.



Age

IDH status

WT

Mut

1p/19q

codeletion

Non-codel

Codel

RDH10

698

688

246

442

691

520

171

698

1.066 (1.057 - 1.076)

Reference

0.116 (0.089 - 0.151)

Reference
0.225 (0.147 - 0.346)

1.535 (1.437 - 1.640)

<0.001

<0.001

<0.001

<0.001

1.035 (1.023 - 1.047)

Reference

0.388 (0.249 - 0.604)

Reference
0.518 (0.310 - 0.864)

1.022 (0.910 - 1.149)

<0.001

<0.001

0.012

0.710

Table S1. Univariate and multivariate Cox analysis of RDH10 and clinical features in TCGA

glioma cohort.



