Figure legend
Supplementary Figure 1. Standardization of glioma samples from Renji cohort. (A) RSD of glioma samples, (B) Sample tree, (C) Normalized Proteins Expression of glioma samples, (D) Original Proteins Expression of glioma samples, (E) Normalized Protein Density of glioma samples, (F) Original Protein Density of glioma samples.

Supplementary Figure 2. Functional analysis of dysregulated proteins in glioma samples. (A) Biological processes (BP), Molecular Function (MF) and Cellular Component (CC) of downregulated proteins, (B) Biological processes (BP), Molecular Function (MF) and Cellular Component (CC) of upregulated proteins, (C) KEGG enrichment of downregulated proteins, (D) KEGG enrichment of upregulated proteins, (E) PPI genes of glioma samples, (F) PPI query of glioma samples.

Supplementary Figure 3. Overlapping analysis of Renji cohort and TCGA dataset.

Supplementary Figure 4. Prognostic value of the 6-protein risk model. (A) Heatmap in the TCGA database, (B) Risk score curves in the TCGA database, (C) Dot diagrams in the TCGA database, (D) K–M survival curves in the TCGA database, (E) Comparison of prognostic accuracy between the signature and clinical characteristics, (F) Time-dependent ROC curve at 1, 3, and 5 years, (G) Classifications of sample in TCGA database, (H) K–M survival curves in different classifications of glioma samples.

Supplementary Figure 5. The Kaplan–Meier survival analysis for the 6 proteins in the risk model. (A) The KM curve of BAX, (B) The KM curve of COG3, (C) The KM curve of IGFBP2, (D) The KM curve of MSH2, (E) The KM curve of SOX2, (F) The KM curve of VAV1.

Supplementary Figure 6. ROC analysis of 8-IRDEGs signature. (A) ROC analysis of 8-IRDEGs signature on OS at 0.5- (I), 0.75- (J), and 1-year (K) follow-up. (person correlation analysis, AUC, area under ROC curve), (B) Comparison of prognostic accuracy between the signature and clinical characteristics at 0.5-year. (C) Comparison of prognostic accuracy between the signature and clinical characteristics at 0.75-year. (D) Comparison of prognostic accuracy between the signature and clinical characteristics at 1-year.

Supplementary Figure 7. Differential analysis of innate immune cells between the two risk groups. (A) Eosinophils, (B) Mast cells activated, (C) Mast cells resting, (D) Monocytes, (E) Differential expression of all immune cells between high and low risk groups.

Supplementary Figure 8. The Kaplan-Meier survival analysis for innate immune functions. (A) The KM curve of the aDCs, (B) The KM curve of the APC-co-inhibition, (C) The KM curve of the APC-co-stimulation (D) The KM curve of the CCR, (E) The KM curve of the check-point, (F) The KM curve of the Cytolytic activity, (G) The KM curve of the DCs, (H) The KM curve of the HLA, (I) The KM curve of the iDCs, (J) The KM curve of the inflammation-promoting, (K) The KM curve of the Macrophage, (L) The KM curve of the Mast cells, (M) The KM curve of the MHC class I, (N) The KM curve of the Neutrophils, (O) The KM curve of the NK cells, (P) The KM curve of the Parainflammation. (Q) The KM curve of the pDCs. (P-values were calculated using the log-rank test. HR, hazard ratio)

Supplementary Figure 9. The difference of immune functions between the high-risk and low-risk subgroups.

Table legend
Table S1. Protein expression of Renji cohort
Table S2. Protein quantitation
Table S3. Risk score of each protein
Table S4. Risk score of each sample in TCGA database

