		Supplementary Material
[image: ]
[bookmark: _Hlk110632075]Supplementary Figure 1. (A) Three outlier samples were removed to perform WGCNA. (B-E) β=4 (scale-free R2=0.91) as the optimal soft threshold to construct a scale-free network. (F-G) Fusing modules with dissimilarity less than 0.25, the dynamic tree-cutting method identified 14 gene co-expression modules. (H) The number of genes included in each module.
[image: ]
[bookmark: _Hlk110632120]Supplementary Figure 2. (A-C) GO, KEGG, REACTOME enrichment analysis of genes in PRKCB-high group in GSE17536 cohort. 
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[bookmark: _Hlk110632159][bookmark: _Hlk110633138]Supplementary Figure 3. (A-B) Differences in the expression of MHC between PRKCB-high and -low group and correlation between PRKCB and MHC in GSE17536 cohort. (C) Differences in the expression of chemokines and receptors between PRKCB-high and -low group in GSE17536 cohort. (D-E) Differences in the expression of immunoinhibitors between PRKCB-high and -low group; Correlation between PRKCB and immunoinhibitors in GSE17536 cohort. (F) Differences in the expression of costimulatory molecules between PRKCB-high and -low group in GSE17536 cohort. The color and the values denote the Spearman correlation coefficient. *p < 0.05, **p ≤ 0.01, and ***p ≤ 0.001.
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Supplementary Figure 4. (A-D) Differences in ESTIMATE Score of GSE17536 cohort, Stromal Score, Immune Score, and Tumor Purity Score between PRKCB-high and -low group by means of the ESTIMATE package. (E-H) Correlation between PRKCB and scores including ESTIMATE Score, Stromal Score, Immune Score, and Tumor Purity Score in GSE17536 cohort applying the ESTIMATE package. (I) Rows denote immune cells, and columns represent samples (red: high infiltration level; blue: low infiltration level) in the clustering heatmap in GSE17536 cohort. (J) Correlation between TIICs (TIMER algorithm) and PRKCB expression level in GSE17536 cohort. The color and the values denote the Spearman correlation coefficient. *p < 0.05, **p ≤ 0.01, and ***p ≤ 0.001.
[image: ]
Supplementary Figure 5.The high expression of PRKCB promotes the migration and infiltration of immune cells by regulating multiple steps of the tumor immune cycle. 
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