Supplementary Figure legends

[bookmark: _GoBack]Supplementary Figure 1. Expression of BAZ2B gene across various cancer types.
A. Paired cancer/adjacent normal samples from the TCGA database were used to evaluate the pan-cancer expression of BAZ2B. *: P<0.05; **: P<0.01; ***: P<0.001. A P-value<0.05 was considered statistically significant. "ns" indicates no statistical significance.
B. For TCGA datasets of BLCA, BRCA, KICH, LUAD, LUSC, PRAD, THCA, and UCEC, corresponding normal tissues from the GTEx database were used as controls. *: P<0.05;**: P<0.01; ***: P<0.001. A P-value<0.05 was considered statistically significant. "ns" indicates no statistical significance.

Supplementary Figure 2. Expression of BAZ2B protein in different tumors.
A–C. The relationship between BAZ2B expression levels and pathological stages was explored using the UALCAN database.
D–E. Differences in BAZ2B protein phosphorylation levels between tumor and normal tissues in BRCA and HNSC were analyzed using the CPTAC module. *: P<0.05; **: P<0.01; ***: P<0.001.

Supplementary Figure 3. Promoter methylation and mutational characteristics of the BAZ2B gene in tumor tissues.
Mutation sites, types, and corresponding case numbers in TCGA.

Supplementary Figure 4. Correlation analysis between BAZ2B expression and tumor-infiltrating immune cells.
Associations between BAZ2B expression and immune cell infiltration in BLCA, BRCA, HNSC, LUAD, and UCEC.
Supplementary Figure 5. Enrichment analysis of BAZ2B-related genes.
A–B. KEGG (Kyoto Encyclopedia of Genes and Genomes) and GO (Gene Ontology) enrichment analyses of BAZ2B and its related genes. *: P<0.05; **: P<0.01; ***: P<0.001. A P-value<0.05 was considered statistically significant.
'Supplementary Figure 6. Original Blot Images

