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Figure S1 Cross-validation of SNP profiling between this study and prior SNP-seq datasets. 
Scatter plot depicting the correlation of log2 read counts across overlapping SNPs, including 903 SNPs from the present study and 374 SNPs from the previous SNP-seq dataset. A total of 116 SNPs were concordantly identified, highlighting the robustness and reproducibility of our SNP-calling strategy. 
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Figure S2 SNP–gene expression associations in prostate cancer. 
Boxplots demonstrating the significant correlation of risk variants with target gene expression in TCGA PRAD. Specifically, rs10901849 is associated with altered CTBP2 expression (a), and rs6883630 is associated with altered IRX4 expression (b). These results strengthen the functional interpretation of prostate cancer–associated loci. 
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[bookmark: _Hlk207797275]Figure S3 Clinical relevance of ODC1 expression in prostate cancer progression.
(a–d) Comparative analyses of ODC1 expression across normal, primary tumor, and metastatic samples in four independent cohorts: GSE62872 (a), Rld (b), GSE21034 (c), and GSE6811 (d). In all datasets, ODC1 expression was markedly elevated in tumors and further increased in metastases. (e–f) Subgroup analyses in TCGA PRAD demonstrate significantly higher ODC1 expression in patients with elevated PSA levels (e) and advanced T stage (f). All P-values were determined using the Kruskal–Wallis test. Together, these findings position ODC1 as a clinically relevant marker of aggressive disease. 
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Figure S4 ODC1 expression links to MYC-driven oncogenic programs. 
(a) Heatmap of Hallmark pathway GSVA scores in TCGA PRAD, ranked from low (left) to high (right) ODC1 expression, with pathways ordered by strength of correlation with ODC1. (b–c) GSEA analyses highlighting the top six pathways enriched in ODC1-high tumors. The MYC pathway (highlighted in red) emerged as the strongest association, underscoring the role of ODC1 as a downstream effector of MYC signaling in prostate cancer. 
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