Table S1. All tested genes (LOY vs Y-intact) with log2FC, p, FDR and significance flag; 371 DEGs.
Table S2. Univariate Cox screen of the 371 DEGs (coef/HR/p/FDR); 107 with raw p < 0.05, 3 with FDR < 0.05.
Table S3. 16-gene signature: L1-penalised and final-Cox coefficients and HRs.
Table S4. Per-tumour TCGA risk scores and groups.
Table S5. Risk-score vs immune-program associations.
Table S6. GSE31210 (mixed-sex) validation risk scores and groups.
Table S7. LOY threshold sensitivity (20/25/30% cuts): DEG counts and Jaccard overlap.
Table S8. Pooled out-of-fold cross-validated risk scores per tumour.
Table S9. Multivariable Cox: stage/age-adjusted hazard ratios.
Table S10. Per-tumour risk score, proliferation meta-score, stage and age.
Table S11. Transcriptional vs genomic LOY concordance (per-tumour MSY score and chrY copy number).
Table S12. Per-tumour ABSOLUTE tumour purity and ploidy by group.
Table S13. Signature-gene selection frequency across the 25 CV folds.
Table S14. Cross-validated C-index with bootstrap 95% CI and L1-penalty (λ) sensitivity, including nested inner-CV λ selection.
Table S15. GSE31210 male-subset validation risk scores and groups.

