Supplementary Tables
Table S1. BLUEs of yield-related traits for 296 mungbean accessions across multi-environment and individual environment trials.
Table S2. Broad-sense heritability (H²), genetic variance (Vg), and residual variance (Ve) of yield-related traits estimated for each environment.
Table S3. Bonferroni-significant marker–trait associations identified by GWAS for yield-related traits across environments.
Table S4. Summary of candidate genes identified within ±200 kb of Bonferroni-significant SNPs associated with yield-related traits.
Table S5. Complete list of candidate genes located within ±200 kb of Bonferroni-significant SNPs associated with yield-related traits.
Table S6. Genomic prediction accuracy for yield-related traits across marker densities using multi-environment BLUEs.
Table S7. Comparison of prediction accuracy between single-trait and multi-trait genomic selection models across different marker densities.
Table S8. Genomic prediction accuracy of yield-related traits across environments using 5,000 SNPs.


