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Supplementary Fig. 1. Frequency distribution of raw TRW values before rank-based inverse normal transformation.

Supplementary Fig. 2. Genome-wide association analyses of total root weight (TRW) in 110 temperate japonica (TEJ) rice cultivars. 
Manhattan plots obtained using FarmCPU, BLINK, and MLM are presented from top to bottom. Each panel shows the -log10(P) values 
of SNPs across the 12 rice chromosomes. Red arrows indicate association signals detected near the qTRW7 region on chromosome 
7. Horizontal dotted lines indicate the genome-wide significance threshold.




