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Figure S2. Haplotype analysis of candidate genes. (a) Schematic representation of the gene structure and SNP
positions in Os01g0111400. (b) Results of haplotype analysis of Os01g0111400. Yellow and blue blocks and gray
lines indicate exons, untranslated regions, and intron regions, respectively. Black vertical bars represent SNPs and
InDel regions. Hap: haplotype. Letters a and b represent significant differences at *P < 0.05 (Duncan’s test).



