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[bookmark: OLE_LINK120][bookmark: OLE_LINK121]Fig S1. Quality test of genome sequencing, and the population structure and kinship of 795 O. sativa (rice) accessions. (A) The missing data rates of all 15,133,187 SNPs detected in our population. (B) Genetic structure of the panel analyzed using 154,516 SNPs with missing rates ≤ 50%, minor allele frequencies ≥ 5% and r2 of linkage disequilibrium (LD) ≤ 0.3. (C) Cross-validation plot. (D) The Kinship matrix. Kinship was performed using 3.3 million SNPs with missing data rates ≤ 50% and minor allele frequencies ≥ 5%. 
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