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[bookmark: _Hlk90026049]Fig. S1 Population structure analyses of 747 rice accessions.
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[bookmark: _Hlk90026141]Fig. S2 Quantile-quantile plots for the GWAS in full population using GLM, MLM and FarmCPU.


[image: ]
Fig. S3 Quantile-quantile plots for the GWAS in indica population using GLM, MLM and FarmCPU.
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[bookmark: _Hlk90026239]Fig. S4 Quantile-quantile plots for the GWAS in japonica population using GLM, MLM and FarmCPU.
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[bookmark: _Hlk90026249]Fig. S5 GWAS results of RBLS in different populations using MLM. Manhattan plots for the GWAS in full (a), indica (b), and japonica (c) using MLM. The red and black genes show known genes and candidate genes involving in the RBLS mentioned in the text, respectively. A dotted horizontal line for each figure indicates the significance threshold (P = 10−5).
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[bookmark: _Hlk90026261]Fig. S6 GWAS results of RBLS in different populations using GLM. Manhattan plots for the GWAS in full (a), indica (b), and japonica (c) using GLM. The red and black genes show known genes and candidate genes involving in the RBLS mentioned in the text, respectively. A dotted horizontal line for each figure indicates the significance threshold (P = 10−5).
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[bookmark: _Hlk90026284]Fig. S7 Pathway enrichment of the cloned genes for RBLS.
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Fig. S8 Pathway enrichment of the candidate genes for RBLS.
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