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Figure S1. SNP density map for rice chromosomes.
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Figure S2. Manhattan map of genome-wide association analysis of rice ETN at
different nitrogen levels
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Figure S3. Regional Manhattan plots and linkage distribution (LD) heatmap of
050220550300 and Os02g0550700.
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Figure S4. Regional Manhattan plots and linkage distribution (LD) heatmap of
Os04g0615700 and Os04t06163000.
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Figure S5. Quantile—quantile plots for GWAS of effective tillering number



