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Fig. S1 SNP density plot depicting the SNP distribution along the 12 chromosomes. The different colour shades in the legend represent density of SNPs per Mb region along the genome
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Fig. S2 Linkage disequilibrium decay across the entire genome in 258 O. nivara accessions
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Fig. S3 Protein-protein interaction network of Os05g0295200 (A0A0P0WK68, red circle in the centre). The nodes indicate the protein interactors
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