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Supplementary Figure s1. Heatmap of genomic relationships among 318 safflower accessions (subset from the previous publication, Zhao et al. 2021). Blue indicates less related, while orange means more related.
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Supplementary Figure s2. Scatter plot of pairwise LD (r2) decay between SNPs positioned in the same pseudochromosomes with physical distance between SNPs (kilobases) for each locus (grey dots) and the average for each set of SNPs within 200kb distance (black dots). 
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Supplementary Fig s3. Left, QQ plot for PR, SW, YP, DF and PH at the four trial sites. Right, negative Log10 p-values plotted against all SNP across the four sites. Blue line indicates the threshold of significance for MLM-GWAS method (upper), and SNP effects for the traits in the BayesR method (lower). SNPs are sorted according to physical position in 12 pseudochromosomes and are in the same order for each of the four trial sites.
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Supplementary Fig s4. Heatmap plot of pairwise LD between significant associated SNPs for each trait. Darker colour indicates higher LD between SNPs.
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