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Figure S2: Manhattan plot for genome-wide association analysis (GWAS) of nutrients (a: chlorophyll a; b:
chlorophyll b; c: nitrate; d: soluble sugar; e: Mn; f: Cu; and g: Fe) content in spinach using GLM and FarmCPU
models. The horizontal and vertical axes represent the genomic position of the SNP and the association power for

each SNP, respectively, with the trait expressed as —logio(P). The dashed line shows the Bonferroni-corrected

genome-wide threshold.



