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Supplementary Figure 2. Examples of scatter plots from the Fluidigm assay for 94 cabbage varieties.
a. The genotype of CQN02-11, chosen as one of ten core markers, produced precise and accurate
genotypes. b. The genotype of CQN27-46, chosen as 96 primer sets, produced precise and accurate
genotypes. The genotype of CPQ11-33, excluded from 96 primer sets, produced precise but inaccurate
genotypes. d. The genotype of CPQ25-46, excluded from 96 primer sets, produced inaccurate and
imprecise genotypes. The X and Y axes indicate HEX and FAM florescence, respectively. Red and green
dots indicate homozygous genotypes. Blue dots indicate heterozygous genotypes. Black dots indicate
no template control, while grey dots indicate an unknown genotype.



