Figure S1. Number of loci (left) and accessions (right) with missing DArT data. Lines show cumulative percentage.
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Figure S2. Cumulative assignment of carrot accessions to clusters with increasing probability of clustering assuming
K=3, based on a Bayesian approach.
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Figure S3. Venn diagram showing distribution of the 900 DArT markers in the three carrot gene pools — Eastern cultivated (cluster 1),
Western cultivated (cluster 2), and wild (cluster 3), represented by purple, orange, and green circles, respectively.
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