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Fig. S1. Genome size estimation using Jellyfish with the distribution of the number
of distinct kmers (kmer = 17) with the given multiplicity values.
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Fig. S7. Base variants density on the Eustoma genome. The variants were identified with nine Eustoma varieties, and the
density (variants /kb) was calculated in each 500kb windows.
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Fig. S8. A phylogenetic tree of nine Eustoma varieties based on 254,205 variants.



