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Peach is a diploid (2n=2x=16, 265Mb) specie with a narrow genetic base due to its self-compatibility and long generation periods. Therefore
novel germplasm are continuously pursued for breeding purposes. A novel RADseq platform, based on a double restriction and a size selection
step for genome-complexity reduction, was developed. A collection, composed of 191 peaches and one plum genotype, was deeply
characterized with the genomic platform. The study of the genetic relationships uncovered unexpected similarity and sources of variability that
are scarcely used in breeding programs.
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-A novel RADseq platform was developed that allowed the identification of 113411 peach SNPs in total. chi  Ch2
-By a combination of analyses was demonstrated that “Cuaresmillo” (Argentinean feral) and Bolivian landraces shared genetic similarities that
could reflect a common origin. This source of variability, poorly represented in modern improved peaches, was harnessed in a genomic-driven
crosses designed to maximize segregation in the progeny.
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