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Feasibility of genomic prediction for brown rot (&It;i&gt;Monilinia&lt;/i&gt; spp.) resistance in peach.
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Multi-Locus Genome-Wide Association Studies Reveal Fruit Quality Hotspots in Peach Genome.
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Mameg and characterization QTLs for phenological traits in seven pedigree-connected peach 0.8 13
families. BMC Genomics, 2021, 22, 187. :

Identification and characterization of QTLs for fruit quality traits in peach through a multi-family
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Mapping QTLs for phytochemical compounds and fruit quality in peach. Molecular Breeding, 2020, 40,
1.
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Fine mapping and identification of a candidate gene for a major locus controlling maturity date in

19" peach. BMC Plant Biology, 2013, 13, 166.




