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New insights into flowering date in <i>Prunus</i>: fine mapping of a major QTL in sweet cherry.
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Fine tuning of hormonal signaling is linked to dormancy status in sweet cherry flower buds. Tree
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Multi-year analyses on three populations reveal the first stable QTLs for tolerance to rain-induced
fruit cracking in sweet cherry (Prunus avium L.). Horticulture Research, 2021, 8, 136.

Comparison of structure analyses and core collections for the management of walnut genetic
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3D characterization of walnut morphological traits using X-ray computed tomography. Plant
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Association and linkage mapping to unravel genetic architecture of phenological traits and lateral
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ChIP-seq and RNA-seq for complex and low-abundance tree buds reveal chromatin and expression
co-dynamics during sweet cherry bud dormancy. Tree Genetics and Genomes, 2020, 16, 1.

Genome-Wide Association Study Reveals Candidate Genes Involved in Fruit Trait Variation in Persian

Walnut (Juglans regia L.). Frontiers in Plant Science, 2020, 11, 607213. 3.6 12

The walnut genetic resources of INRA: chronological phenotypic data and ontology. BMC Research
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A fruit firmness QTL identified on linkage group 4 in sweet cherry (Prunus avium L.) is associated with
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Prunus genetics and applications after de novo genome sequencing: achievements and prospects.
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From bud formation to flowering: transcriptomic state defines the cherry developmental phases of
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Yield potential definition of the chilling requirement reveals likely underestimation of the risk of
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Analysis of genetic diversity and structure in a worldwide walnut (Juglans regia L.) germplasm using
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Bud Dormancy in Perennial Fruit Tree Species: A Pivotal Role for Oxidative Cues. Frontiers in Plant p 133
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Integrated QTL detection for key breeding traits in multiple peach progenies. BMC Genomics, 2017, 18,
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Identifying SNP markers tightly associated with six major genes in peach [Prunus persica (L.) Batsch]
using a high-density SNP array with an objective of marker-assisted selection (MAS). Tree Genetics and 1.6 28
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Genetic diversity, linkage disequilibrium, population structure and construction of a core collection
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New Insights into Fruit Firmness and Weight Control in Sweet Cherry. Plant Molecular Biology
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flowering date dissected into chilling and heat requirements. New Phytologist, 2014, 202, 703-715. 73 104

Fruit size QTL identification and the prediction of parental QTL genotypes and breeding values in
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Rosaceae conserved orthologous sequences marker polymorphism in sweet cherry germplasm and
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Map-based Cloning of Single Gene Traits and Quantitative Traits. , 2012, , 212-243.
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Characterization of the RMja gene for resistance to root-knot nematodes in almond: spectrum,
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Development and mapping of peach candidate genes involved in fruit quality and their transferability
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Phenotypic and fine genetic characterization of the D locus controlling fruit acidity in peach. BMC p 53
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