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A high-density, multi-parental SNP genetic map on apple validates a new mapping approach for
outcrossing species. Horticulture Research, 2016, 3, 16057 77 52

A QTL detected in an interspecific pear population confers stable fire blight resistance across
different environments and genetic backgrounds. Molecular Breeding, 2016, 36, 1

Genotyping-by-sequencing in an orphan plant species Physocarpus opulifolius helps identify the 5
evolutionary origins of the genus Prunus. BMC Research Notes, 2016, 9, 268 34

Development and validation of the Axiom(d ) Apple480K SNP genotyping array. Plant Journal, 2016
, 86, 62-74

Candidate gene expression profiling reveals a time specific activation among different harvesting
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108 RESISTANCE TRAITS IN GRAPEVINE HYBRIDS. Acta Horticulturae, 2015, 113-121 °3 3

Accuracy and responses of genomic selection on key traits in apple breeding. Horticulture Research,
2015, 2, 15060

Exploration of alternative splicing events in ten different grapevine cultivars. BMC Genomics, 2015,
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Fast and cost-effective genetic mapping in apple using next-generation sequencing. G3: Genes,
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