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The Genetic Basis of Composite Spike Form in Barley and &€ Miracle-Wheata€™. Genetics, 2015, 201, 155-165. 2.9
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Expression profiling of genes involved in the formation of aroma in two peach genotypes. Plant
Biology, 2013, 15, 443-451.

Fine mapping and identification of a candidate gene for a major locus controlling maturity date in 3.6 113
peach. BMC Plant Biology, 2013, 13, 166. :

Genetic dissection of aroma volatile compounds from the essential oil of peach fruit: QTL analysis
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