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chromosome-scale assembly and contiguity. BMC Genomics, 2017, 18, 225. :

Tracing the ancestry of modern bread wheats. Nature Genetics, 2019, 51, 905-911.

The Maize Golden2 Gene Defines a Novel Class of Transcriptional Regulators in Plants. Plant Cell, 6.6 200
2001, 13, 1231-1244. :
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Integrated QTL detection for key breeding traits in multiple peach progenies. BMC Genomics, 2017, 18,
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Genetic variants of HvCbf14 are statistically associated with frost tolerance in a European germplasm
collection of Hordeum vulgare. Theoretical and Applied Genetics, 2009, 119, 1335-1348.

Saturating the Prunus (stone fruits) genome with candidate genes for fruit quality. Molecular 01 53
Breeding, 2011, 28, 667-682. ’

Cross Talk between the KNOX and Ethylene Pathways Is Mediated by Intron-Binding Transcription
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Exome sequences and multid€environment field trials elucidate the genetic basis of adaptation in barley.
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Genetic dissection of fruit weight and size in an F2 peach (Prunus persica (L.) Batsch) progeny.
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Developmental expression of glutathione-S-transferase in maize and its possible connection with 12 45
herbicide tolerance. Euphytica, 1993, 67, 221-230. :

Genome-enabled predictions for fruit weight and quality from repeated records in European peach
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Candidate genes for barley mutants involved in plant architecture: an in silico approach. Theoretical
and Applied Genetics, 2006, 112, 1073-1085.

Meta-QTL and ortho-MQTL analyses identified genomic regions controlling rice yield, yield-related

traits and root architecture under water deficit conditions. Scientific Reports, 2021, 11, 6942. 3.3 1

Integrating cereal genomics to support innovation in the Triticeae. Functional and Integrative
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Characterization of Glutathione S-Transferase Isoforms in Three Maize Inbred Lines Exhibiting
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Expression profiling of genes involved in the formation of aroma in two peach genotypes. Plant
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Genetics of barley tiller and leaf development. Journal of Integrative Plant Biology, 2019, 61, 226-256. 8.5 33

Genetics of Barley Hooded Suppression. Genetics, 2004, 167, 439-448.
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Isolation, promoter analysis and expression profile of Dreb2 in response to drought stress in wheat
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Molecular analysis and mapping of two genes encoding maize glutathione S-transferases (GST I and) Tj ETQq0 0 0 tgBT IOverlgck 10 Tf .

Gene and Genome Changes During Domestication of Cereals., 2004, , 165-198.

Patterns and symmetries in leaf development. Seminars in Cell and Developmental Biology, 2001, 12,

363-372. 5.0 13
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Genetic and phenotypic analyses reveal major quantitative loci associated to fruit size and shape
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