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35 A Highâ€•Resolution Map of Wheat <i>QYr.ucwâ€•1BL</i>, an Adult Plant Stripe Rust Resistance Locus in the
Same Chromosomal Region as <i>Yr29</i>. Plant Genome, 2019, 12, 180055. 1.6 24

36 Registration of the Triticeaeâ€•CAP Spring Wheat Nested Association Mapping Population. Journal of
Plant Registrations, 2019, 13, 294-297. 0.4 16



4

Jorge Dubcovsky

# Article IF Citations

37 Wheat <i>VRN1</i>, <i>FUL2</i> and <i>FUL3</i> play critical and redundant roles in spikelet
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42 Cloning of the wheat Yr15 resistance gene sheds light on the plant tandem kinase-pseudokinase family.
Nature Communications, 2018, 9, 3735. 5.8 204
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Reveal Hidden Variation in Polyploid Wheat. Annual Review of Genetics, 2017, 51, 435-454. 3.2 100
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72 Distribution and haplotype diversity of WKS resistance genes in wild emmer wheat natural
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