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<i>Brassica napus</i> genes <i>Rlm4</i> and <i>Rlm7</i>, conferring resistance to <i>Leptosphaeria
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Biotechnology Journal, 2022, 20, 1229-1231.
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28 QTL Genetic Mapping Study for Traits Affecting Meal Quality in Winter Oilseed Rape (Brassica Napus L.).
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Modelling of gene loss propensity in the pangenomes of three <i>Brassica</i> species suggests
different mechanisms between polyploids and diploids. Plant Biotechnology Journal, 2021, 19,
2488-2500.
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30 Fast-forward breeding for a food-secure world. Trends in Genetics, 2021, 37, 1124-1136. 6.7 82
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32 Genome-Wide Identification and Evolution of Receptor-Like Kinases (RLKs) and Receptor like Proteins
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33 Maize Yield Prediction at an Early Developmental Stage Using Multispectral Images and Genotype Data
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34 High-Throughput Genotyping Technologies in Plant Taxonomy. Methods in Molecular Biology, 2021,
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43 Effect of Leptosphaeria maculans Infection on Promoter DNA Methylation of Defence Genes in
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64 The transcriptional landscape of polyploid wheat. Science, 2018, 361, . 12.6 768

65 Shifting the limits in wheat research and breeding using a fully annotated reference genome. Science,
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