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Transcription factor lineages in plant-pathogenic fungi, connecting diversity with fungal virulence.
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Identification and cross-validation of genetic loci conferring resistance to Septoria nodorum blotch
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North-Western Europe shows co-infection is widespread. European Journal of Plant Pathology, 2021,
160, 949-962.
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GWAS analysis reveals distinct pathogenicity profiles of Australian Parastagonospora nodorum
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An optimized sporulation method for the wheat fungal pathogen Pyrenophora tritici-repentis. Plant 43 5
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Gene Validation and Remodelling Using Proteogenomics of Phytophthora cinnamomi, the Causal Agent a5 3
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Genetic mapping using a wheat multi-founder population reveals a locus on chromosome 2A
controlling resistance to both leaf and glume blotch caused by the necrotrophic fungal pathogen
Parastagonospora nodorum. Theoretical and Applied Genetics, 2020, 133, 785-808.

A specific fungal transcription factor controls effector gene expression and orchestrates the
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Genomea€Wide Association Mapping of Resistance to Septoria Nodorum Leaf Blotch in a Nordic Spring
Wheat Collection. Plant Genome, 2019, 12, 180105.
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Novel sources of resistance to Septoria nodorum blotch in the Vavilov wheat collection identified by
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Assessing EuroEean Wheat Sensitivities to Parastagonospora nodorum Necrotrophic Effectors and

Fine-Mapping the Snn3-B1 Locus Conferring Sensitivity to the Effector SnTox3. Frontiers in Plant
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Functional redundancy of necrotrophic effectors € consequences for exploitation for breeding.
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Fine-Mapping the Wheat <i>Snnl<[i> Locus Conferring Sensitivity to the <i>Parastagonospora
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Absence of detectable yield penalty associated with insensitivity to <scp>P</scp>leosporales
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Proteinaceous necrotrophic effectors in fungal virulence. Functional Plant Biology, 2010, 37, 907.
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