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Search for host defense markers uncovers an apple agglutination factor corresponding with fire 48 5
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Reference genes for gene expression analysis in the fungal pathogen Neonectria ditissima and their
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Title is missing!. , 2020, 15, e0238157.

Whole Genome Sequence Resource of the Asian Pear Scab Pathogen <i>Venturia nashicola</i>.
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Genetic control of i+4€farnesene production in apple fruit and its role in fungal pathogenesis. Plant
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Comparative analysis of the predicted secretomes of Rosaceae scab pathogens Venturia inaequalis and
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Variation in Host and Pathogen in the Neonectria/Malus Interaction; toward an Understanding of the

Genetic Basis of Resistance to European Canker. Frontiers in Plant Science, 2016, 7, 1365. 3.6 38
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Differ in Virulence. Genome Announcements, 2015, 3, .
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Proteogenomic Analysis of the <i>Venturia pirina</i> (Pear Scab Fungus) Secretome Reveals Potential a7 23
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Two novel Venturia inaequalis genes induced upon morphogenetic differentiation during infection

and in vitro growth on cellophane. Fungal Genetics and Biology, 2008, 45, 1329-1339.
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sp. cucurbitae race 2 Toward Cucurbita maxima and C. moschata. Molecular Plant-Microbe 2.6 44
Interactions, 1997, 10, 355-368.
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Gene inactivation in the plant pathogen Glomerella cingulata: three strategies for the disruption of
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