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Transposon insertion libraries for the characterization of mutants from the Riwifruit pathogen
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Hemiberlesia lataniae (Hemiptera: Diaspididae). Genomics Data, 2016, 7, 281-283. 1.3 1
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Characterisation, evolutionary trends and mapping of putative resistance and defence genes in
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Genomic Analysis of the Kiwifruit Pathogen Pseudomonas syringae pv. actinidiae Provides Insight into
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Using fundamental knowledge of induced resistance to develop control strategies for bacterial
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GRAS proteins: the versatile roles of intrinsically disordered proteins in plant signalling. Biochemical 3.7 136
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Revision of the Nomenclature of the Differential Host-Pathogen Interactions of<i>Venturia
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A functionally required unfoldome from the plant kingdom: intrinsically disordered N-terminal
domains of GRAS proteins are involved in molecular recognition during plant development. Plant 3.9 135
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Genome mapping of three major resistance genes to woolly apple aphid (Eriosoma lanigerum Hausm.).
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Gene inactivation in the plant pathogen Glomerella cingulata: three strategies for the disruption of
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Integration of vectors by homologous recombination in the plant pathogen Glomerella cingulata. 17 2
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gene and cDNA from the plant pathogenic fungus Glomerella cingulata. Gene, 1992, 122, 225-230. 2.2 285
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polymorphic DNA. Current Genetics, 1991, 20, 391-396.
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