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Lessons learned about the biology and genomics of <i>Diaphorina citri</i> infection with
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transcriptome data. GigaScience, 2022, 11, .

Draft Genome Sequence Resource of the Citrus Stem-End Rot Fungal Pathogen <i>Lasiodiplodia
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9, 219.
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In Vitro Effects of Leaf Extracts from Brassica rapa on the Growth of Two Entomopathogenic Fungi.

Journal of Fungi (Basel, Switzerland), 2021, 7, 779. 35 2

The Effector Repertoire of the Hop Downy Mildew Pathogen Pseudoperonospora humuli. Frontiers in
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Florida. Plant Disease, 2020, 104, 2736. .
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Structure and Development, 2020, 54, 100915.

Quercus leaf extracts display curative effects against Candidatus Liberibacter asiaticus that restore
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Temporal and spatial detection of Candidatus Liberibacter asiaticus putative effector transcripts
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nQuire: a statistical framework for ploidy estimation using next generation sequencing. BMC
Bioinformatics, 2018, 19, 122.

Asian citrus psyllid stylet morphology and applicability to the model for inter-instar stylet
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Bioinformatic characterisation of the effector repertoire of the strawberry pathogen Phytophthora
cactorum. PLoS ONE, 2018, 13, e0202305.

Gene expression polymorphism underpins evasion of host immunity in an asexual lineage of the Irish

potato famine pathogen. BMC Evolutionary Biology, 2018, 18, 93. 3.2 4

Genomics analysis of Aphanomyces spp. identifies a new class of oomycete effector associated with

host adaptation. BMC Biology, 2018, 16, 43.

Arabidopsis late blight: infection of a nonhost plant by<i>Albugo laibachii</i>enables full

colonization by<i>Phytophthora infestans</i>. Cellular Microbiology, 2017, 19, e12628. 21 44
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Improved annotation of the insect vector of citrus greening disease: biocuration by a diverse
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Genome analyses of the sunflower pathogen Plasmopara halstedii provide insights into effector
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the Perception of Five Distinct RXLR Effectors. Molecular Plant-Microbe Interactions, 2012, 25, 910-919. 2.6 162



38

40

42

44

46

48

50

52

54

ARTICLE IF CITATIONS
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