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Secretome Analysis of Clavibacter nebraskensis Strains Treated with Natural Xylem Sap In Vitro
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Misoprostol treatment prevents hypoxia-induced cardiac dysfunction through a 14-3-3 and PKA
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The role of reactive oxygen species in the virulence of wheat leaf rust fungus <i>Puccinia
triticina</i>. Environmental Microbiology, 2020, 22, 2956-2967.

Redox signalling from NADPH oxidase targets metabolic enzymes and developmental proteins in

<i>Fusarium graminearumc</i>. Molecular Plant Pathology, 2019, 20, 92-106. 42 13

Temporal Quantitative Changes in the Resistant and Susceptible Wheat Leaf Apoplastic Proteome
During Infection by Wheat Leaf Rust (Puccinia triticina). Frontiers in Plant Science, 2019, 10, 1291.

Proteomic analyses of the cyanobacterium Arthrospira (Spirulina) platensis under iron and salinity

stress. Environmental and Experimental Botany, 2018, 147, 63-74. 4.2 29

Phosphoproteomics Analysis for Probing Plant Stress Tolerance. Methods in Molecular Biology, 2017,
1631, 181-193.

Identification and characterization of a serine protease from wheat leaves. European Journal of Plant 17 ;
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A review of wheat leaf rust research and the development of resistant cultivars in Canada. Canadian
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Proteome of monoclonal antibody-purified haustoria from<i>Puccinia triticina</i>Race-1. Proteomics, 99 29
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Advances in plant proteomics toward improvement of crop productivity and stress resistancex.
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Proteomic profiling reveals insights into Triticeae stigma development and function. Journal of 48 10
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Integrated analysis of seed proteome and <scp>mRNA</scp> oxidation reveals distinct
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Modulating protein function through reversible oxidation: Redoxa€mediated processes in plants
revealed through proteomics. Proteomics, 2013, 13, 579-596.

A decade of plant proteomics and mass spectrometry: Translation of technical advancements to food
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Towards Systems Biology of Mycotoxin Regulation. Toxins, 2013, 5, 675-682.

Wheat seed proteins regulated by imbibition independent of dormancy status. Plant Signaling and 9.4 5
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The beginnings of crop phosphoproteomics: exploring early warning systems of stress. Frontiers in
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Developmental and seed aging mediated regulation of antioxidative genes and differential expression
of proteins during pre- and post-germinative phases in pea. Journal of Plant Physiology, 2012, 169, 3.5 47
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Proteomics and plant disease: Advances in combating a major threat to the global food supply.
Proteomics, 2012, 12, 673-690.

Functional genomic approaches in cereal rusts. Canadian Journal of Plant Pathology, 2012, 34, 3-12. 14 5

Redoxa€sensitive proteome and antioxidant strategies in wheat seed dormancy control. Proteomics,
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Proteome analysis of wheat leaf rust fungus, <i>Puccinia triticina</i>, infection structures enriched 99 62
for haustoria. Proteomics, 2011, 11, 944-963. :
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TAB2, a nucleoside diphosphate protein Rinase, is a component of the tMEK2 disease resistance pathway

in tomato. Physiological and Molecular Plant Pathology, 2008, 73, 33-39. 2.5 12
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Early Generation 12-Glucan Selection in Oat Using a Monoclonal Antibody-Based Enzyme-Linked

Immunosorbent Assay. Cereal Chemistry, 2006, 83, 510-512.
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