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Genetic Characterization of Multiple Components Contributing to Fusarium Head Blight Resistance of
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Weighted gene co-expression network analysis unveils gene networks associated with the Fusarium
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Genetic characterization of type Il Fusarium head blight resistance derived from transgressive
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High density genetic mapping of Fusarium head blight resistance QTL in tetraploid wheat. PLoS ONE,

2018, 13, e0204362. 2.5 43
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Head Blight in Wheat. Frontiers in Microbiology, 2016, 7, 910. :
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Metabolic Biomarker Panels of Response to Fusarium Head Blight Infection in Different Wheat 05 33
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Synchrotron based phase contrast X-ray imaging combined with FTIR spectroscopy reveals structural
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‘Fh-level expression of sugar inducible gene2 (HSI2) is a negative regulator of drought stress 3.6 1
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Arabidopsis Clade | TGA Factors Regulate Apoplastic Defences against the Bacterial Pathogen
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NPR1 enhances the DNA binding activitg of the<i>Arabidopsis</i>bZIP transcription factor TGA7This
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Transgenic increases in seed oil content are associated with the differential expression of novel
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Development of a <i>Brassica</i> seed cDNA microarray. Genome, 2008, 51, 236-242. 2.0 25
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The Coactivator Function of Arabidopsis NPR1 Requires the Core of Its BTB/POZ Domain and the
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Systemic Acquired Resistance in Canola Is Linked with Pathogenesis-Related Gene Expression and 9.9 38
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In vivo biochemical characterization of transcription factors regulating plant defense response to
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Transcription Factors Regulating Plant Defense Responses. , 2006, , 159-205.
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Comparison of Transcript Profiling on Arabidopsis Microarray Platform Technologies. Plant
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An Arabidopsis NPR1-like gene, NPR4, is required for disease resistance. Plant Journal, 2004, 41, 304-318.
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The Arabidopsis NPR1 Disease Resistance Protein Is a Novel Cofactor That Confers Redox Regulation of
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Characterization of anAGAMOUShomologue from the conifer black spruce (Picea mariana) that
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Biology, 1991, 17, 837-851.




