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How reversible are the effects of silver nanoparticles on macrophages? A proteomic-instructed view.
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Glutathione and transpiration as key factors conditioning oxidative stress in Arabidopsis thaliana
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Uranium perturbs signaling and iron uptake response in Arabidopsis thaliana roots. Metallomics, 2014,
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Evidence for functional interaction between brassinosteroids and cadmium response in Arabidopsis
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Exploring the Plant Response to Cadmium Exposure by Transcriptomic, Proteomic and Metabolomic
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Influence of uranium speciation on its accumulation and translocation in three plant species: Oilseed

rape, sunflower and wheat. Environmental and Experimental Botany, 2012, 77, 96-107. 4.2 79



20

22

24

26

28

30

32

34

36

JACQUES BOURGUIGNON

ARTICLE IF CITATIONS

Investigating the plant response to cadmium exposure by proteomic and metabolomic approaches.
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Evidence for the Existence in Arabidopsis thaliana of the Proteasome Proteolytic Pathway. Journal of
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Metabolomic investigation of the response of the model plant Arabidopsis thaliana to cadmium
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The Arabidopsis Putative Selenium-Binding Protein Family: Expression Study and Characterization of
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The early responses ofArabidopsis thaliana cells to cadmium exposure explored by protein and

metabolite profiling analyses. Proteomics, 2006, 6, 2180-2198. 2.2 348
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Dynamics ofArabidopsis thaliana soluble proteome in response to different nutrient culture 0.4 o4
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The hydrophobic proteome of mitochondrial membranes from Arabidopsis cell suspensions. 9.9 135
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A survey of the plant mitochondrial proteome in relation to development. Proteomics, 2002, 2, 880.
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Investigation of seeds with high-resolution solid-state13C NMR. Magnetic Resonance in Chemistry,
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Isolation, characterization, and sequence analysis of a cDNA clone encoding L-protein, the

dihydrolipoamide dehydrogenase component of the glycine cleavage system from pea-leaf
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