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Clinical mass spectrometry proteomics (cMSP) for medical laboratory: What does the future hold?.

Clinica Chimica Acta, 2017, 467, 51-58.

Quantification of hepcidin-25 in human cerebrospinal fluid using LCa€“MS|MS. Bioanalysis, 2017, 9, 0.6 12
337-347. )

Cerebrospinal fluid levels of orexin-A and histamine, and sleep profile within the Alzheimer process.
Neurobiology of Aging, 2017, 53, 59-66.

Clinical perspectives of dried blood spot protein quantification using mass spectrometry methods.
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Quantitative detection of amyloid-12 peptides by mass spectrometry: state of the art and clinical

applications. Clinical Chemistry and Laboratory Medicine, 2015, 53, 1483-93. 14 80

The calciuma€dependent protein Rinase <scp>CPK</[scp>7 acts on root hydraulic conductivity. Plant, Cell
and Environment, 2015, 38, 1312-1320.

Development and validation of dried matrix spot sampling for the quantitative determination of
amyloid 12 peptides in cerebrospinal fluid. Clinical Chemistry and Laboratory Medicine, 2014, 52, 649-55.

Phosphorylation dynamics of membrane proteins from <i>Arabidopsis</i> roots submitted to salt

stress. Proteomics, 2014, 14, 1058-1070.

Clinical measurement of Hepcidin-25 in human serum: Is quantitative mass spectrometry up to the job?. 05 19
EuPA Open Proteomics, 2014, 3, 60-67. :



JEROME VIALARET

# ARTICLE IF CITATIONS

Coordinated Post-translational Responses of Aquaporins to Abiotic and Nutritional Stimuli in

Arabidopsis Roots. Molecular and Cellular Proteomics, 2013, 12, 3886-3897.

Current and future use of 4€cedried blood spoté€-analyses in clinical chemistry. Clinical Chemistry and

38 |aboratory Medicine, 2013, 51, 1897-1909. 14 102

Quantitative Clinical Chemistry Proteomics (QCCP) using mass spectrometry: general characteristics

and application. Clinical Chemistry and Laboratory Medicine, 2013, 51, 919-35.

<i>Arabidopsis thaliana</i> High-Affinity Phosphate Transporters Exhibit Multiple Levels of

40 Posttranslational Regulation A. Plant Cell, 2011, 23, 1523-1535. 3.1 218

Validation of a nanoliquid chromatographya€“tandem mass spectrometry method for the identification

and the accurate quantification by isotopic dilution of glutathionylated and cysteinylated
precursors of 3-mercaptohexan-1-ol and 4-mercapto-4-methylpentan-2-one in white grape juices. Journal
O NroMmMdloorgpn =

Evolution of <i>S</[i>-Cysteinylated and <i>S</i>-Glutathionylated Thiol Precursors during Oxidation
42 of Melon B. and Sauvignon blanc Musts. Journal of Agricultural and Food Chemistry, 2010, 58, 2.4 86
4406-4413.

Regulation of glutamate metabolism by protein kRinases in mycobacteria. Molecular Microbiology,

2008, 70, 1408-1423.




