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Selective Isolation of Lysine-Free Tryptic Peptides Delimited by Arginine Residues:A A New Tool for
Proteome Analysis. Journal of Proteome Research, 2006, 5, 1204-1213.
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Novel functional proteins coded by the human genome discovered in metastases of melanoma patients.
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Comparative proteomic analysis of growth hormone secretagogue A233 treatment of murine
macrophage cells J774A.2 indicates it has a role in antiviral innate response. Biochemistry and
Biophysics Reports, 2016, 5, 379-387.

Short-term effect of pharmacologically induced alterations in testosterone levels on common blood
biomarkers in a controlled healthy human model. Scandinavian Journal of Clinical and Laboratory 1.2 7
Investigation, 2020, 80, 25-31.

Targeting the hydrophilic regions of recombinant proteins by MS via in-solution buffer-free trypsin
digestion. European Journal of Mass Spectrometry, 2020, 26, 230-237.

Proteomic analysis enables distinction of earlyd€sversus advanceda€stage lung adenocarcinomas. Clinical

and Translational Medicine, 2020, 10, e106. 4.0 7

Double acylation for identification of amino-terminal peptides of proteins isolated by polyacrylamide
gel electrophoresis. Rapid Communications in Mass Spectrometry, 2007, 21, 2237-2244.

A biobanking turninga€point in the use of formalind€fixed, paraffin tumor blocks to unveil kinase

signaling in melanoma. Clinical and Translational Medicine, 2021, 11, e466. 4.0 6

Charge state-selective separation of peptides by reversible modification of amino groups and strong
cation-exchange chromatography: Evaluation in proteomic studies using peptide-centric database
searches. Journal of Proteomics, 2011, 74, 2210-2213.

Sodium dodecy! sulfate free gel electrophoresis/electroelution sorting for peptide fractionation. 05
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