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Nature Communications, 2019, 10, 1055.
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Palaeoproteomic Profiling of Conservation Layers on a 14th Century Italian Wall Painting.
Angewandte Chemie, 2018, 130, 7491-7496.
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Quantitative metaproteomics of medieval dental calculus reveals individual oral health status.
Nature Communications, 2018, 9, 4744.
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Site-specific characterization of endogenous SUMOylation across species and organs. Nature
Communications, 2018, 9, 2456.

Site-specific mapIDing of the human SUMO proteome reveals co-modification with phosphorylation. 8.2 283
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Long-term iron deficiency: Tracing changes in the proteome of different pea (Pisum sativum L.)
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Drought and Recovery: Independently Regulated Processes Highlighting the Importance of Protein
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Proteome-wide analysis of arginine monomethylation reveals widespread occurrence in human cells.
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Avoiding abundance bias in the functional annotation of posttranslationally modified proteins.

Nature Methods, 2015, 12, 1003-1004.

<i>Medicago truncatula</i> and <i>Glycine max</i>: Different Drought Tolerance and Similar Local
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Targeted quantitative analysis of a diurnal RuBisCO subunit expression and translation profile in
Chlamydomonas reinhardtii introducing a novel Mass Western approach. Journal of Proteomics, 2015,
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Mass Western for Absolute Quantification of Target Proteins and Considerations About the

Instrument of Choice. Methods in Molecular Biology, 2014, 1072, 199-208. 0.9 12
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