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Global and Site-Specific Effect of Phosphorylation on Protein Turnover. Developmental Cell, 2021, 56,
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Identification and Characterization of Epigenetic Regulators of Breast Cancer Metastasis to the Brain.

FASEB Journal, 2021, 35, . 0.5 0
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Data-independent acquisition-based proteome and phosphoproteome profiling across six melanoma
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level degradation. Molecular Systems Biology, 2020, 16, e9170.
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and robust transcriptome/proteome expression phenotypes. Cellular Microbiology, 2020, 22, e13191. 21 26

Selection of Features with Consistent Profiles Improves Relative Protein Quantification in Mass

Spectrometry Experiments. Molecular and Cellular Proteomics, 2020, 19, 944-959.

A Global Screen for Assembly State Changes of the Mitotic Proteome by SEC-SWATH-MS. Cell Systems,
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FGF23 contains two distinct high-affinity binding sites enabling bivalent interactions with I+-Klotho.
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Statistical control of peptide and protein error rates in large-scale targeted data-independent 19.0 189
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SWATH-mass spectrometry. Nature Communications, 2017, 8, 291.

Protein Rinase D at the Golgi controls NLRP3 inflammasome activation. Journal of Experimental 85 197
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Impact of Alternative Splicing on the Human Proteome. Cell Reports, 2017, 20, 1229-1241.
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Image-based computational quantification and visualization of genetic alterations and tumour
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Prediction of colorectal cancer diagnosis based onAcirculating plasma proteins. EMBO Molecular
Medicine, 2015, 7, 1166-1178.

Statistical elimination of spectral features with large between-run variation enhances quantitative
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