LC-MS Proteomics
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Service Information

Service Overview

Integrated Proteomics
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Targeted Proteomics 10074 O[Ste] EFZH CHEHAS =2 Het 2 BA O|9HE Rad A3 3l B2 22| 550 Myt
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2ME0 Targeted protein quantification, method validation, on/off target, Host Cell Protein(HCP) &
PTM Post-Translational Modification, 19 = MY =l CHEHA 51 Of0| LA HEf 24
28 Phosphorylation, glycosylation, methylation, acetylation, ubiquitination S £4
2423 Modification site, PTM quantification, PTM motif discovery, pathway, network &

Single Cell Proteomics
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Cell heterogeneity, clustering(PCA, UMAP), protein expression, DEP(cell type) &

Metabolomics/Lipidomics
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Metabolites/lipids identification/quantification, clustering, pathway, network &

Sample & Platform Information

Sample Requirements

Turn Around Time

Available Platforms

BCA assay 7|& protein 100ug 0]4, PTM enrichment == depletion & A| 500ug Of & 22
Cell: 2x1057 | Tissue: 30mg | Serum/Plasma: 100pl | Media: 5ml | Gel: 1x1cm piece

QC 3} = proteomics/metabolomics/lipidomics 6~83, PTM 123+, single cell proteomics 242

Single Cell Proteomics: cellenONE | Liquid Chromatography: Ultimate3000, Vanquish Neo
Mass Spectrometer: ZenoTOF, Exploris 480, Q-Exacutive, TSQ Altis, HF-X, Bruker timsTOF

( LC-MS chromatogram ) ( Volcano plot ) ( Heatmap ) (

Relative Abundance

Data Analysis

PCA ) ( Network analysis ) ( GO analysis )
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