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Get in touch for experimental design: 

 

Simone Ko nig, Ph.D. 

Telefon: 0251-8357164 

Fax: 0251-8357255 

E-Mail: koenigs@üni-müenster.de 

www.medizin.üni-müenster.de/cü-proteomics 
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Concept 

The Core Unit Proteomics is a technology 
platform of the IZKF Münster providing 
analyses based on biomolecular mass 
spectrometry in conjunction with peripheric 
techniques such as gel electrophoresis and 
chromatography. The group offers specialist 
service and dedicated training courses for 
the IZKF and other interested parties. Beside 
routine experiments, research projects are 
carried out in collaboration. 

Yoür qüestion? 

 What is the difference between my 

samples? 

 Where is my protein modified? 

 Which protein did I isolate? 

 How much of my protein is present? 

 How do I separate my proteins? 

 What is the quality of my protein? 

 What are the interaction partners of my 

protein? 

 How do I obtain statistically relevant data? 

For answers call 0251-8357164. 

Portfolio 

Biomolecular mass spectrometry: determination 
of molecular weights, identification of pre-
separated (e.g. by gel electrophoresis) proteins 
 

 CID/ETD analysis of protein modifications 
(phosphorylation and others) 

 De novo sequencing (e.g. plant proteins) 

 TOF-MRM protein quantification 

 Cell / tissue preparation 

 Substance isolation, separation, depletion, 
enrichment  

 2D-PAGE with specific and non-specific 
staining, 2D-DIGE expression analysis, 
CoFGE standardization  

 Chip technology for quality control of 
protein mixtures 

 Isoelectric focusing in the liquid phase for 
subproteome analysis 

 Proteome label-free expression analysis 
with multivariate statistics and pathway /
network analysis 

 Protein structure visualization 

 Small molecule analysis  

 Bioprofiling with principal component and 
biomarker analysis 

 


