
Functional Genomics Center Zurich – An overview

The Functional Genomics Center Zurich (FGCZ) was founded in 2002 as a joint research and training facility of the ETH Zurich and the University of Zurich. The FGCZ

offers access to technologies, provides training, and collaboratively develops new analytical approaches in the areas of genomics, transcriptomics, proteomics, and

metabolomics. There are several access modes to perform research projects at FGCZ. The service mode provides fee-based sample analysis for all research groups at

University of Zurich and ETH Zurich. The user lab mode provides teaching in specific analytical technologies and data analysis tools and strategies.

Figure 3: General workflow for the identification, quantification 
and validation of proteins
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Protein Identification and Characterization

This is one of the most common questions a biologist has to answer. The scope

could be heterogeneous (i.e.: protein characterization, protein- protein interaction

studies, proteome-wide identifications, ...), but the workflows for protein

identification are few, well established, and act as fundamental tools for the

researchers (figure 2). Post-translational modifications (PTMs) can be identified by

mass spectrometric techniques as well.

Protein Quantification

Relative as well as absolute protein quantification can effectively be

performed using stable isotope labeling. Isotopes can be introduced

metabolically at protein level, or chemically at peptide level. Alternatively,

protein abundances can be obtained using an approach named label free

quantification, a technique that relies on comparison of consecutive sample

data acquisitions. If only a smaller subset of proteins are of interest, a

targeted analysis could be a better option, with its higher quality

quantification data output (figure 3).
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Proteomics workflows:

The Functional Genomics Center Zurich (FGCZ) can support

you in every step of analysis of your protein sample, from

protein/proteome identification and characterization to the

generation of meaningful quantitative proteomics data.

• Protein identification 

• Protein characterization

• Post-translational modification

• Proteome-wide relative protein quantification

• Targeted protein quantification

• Top-down proteomics

• Protein/peptide sequencing

• Amino acid analysis

• Bacteria biotyping

• Chromatography/electrophoresisFigure 1. How to access the FGCZ proteomics facility 

Figure 4. Mass spectrometry at the FGCZ
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Figure 2. Overview of the main proteomics sample preparation, 
mass spectrometry and data analysis steps

Proteomics at the Functional Genomics Center Zurich (FGCZ)


