
Computational Mass Spectrometry- 
Based Proteomics

Quantitative proteomics applied to life sciences and systems biology

17-22 June 2012
Munich, Germany
The Summer School will provide hands-on training in computational analysis 
of proteomics data generated by high-resolution mass spectrometry. This 
powerful technology is increasingly applied to systems-wide investigation of 
different aspects of cell biology. The practical part will enable partici-
pants to perform sophisticated quantitative data analysis in their own future 
research using the publicly available MaxQuant software (Cox and Mann, Nature 
Biotechnology, Dec 2008).

Registration deadline is 15th February 2012

Lecturers:

Annette Michalski
Boris Macek
Eugen Damoc
Henning Hermjakob
Jesper V. Olsen
Julio Saez-Rodriguez
Jürgen Cox
Marco Hein
Marlis Zeiler
Matthias Mann
Matthias Selbach
Nadin Neuhauser
Richard Scheltema
Sally Deeb
Sara Zanivan 
Tami Geiger
Wolfgang Baumeister
Yasushi Ishihama

Sponsored by: DiGtoP
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Furt her  det ails will be availab le in  December a t www.bi ochem. mpg.d e/ summerschool 
Contact :  neuhause@bio chem. mpg.d e

Organizers:
Matthias Mann  MPI of Biochemistry, Germany

Jürgen Cox  MPI of Biochemistry, Germany

Nadin Neuhauser  MPI of Biochemistry, Germany

Sally Deeb  MPI of Biochemistry, Germany

NEW: Pre-Workshops available!

MPIB Summer School on
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