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Background

e November 2008 - August 2013: Research assistant at the Centre of
Bioinformatics (ZBIT), University of Tubingen

e October 2011 - December 2011: Software developer in the
Computational Systems Neurobiology Group from Nicolas Le
Novere at the EMBL - European Bioinformatics Institute (EBI),
Wellcome Trust Genome Campus in Hinxton, United Kingdom

e April 2008 - October 2008: Bioinformatics student assistant at the department of Computer
Architecture at the University of Tubingen

¢ October 2003 - October 2008: Computer science student at the University of Tubingen

e September 1994 - July 2003: Gymnasium Hemsbach

Research Interests

My research focuses on understanding and modeling of disturbed cellular processes in
neurodegenerative diseases, especially in Parkinson's disease. I am particularly interested in:

Systems biology, investigation and modelling of metabolic, signaling and gene regulatory
networks

Meta-analysis of genome-wide association studies (GWAS)

Prediction of protein-protein interactions

Visualization and conversion of biochemical networks

Current Project

The following project is funded by the Federal Ministry of Education and Research
(Bundesministerium fiir Bildung und Forschung, BMBF, Germany):

e German National Genome Research Network (Nationales Genomforschungsnetz, NGFN-
Plus): medical genome research with focus on Parkinson's disease

Software products
Main projects:

¢ BioPAX2SBML: Translation of BioPAX into SBML including the Qualitative Models
extension.

* GWAS Pathway Identifier: Combining genome-wide accociation study SNP data, pathway,
known and predicted protein-interaction data to identify disease specific pathways.

e ProDGe: Investigating protein-protein interactions at the domain level.

Contributions:

o KEGGtranslator: Visualizing and converting the KEGG PATHWAY database to various
formats.

¢ InCroMAP: Integrated analysis of Cross-platform MicroArray and Pathway data.

¢ MACLEAPS: Machine Learning Analysis Pipeline for Genome-Wide Accociation Study SNP
data.

¢ JSBML.: A flexible Java library for working with SBML.

¢ CpG island feature generator: Generating features to distinct between methylated and
unmethylated CpG islands
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Awards and honors

e 2011: Baden-Wiirttemberg-Zertifikat fir Hochschuldidaktik (Certificate for special skills in
university teaching didactics).

¢ 2003: Award for outstanding marks in science (math, biology, computer science, micro
controllers) by Gymnasium Hemsbach (Secondary school).
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