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Research Interests

• Decipher regulatory signals controlling gene expression
• Analyze the robustness of Signaling pathways
• Cluster multi-conditioned microarray datasets
• Immunoinformatics

Current Projects

• Robustness analysis of signal transduction models in collaboration with Christian Lorenz
Müller, Computational Biophysics Lab ETH Zurich

• Identifying Gene Expression Modules in Arabidopsis thaliana in collaboration with Prof. Dr.
Harter, ZMBP Tübingen

• BMBF-Project: NGFN 2 (National Genome Research Network): Explorative Project -
Inferring Genetic Networks from Gene Expression Data
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Predicting MHC class I binding peptides based on amino acid properties using decision trees
and support vector machines

Studienarbeit, University of Tübingen, 2005

Reconstruction of pseudo-linear under-determined networks
Master thesis, University of Tübingen, 2004
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