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• 10/2000-10/2006 Computer science student at the University of
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• 01/2005-10/2006 assistant at Synovo GmbH

 

Research Interests

• Data mining and modelling in systems biology
• New approaches to pharmacogenomics and systems genetics
• Machine learning bases methods for transcription factor binding site prediction and cis-

regulatory module detection
• Data and knowledge based inference of gene regulatory mechanisms
• Dynamic modeling of complex biochemical systems

 

Current Projects

• Virtual Liver: Subproject A3.4: Linking signaling to metabolic functions; subproject B5:
Impact of cytokines on detoxifying functions in primary human hepatocytes

• Genomics of ADME gene expression: Mapping quantitative trait loci relevant for
absorption, distribution, metabolism and excretion of drugs

• MARCAR: bioMARkers and molecular tumor classification for non-genotoxic
CARcinogenesis

• Spher4Sys: Systems biology based approach for preclinical lead compound development
using an in-vivo like spheroid test system

• HepatoSys: A systems biology approach to decipher statin-induced gene regulatory
mechanisms in primary human hepatocytes
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