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Academic Career and Positions Held 
I studied Chemistry at the Technical University of Dresden and earned the Diploma degree in 1995. I did my 
PhD at the same university in the Department of Biochemistry. In parallel, 1995, I founded and headed an 
IT company. Between 1999 and 2001, I expanded my company and sold it in 2001. I joined the novel field  
of bioinformatics and was appointed as PostDoc, later assistant professor, at the Technical University  
Munich. I also worked as a guest researcher at the Helmholtz Center Munich. I received my habilitation (venia 
legendi) in 2010. I was appointed at the University of Vienna as a full professor heading CUBE, the Division 
of Computational Systems Biology, March 2010. I am currently heading the Doctoral School Microbiology and 
Environmental Science and am Vice-head of the Department of Microbiology and Ecosystem Science.

Scientific Achievements and Scientific Contribution to the CoE
Scientific Achievements. My team maintains and develops internationally relevant resources in computational 
biology, such as the SIMAP database of protein sequence similarities and the web portal effectivedb.org 
predicting bacterial secreted proteins and secretion systems. I have been named Highly Cited Researcher 
(Clarivate) in multiple years, including 2021.

My team and I operate specialized high-performance computing infrastructure for bioinformatics and 
computational life science. The main difference to larger, generic computing facilities, such as the Vienna 
Scientific Cluster (VSC) is the equipment with a rich, flexible and up-to-date bioinformatics software repository 
and the availability of major biological databases on-site. This installation allows users of the CoE to analyse 
their data easily and efficiently, usually without any software installation, just by using the pre-installed tools 
and databases.

Scientific Contribution to the CoE. I will work on computational genomics problems in the CoE. These 
include the analysis and functional interpretation of multi-omics data, large-scale comparative and functional 
genomics, as well as the development of novel bioinformatic approaches for the prediction of microbe host 
interactions. Furthermore, I will also work on data management and data integration within the CoE.
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