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Research and

Experience

Juniorprofessor
Computational EvoDevo

University of Leipzig

Germany

since December 2010

Research topics range from the origin of regulation to modelling of chromatin
dynamics, and detection of protein-binding RNA motifs.
Positive mid-term evalutation in summer 2013.

Research Assistant
Bioinformatics

University of Leipzig

Germany

October 2008 – November 2010

Functional role and evolutionary implications of chromatin regulation and the
link to structured RNAs. Initiation of a Working Group on “Computational
EvoDevo”. Application for funding. Supervision of graduate and undergradu-
ate students. Teaching.

Researcher
Theoretical Chemistry

University of Vienna

Austria

January 2008 – September 2008

Involvment of RNAs and RNA structures in gene regulatory mechanisms.

Research Fellow
Evolutionary/Theoretical Biology

Santa Fe Institute

Santa Fe, NM

January 2008 – June 2008

Examination and modelling of the evolution of gene regulation. Regulatory
mechanisms, with focus on chromatin regulation, were traced back to their
evolutionary origin.

Research Assistant Professional
Biomedical Informatics

Arizona State University

Tempe, AZ

January 2006 – December 2007

Bioinformatics approaches to study gene regulation. Postdoctoral Research.
Application for funding at NIH and NSF. Supervision of undergraduates. Sci-
entific mentor: Sudhir Kumar.

Research Assistant
Bioinformatics

University of Leipzig

Germany

July 2003 – December 2005

Investigation of phylogenetic footprints and their evolutionary changes. Re-
search and dissertation. Supervision of undergraduates at bioinformatics courses.
Supervisor: Peter Stadler.
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