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Education German Cancer Research Center (DKFZ), Germany
University of Heidelberg, Germany
2001 Ph.D. in Mathematics.
Thesis title: Algorithms for Physical Mapping.
Thesis advisers: Professor M. Vingron, Dr. J. Hoheisel.

University of Heidelberg, Germany
1998 Staatsexamen in Mathematics and Biology.

University of Heidelberg, Germany
1995 Diploma in Mathematics (graduated with honors).
Thesis title: Additive Periodizität bei Nim-Spielen.
Thesis adviser: Professor A. Brandis.

Research
Interests

Algorithmic and statistical problems in bioinformatics, especially in the
fields of gene order comparison, protein interaction, physical mapping,
EST assembly, and alternative splicing.

Professional
Experience

North Carolina State University, Raleigh, USA
Bioinformatics Research Center &
Department of Computer Science
2003–present Assistant Professor.

University of California, San Diego, USA
2001–2003 Postdoctoral Research Associate with Professor P. Pevzner.

Heidelberg Life Science Lab, Germany
2000–2001 Bioinformatics lecturer.

German Cancer Research Center (DKFZ), Germany
1997–2001 Research fellow.

University of Heidelberg, Germany
1994–1996 Research assistant.



Robert Bosch GmbH, Germany
1992 (summer), 1993 (summer) Research assistant.

Teaching
Experience

Course Organizer and Instructor (NCSU)
2004 spring Special Topics: Bioinformatics
2004 fall Design and Analysis of Algorithms
2004 fall Genomic Science Journal Club

NSF Pan-American Advanced Studies Institute
2004 (spring) Bioinformatics lecturer.

Summer Institute in Statistical Genetics
2003 (summer), 2004 (summer) Bioinformatics lecturer.

Akademie für Weiterbildung, Germany
2001 (spring) Bioinformatics lecturer.

Heidelberg Life Science Lab, Germany
2000–2001 Bioinformatics lecturer.

University of Heidelberg, Germany
1994–1996 Teaching assistant.

Awards 2000 Best poster at the DKFZ poster presentation.

1995 Diploma passed with distinction.

1987 School-leaving exam passed with distinction.

1986 First place in the Baden-Würtenberg mathematics contest.

1984–1987 Member of the Robert Bosch foundation.

Professional
Activities

Refereeing for RECOMB 2001, RECOMB 2002, ISMB 2001, GCB 2000,
Bioinformatics, BMC Bioinformatics, Journal of Computational Biology,
and Nucleic Acids Research.

NSF grant proposal reviewing.

iSCB member.
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Selected
Presentations

1. “Notes on common intervals in trees,” talk, General Theory of Informa-
tion Transfer and Combinatorics, Bielefeld, Germany 2004.

2. “Common Intervals and Sorting by Reversals: A Marriage of Necessity,”
talk, ECCB 2002, Saarbrücken, Germany 2002.

3. “Splicing graphs and EST assembly problem,” talk, ISMB 2002, Edmon-
ton, Canada, 2002.

4. “Splicing graphs and EST assemblies,” talk, RECOMB Satellite Meeting
on DNA Sequencing and Characterization, Stanford University, 2002.

5. “Finding all Common Intervals of k Permutations,” talk, CPM 2001,
Jerusalem, Israel, 2001.

6. “Contig Selection in Physical Mapping,” talk, RECOMB 2000, Tokyo,
Japan, 2000.

7. “Bootstrap Methods in Physical Mapping,” talk, 24th Annual Conference
of the GfKl, Passau, Germany, 2000.

8. “Reliability in Physical Mapping,” talk, Exploratory Workshop ”Func-
tional Genomics”, Paris, France, 1999.


