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1987-1992: BSc&MSc Biomedical Sciences, University of Leiden Medical School, The Netherlands. Cum Laude

Summary of research interests

The Van Leeuwen lab uses biochemical and genetic approaches to study mechanisms and principles of epigenetic
regulation. Our general strategy is to develop new tools and technologies, taking advantage of yeast as a powerful model
system. These novel tools enable us to discover and explore new areas of chromatin biology (e.g. histone dynamics) and
to dissect specific chromatin processes in high molecular detail (e.g. histone methylation). In parallel, we are developing
tools in mice and cultured human cells to translate our findings in yeast to mammals.
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2003  VIDI grant NWO Innovational Research Incentives Scheme
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- Board of Nucleic Acids study group of NWO-CW (2010-2013)

- Dean of NKI postdoctoral affairs (2013-present)

- Member of the NKI Faculty Council Board/Stafraadbestuur (2009-present)
- Member of NKI Education Committee (2011-present)
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