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---------Research Interests 

As an evolutionary biologist and a bioinformatician, I'm interested in using 

bioinformatics approaches to study the evolution of genes, genomes, and organisms. 

Regarding genome structure and evolution (which forms a major part of our research), 

I'm particularly interested in the study of gene and genome duplications as well as in 

the evolution of novel gene functions after duplication. Gene and genome duplication 

events have been considered important mechanisms for increasing biological 

complexity or evolving novelty in biology. However, controversy still exists about 

how and how fast duplicated genes evolve new functions and on the importance of 

whole genome duplications. Although the number of sequence data that can provide 

us with answers to the significance of gene and genome duplication, mapping and 

interpreting (large-scale) gene duplication events remains difficult. We believe that 

whole genome duplications are often an evolutionary dead end, except under certain 

circumstances, for instance under times of environmental upheaval or changing 

environmental conditions.  
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