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Professional History
 
2008 - : Lecturer, Department of Basic Sciences, Medical School, University of Crete, 
Heraklion, Crete. 
2004-2007: Visiting Lecturer of Bioinformatics, University of Crete. 
2001-2003: Researcher at Institute of Agrobiotechnology. Thessaloniki, Greece 
1999-2001: Postdoctoral fellow, ΕΒΙ, Cambridge, UK. 
 
 

Research Interests
 
Biocomputing/Bioinformatics. 
More specifically:   
Comparative genomics: we 
study gene order 
conservation, gene/protein 
evolution and gene 
duplications in prokaryotes, 
eukaryotes and archaea. We 
also study gene silencing 
mechanisms in prokaryotes. 
Text mining/Bibliometrics: 
We develop algorithms and 
tools for information 
retrieval/extraction from very 
large biological 
publications/databases such as 
PubMed and OMIM. 
We develop tools for genome 
analysis  and improve existing 
ones. 
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