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(a) Professional Preparation 
Catholic University of Leuven, Leuven BE: Ph.D. in molecular evolution (1996-1999) 
University of Pavia, Pavia, IT: Specialty in Biotechnology (1993-1995) 
University of Pavia, Pavia, IT: MS in Chemistry (1986-1991) 
(b) Appointments 
Holloway and McClamma Endowed Chair in Chronic and Infectious Diseases Department of Pathology 
Immunology and Laboratory Medicine. University of Florida (UF), Gainesville, FL, USA (2019-current). 
Full Professor with Tenure. Department of Pathology Immunology and Laboratory Medicine. UF, 
Gainesville, FL, USA (2017-current). 
Associate Professor with Tenure. Department of Pathology Immunology and Laboratory Medicine. UF, 
Gainesville, FL, USA (2015-2017). 
Associate Professor. Department of Pathology Immunology and Laboratory Medicine. UF, Gainesville, FL, 
USA (2013-2014). 
Assistant Professor. Department of Pathology Immunology and Laboratory Medicine. UF, Gainesville, FL, 
USA (2010-2012). 
Research Assistant Professor. Department of Pathology, UF, Gainesville, FL, USA (2004-2009). 
Catholic University of Leuven, Leuven, BE: Postdoctoral Scientist in Evolutionary Genetics (1999-2002) 
University of California Irvine (UCI), Irvine, CA, USA: Postdoctoral Associate in Evolutionary Genetics 
(2002-2004) 
(c) Research Activities 
My research interests include molecular epidemiology, intra-host viral evolution, and the application of 
phylogenetic and population genetic methods to the study of human and simian pathogenic viruses 
(HIV/SIV, HCV, HTLV and influenza). I have also been applying the Bayesian coalescent framework to 
study molecular evolution and phylogeography of emergent and re-emergent bacterial pathogens, such as 
MRSA, and Vibrio cholerae, using genome-wide SNPs. More recently, as Holloway and McClamma chair 
in chronic and infectious diseases, my laboratory has been developing ad hoc protocols for the generation 
of high-throughput  full genome sequence data of viral and bacterial pathogens, as well as automated 
bioinformatic pipelines and machine learning algorithms for the analysis of “big” omic data (genomic, 
transcriptomic and proteomics). My scientific production covers multiple areas of research in molecular 
evolution, phylogenetic analysis of pathogens, development of algorithms to investigate big “omic” data, 
and computational methods for molecular biology. My publication record (170+ peer reviewed articles) 
has overall been cited 8000 times (Google Scholar) in other peer-reviewed papers with an h-index of 44, 
and an i10-index of 130. I am editor of two of the main textbooks in applied phylogenetic inference 
(Salemi, Vandamme, The Phylogenetic Handbook – A Practical Approach to DNA and Protein 



 
 
 

2 

Phylogeny, Cambridge University Press, New York, 2003; Lemey, Salemi, Vandamme, The Phylogenetic 
Handbook – A Practical Approach to Phylogenetic analysis and hypothesis testing). 

(d) Grants and Awards 
My research has continuously been funded by extramural awards (for a total to date of ~$20M). I am 
member of the American Association for the Advancement of Science (AAAS) and of several NIH ad hoc 
study sections for grant reviews. I am Associate Editor of PLoS ONE, member of the Editorial Board of 
Retrovirology and Nature’s Scientific Reports, and reviewer for Nature, Science and PNAS. I was 
awarded as UF Distinguish International Educator in 2004. In 2008, I received the Honor Aedificanti 
Award for my efforts in AIDS research by the Kiwanis (Rotary) International Association. I received the 
UF Excellence Awards in 2012 and the Term Professorship Award in 2017. 
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