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I am a bioinformatician trained in evolutionary genomics. I received a bachelor’s 
degree in computer science from University of Maryland University College, and a 
Ph.D. in bioinformatics at Boston University. I completed a postdoc at the National 
Human Genome Research Institute and a second postdoc at the Sars 
International Centre for Marine Molecular Biology in Norway. 
 
I joined the Whitney Laboratory as an Assistant Professor in 2014 and received 
tenure and promotion to Associate professor in 2020. My laboratory focuses on 

applying phylogenetics and genomics to fundamental questions in animal biology to understand the 
evolution of biodiversity. Emphasis is currently on: (1) understanding the physiology, anatomy and 
development of the ctenophore nervous system, (2) understanding the biogeography of Mnemiopsis 
ctenophores, and (3) genomic sequencing, annotation, and analyses of many invertebrate genomes 
including ctenophores, cnidarians, sea cucumbers, bryozoans, and doliolids.  
 
My laboratory currently consists of one senior researcher Yuriy Bobkov, Ph.D., two postdocs Urvashi 
Goswami, Ph.D. and Adolfo Lara, Ph.D., one Ph.D. student Natalia Padillo Anthemides (UF Genetics 
and Genomics) and one technician Leandra Toledo. 
 
I am a member of Whitney Lab’s IDEA Committee and serve as co-faculty advisor to the University of 
Florida’s chapter of the Society for Advancement of Chicanos/Hispanics and Native Americans in 
Science (SACNAS). 
 
Education: 
2001-2007   Boston University, Boston, MA 

Ph.D. in Bioinformatics (with John Finnerty, Ph.D. & Andreas Baxevanis, Ph.D.) 
2001    University of Maryland University College, Adelphi, MD 

B.S. in Computer Science 
 

Professional Experience: 
2020-present  Associate Professor, Whitney Laboratory for Marine Bioscience, St Augustine, FL 
2014-2020   Assistant Professor, Whitney Laboratory for Marine Bioscience, St Augustine, FL 
2011-2013   Postdoctoral Fellow, Sars International Centre for Marine Molecular Biology, 

Bergen, Norway. (with Andreas Hejnol, Ph.D.) 
2007-2011   Postdoctoral Fellow, National Human Genome Research Institute/NIH, Bethesda, 

MD (with Andreas Baxevanis, Ph.D.) 
1996-2001   Bioinformatics Software Programmer, National Human Genome Research 

Institute/NIH, Bethesda, MD 
 

Research Interests: 
• Evolutionary genomics 
• Marine invertebrate zoology 
• Biodiversity 
• Phylogenetics 
• Embryology 
• Neurobiology 
• Ecology 
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