
5-7 September 2011 Baltimore, USA

V IROLOGY
I n t e r n a t i o n a l  C o n f e r e n c e  a n d  E x h i b i t i o n  o n 

Virology - 2011
5-7 September 2011 Volume 3 Issue 4 - 70 

J Antivir Antiretrovir
ISSN:1948-5964 JAA, an open access journal

Paradigm changes 
in virology using 
Adenovirus as 
a model for the 
integration of 
genomics and 
bioinformatics 
methods
Donald Seto
George Mason University, USA

Virology, both basic and clinical research, is undergoing dramatic changes due to the infl ux 
of whole genome data.  With the rapid advances in next generation sequencing technology 

and the availability of bioinformatics tools developed for other systems, virology is at the 
leading edge of paradigm changes for broader and deeper understanding, including taxonomy, 
nomenclature and clinical methods.  Human adenoviruses are model organisms in the past.  
Th ey are also pathogens with multiple eff ects on the population.  Whole genome data and 
analysis are providing an opportunity to understanding pathogen emergence and re-emergence 
at the molecular level and adenoviruses are a model system for developing standards, including 
genome annotation standards.
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