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Paradigm changeS Virology, both basic and clinical research, is undergoing dramatic changes due to the influx
in virologyv usin of whole genome data. With the rapid advances in next generation sequencing technology
Ad gy g and the availability of bioinformatics tools developed for other systems, virology is at the

enovirus as leading edge of paradigm changes for broader and deeper understanding, including taxonomy,
a model for the nomenclature and clinical methods. Human adenoviruses are model organisms in the past.
integ ration of They are also pathogens with multiple effects 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

genomics and

bioinformatics genome annotation standards.
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