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Abstract:

Modern genome sequencing provides a uniquely powerful and relatively cheap means to rapidly characterise
the microbial and host composition of any sample without bias. These sequencing techniques provide
important new information on the microbial composition, the fundamental patterns and mechanisms of
microbial evolution and epidemiology, and are able to determine disease agents and antimicrobial disease
status on clinically actionable time-scales. In this talk, | will showcase some of our work on infectious disease
genomics and illustrate how genomic analysis has enhanced all of these areas. The genomic data has
provided new information of a diverse array of pathogens, ranging from a Klebsiella outbreak in a NICU in
China, in-host evolution of avian influenza, as well as population level dynamics of several human and
animal pathogens.
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