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Details

Case study : Genomic surveillance and transmission of foodborne pathogens from a One Health perspective

This course will present a case study for the participants to analyze, and it will focus on genomic surveillance

applied to Klebsiella. Participants will explore the application of genomic analyses (e.g., phylogenetics, AMR and

virulence gene detection) in understanding the transmission dynamics of Klebsiella infections within a One Health

framework, interpreting genomic data taking into account the interactions between human health, animal health,

and the environment. Through case studies and interactive sessions, participants will gain insights into genomic

epidemiology, antimicrobial resistance, virulence determinants, and evolutionary trends of Klebsiella strains.




