Global transcriptomes of Salmonella enterica serovar Agona
reveals the mechanism of survival on low moisture food
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Abstract

Salmonella enterica is one of the major foodborne pathogen known for its ability to survive in a variety of environmental conditions. One of the serovar S. Agona’s ability to survive on extremely low-moisture foods, such as cereals, for extended periods is an example of its remarkable adaptability and persistence
in extreme low moisture environments. This characteristic is of significant concern in terms of food safety, as it highlights the challenges in preventing and controlling pathogen contamination in dry or low-moisture food products. The aim of this study was to compare the global transcriptomes of S. Agona cells
grown in liquid media and post drying condition, to identify genes that impact their survival on extreme low moisture food (LMF).
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