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Bayesian estimation for bacterial behavior from farm to fork
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Bayesian statistic for predicting bacterial population behavior was
introduced instead of classical frequentist statistical method. Probabilistic approach based on
Bayesian statistic enabled to deal individual cell growth or inactivation using probability
distribution. Probabilistic approach would be useful for estimating food borne illness using
probability distribution. Approach in this study tries to use probabilistic approach instead of
kinetic model, which has been used so far.

Especially, this study focused on growth of Listeria monocytogenes and Salmonella enterica and
inactivation of Bacillus. Pure birth process and pure death process were applied for describing
individual cell growth or inactivation. Experiment was performed for validation.
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Listeria monocytogenes
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