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• Recent developments in genome sequencing open new opportunities for

The aim of this study was to show a first approach to introduce genomic data into a

explaining the intraspecific variability of phenotypes (e.g. virulence, growth

QMRA model by taking into account the

behavior).

phenotypes.

association between genotypes and

• Successful association between WGS-data and specific phenotypes can
contribute to better predicting microbial behaviors.
• Implementing this data in hazard identification, exposure assessment, and
hazard characterization processes will refine Quantitative Microbiology

• For risk characterization, the Clonal Complexes (CCs) were split in three
categories of virulence [1].
• The dose-response was assumed to be different between these categories.

Risk Assessment (QMRA) models.

The used QMRA-Model was previously developed for assessing the number of listeriosis cases associated to cold smoked salmon in France [2,3].

Association of CCs to
virulence groups [1].

The relative prevalences were derived from the recent
distribution observed in cold smoked salmon in Europe [4].

Lower, median and upper values of existing dose-response
model [5] were associated to the three CC-categories.
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 The exposure of consumers to the different CCs was estimated. The assumption for dose
response permitted to calculate the relative contribution of CC to listeriosis cases.
 The rank of most important CCs in exposure was different from the rank of CCs that
mostly contributes to listeriosis cases.

The CCs that contributed the most in exposure were not those that contributed the most to listeriosis cases. The assumptions of association between CCs and dose
response parameter need to be reinforced. Considering genotypic data in QMRA, opens the way for the establishment of risk based measures specific to CCs (e.g.
specific microbiological criteria for the different categories of virulence).
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