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Syndrome is considered the most costly
disease affecting the swine industry

In France, more than 50% of herds are
infected with PRRSV (Rose et al., 2015).
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Objective @

v" To synthesize current data on PRRSV-1 transmission parameters and model the within-herd infection dynamics of a finisher batch in a conventional system,

accounting for the different infection sources.
Goal: better understand PRRSV spread within herds and build a reference database of transmission parameters.

Literature review @ Deterministic MSEIR model T_/;

Literature review of studies estimating PRRSV transmission parameters, based on the
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From these dynamics, we
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on an experimental setup.
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Discussion and Perspectives LQ

» Available data on PRRSV transmission remain scarce and highly variable across studies. These discrepancies do not appear to be related to housing type (experimental vs conventional) or
to the estimation method used.

@ » These findings underline the importance of considering herd structure and individual variability when modeling PRRSV transmission. Deterministic approaches provide a useful first

approximation, but more complex models integrating within-herd structure and stochasticity are needed to better capture the true infection dynamics. T be continued

This is only the beginning of our modelling journey and we're not boar-ed yet! If you're curious about our work or would like to discuss it, feel free to reach out: salma.ettahri@inrae.fr / salma.ettahri.ext@anses.fr

Thank you for your attention and have a swine day !
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