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Figure 2. Cattle movements between (not within) k /

Swedish counties during 2022. The lines are
coloured by the county of origin, and each line
shows movements between two farms' and their

relative geographical positions.
» Longitudinal sampling of M. Bovis

» All registered births, deaths, and between-

herd movements of cattle, since 2005

e Composition (no. of individuals and age)

at each farm at every time step

* Geographical location of farms

will be used to find a model and parameters that best

match the observations from the M. Bovis sampling.

EXPECTED RESULTS

The developed model can be used to simulate various
control strategies and how they impact the prevalence and
spread over time. The results will be valuable for farmers,

veterinarians and decision makers.
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