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Figure S1. Map of Spain showing the autonomous communities (AC) and the origin of the samples: (a) Origin of beef cattle samples (n = 331) collected during 2016 till 2019. The radius of each circle represents the percentage of samples collected in each AC. The number of farms (n = 30) from which samples have been taken in each AC is also indicated. When known, animal movements between sampling regions have been represented with arrows; (b) Origin of dairy cattle samples (n = 105) collected during 2016 till 2019. The radius of each circle represents the percentage of samples collected in each AC. The number of farms (n = 7) from which samples have been taken in each AC is also indicated; 1* Samples were provided by a milk analysis laboratory that analyses milk samples from diverse origins; (c) Origin of beef samples PCR-positive to M. bovis  (n = 102). The radius of each circle represents the percentage of PCR-positive samples. The number of farms (n = 26) from which PCR-positive have been taken is also indicated. When known, animal movements between PCR-positive to M. bovis regions have been represented with arrows; (d) Origin of dairy cattle samples PCR-positive to M. bovis (n = 20). The radius of each circle represents the percentage of PCR-positive samples. The number of farms (n = 2) from which PCR-positive have been taken is also indicated: 1* Samples were provided by a milk analysis laboratory that analyses milk samples from diverse origins. 
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Figure S1. Map of Spain showing the autonomous communities (AC) and the origin of the samples: (a) Origin of beef cattle
samples (n = 331) collected during 2016 till 2019. The radius of each circle represents the percentage of samples collected in each
AC. The number of farms (n= 30) from which samples have been taken in each AC is also indicated. When known, animal
movements between sampling regions have been represented with arrows; (b) Origin of dairy cattle samples (n =105) collected
during 2016 till 2019. The radius of each circle represents the percentage of samples collected in each AC. The number of farms
(n = 7) from which samples have been taken in each AC is also indicated; 1* Samples were provided by a milk analysis
laboratory that analyses milk samples from diverse origins; (c) Origin of beef cattle samples PCR-positive to M. bovis (n = 102).
The radius of each circle represents the percentage of PCR-positive samples. The number of farms (n = 26) from which PCR-
positive have been taken is also indicated. When known, animal movements between PCR-positive to M. bovis regions have
been represented with arrows; (d) Origin of dairy cattle samples PCR-positive to M. bovis (n = 20). The radius of each circle
represents the percentage of PCR-positive samples. The number of farms (n = 2) from which PCR-positive have been taken is
also indicated: 1* Samples were provided by a milk analysis laboratory that analyses milk samples from diverse origins.




