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S2 Fig. Numbers of recipients produced by individual cows. Boxplots with numbers of recipients 

produced by individual cows, by disease phenotype and scenario. (A) shedding level (0 – always 

faecal culture negative, 1 - low, 2 – high), (B) age at first shedding (0 - ≤3 years, 1 - >3 years, 2 - ante 

mortem negative), (C) infection progress (0 - ante mortem negative, 1 - non-progressor, 2 - 

progressor), (D) serostatus (0 - ELISA-negative, 1 - ELISA-positive). Scenarios (from left-most to right-

most column): [birth_Basic], [birth_E], [birth_S], [shed_Basic], [shed_E] and [shed_S]. 


