
S3 Appendix. Dutch model overview
The Dutch method [1] is one of the simplest models for source attribution. It

compares the number of reported human cases caused by a particular subtype with the
relative occurrence of that subtype in each source. The number of reported cases per
subtype and reservoir is estimated by:

λij =
rij∑
j rij

yi (1)

where rij is the relative occurrence of subtype i in source j, yi is the estimated number
of human cases of type i per year, λij is the expected number of cases per year of type i
from source j. A summation across types gives the total number of cases attributed to
source j, denoted by ξj :

ξj =
∑
i

λij (2)

As the Dutch model has no inherent statistical noise model, confidence intervals for the
estimated total attributed cases ξ̂j by bootstrap sampling over the data set. This model
implicitly assumes that there are no source or type specific effects (such as differing
virulence of types, or differing consumption of food sources) which is not plausible for
most zoonoses.
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