
S2 Appendix. Island model overview
In the Asymmetric Island Model [1, 2], the evolutionary processes (mutation,

migration and recombination) of the sequence types are modelled to infer
probabilistically the source of each human infection using genetic data from each
subtype. The extra information in the genetic typing allows the model to attribute
human cases from a type not observed in any sources to a likely source of infection by
comparing the genetic similarity to other types that are observed in the sources (this is
not possible using the Hald and Modified Hald models). However, this model makes
strong assumptions about the evolutionary process (for example, constant molecular
clocks) and the uncertainty in these assumptions is not easy to quantify. As the Island
model requires sequence data, it cannot be used for source attribution where subtyping
is based on phenotypic characteristics, such as serotype.
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