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I N t ro d u Ct I on Clostridium difficile can be found in a variety of environmental sources worldwide. Genomic

studies have shown that diverse sources of C. difficile play an important role in transmission.
Data from Australia is particularly compelling. C. difficile is well established in livestock. The most common strains identified

in Australian livestock are RT014 (MLST clade 1) and strains belonging to ST11 (MLST wronmmimmsin AR
clade 5), both lineages recovered from humans in Australia and overseas. The prevalence @

and diversity of ST11 strains in Australian production animals suggests Australia might
be the ancestral home for this lineage of One Health importance. To better understand =
the role of the environment in the colonisation of humans/animals in Australia, it is
critical to investigate endemic sources of C. difficile in Australia. This study aims to
describe for the first time the molecular epidemiology and biogeographic distribution
of C. difficile in soils in Western Australia.
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