


Using microbial populations to define source contributions
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So what are the contributions?

Total microbial community sequencing and Bayesian modelling
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Further Analysis Available from EPHM

* Industry water monitoring standards

e E. coli

Enterococci

Bacteroides

Salmonella

Campylobacter

* Integrated community source tracking and hydrodynamic modelling

* |In depth investigation of source specific bacterial risks

* Typing and virulence profiling of source and sink microbes

* i.e. Water and avian associated Campylobacter
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