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¢« UK S. Newport ST166 is different from ST4!
« Cause mild disease « The UK poultry isolates are evolutionarily distinct from the ¢ Extra phage-related elements were identified in
* MDR strains were only found in poultry cattle isolates the US strains by CGH Microarray . -
« Not resistant to the 3rd generation of cephalosporins ~ * The UK and US cattle isolates have the same evolutionary  * Phage related elements were also identified in
origin based on the MLST results the US strains by DArT (diversity array)
« Some UK and US cattle isolates are indistinguishable by * Pertussis-like (artAB) toxin genes were found in
PFGE the US MDR strains by DArT
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The MDR S. Newport strains R value was set at 360 (red), middle point at 180 (yellow) and
contain more plasmids minimal at 0 (blue). Un-labelled strains were all from cattle.

* The invasiveness of the UK and US strains « Only poultry strains can use D-tagatose

were comparable to S. Typhimurium + Metabolic differences among the UK strains were relatively small
* The MDR large plasmid may have increased « There are considerable metabolic differences among the MDR US Newport strains
the invasiveness of the E. coli strain. suggesting rapid evolution of the MDR US S. Newport

Summary:

*S. Newport are polyphyletic and cannot be treated as one group

*The UK and US cattle isolates have the same evolutionary origin and some are genetically similar

*The MDR US strains carry a large MDR plasmid and extra phage elements, and may harbour extra virulence genes
*The MDR strains are genetically and metabolically diverse and rapidly evolving.
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