[bookmark: _GoBack]Figure 1. Nasal colonisation of Staphylococcus aureus in serially screened healthcare workers. Carriage patterns from 191 serially screened healthcare workers are based on culture of S. aureus from all (constant), some (intermittent) or no (undetected) nasal swabs. Each dot represents culture results of four-weekly nasal swabs: white = culture-negative, red = methicillin resistant S. aureus (MRSA), blue = methicillin susceptible S. aureus (MSSA), green = both MRSA and MSSA cultured.

Figure 2. Within host diversity of Staphylococcous aureus in healthcare workers. The median single nucleotide variants (SNV) in a single healthcare worker (HCW) between pairs of nasal isolates cultured within 24 hours (A) or one month (B), or between multiple body sites at the same time (C); and the maximum SNVs in a HCW over the entire study (D). Each dot represents the SNV between two isolates cultured from a single HCW, and shows the median when more than one pair was available per HCW. 

Figure 3. Genomic diversity of Staphylococcus aureus isolates obtained from healthcare workers, the environment and patients. The minimum single nucleotide variants (SNV) between isolates taken from different healthcare workers (HCWs) (A), environmental isolates and any other environmental isolate cultured in the same month (B), and different patients (C). Each dot represents the SNV between two isolates.

Figure 4. Introduction and source of new Staphylococcus aureus subtypes over time.
A. Rarefaction Curve. Newly identified subtypes (n=605) as identified over time. The first isolate from each subtype and source is plotted according to date of collection. Isolates are coloured by source: Healthcare worker (HCW) = red, patient = black, environment = blue. Where a subtype was retrieved from more than one of the same source (i.e. >1 patient or HCW) multiple dots of the same colour are plotted. Horizontal lines joining dots of the same subtype are coloured according to the source where each subtype was first identified (colour coding as above).
B. Venn diagram.  Sources of individual subtypes (n=605) identified during the study: HCWs = red, patients = black, environment = blue.
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