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Figure	  S1	  

Pangenomic	  representation	  of	  the	  36	  CA-‐MRSA	  isolates	  sequenced	  displaying	  variation	  

relative	  to	  the	  FPR3757	  reference	  strain.	  The	  outer	  18	  tracks	  (highlighted	  in	  blue)	  

represent	  SSTI	  isolates	  and	  the	  inner	  18	  tracks	  (highlighted	  in	  red)	  represent	  severe	  

isolates.	  Insertions	  are	  marked	  in	  orange,	  deletions	  in	  purple	  and	  single	  nucleotide	  changes	  

in	  black.	  The	  innermost	  track	  of	  red	  ticks	  displays	  repetitive	  regions	  in	  the	  FPR3757	  

genome.	  


