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Figure	
  S1	
  	
  	
  This	
  figure	
  shows	
  a	
  comparison	
  of	
  representative	
  runs	
  of	
  the	
  program,	
  STRUCTURE,	
  using	
  SNPs	
  selected	
  
according	
  to	
  the	
  windowed	
  (top)	
  and	
  sequential	
  (bottom)	
  methods.	
  Although	
  some	
  populations,	
  such	
  as	
  the	
  
Malaysian	
  (MA)	
  and	
  West	
  African	
  (WA)	
  strains,	
  separate	
  well	
  in	
  both	
  cases,	
  the	
  European	
  and	
  mosaic	
  strains	
  are	
  
effectively	
  indistinguishable	
  when	
  using	
  the	
  windowed	
  SNPs.	
  
	
  

	
   	
  


