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  Figure	
  11.	
  SNPs	
  ordered	
  according	
  to	
  the	
  proportion	
  of	
  missing	
  genotypes	
  (“missingness	
  
rate”)	
  calculated	
  prior	
  to	
  data	
  filtering.	
  A	
  10%	
  cut-­‐off	
  based	
  on	
  an	
  approximate	
  inflection	
  point	
  
was	
  used.


