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Suppl. Figure 1

	
  
	
  
	
  
	
  
	
  
	
  
	
  
	
  
	
  
	
  
	
  
	
  
	
  
	
  
	
  
	
  
	
  
	
  
	
  
	
  
	
  
	
  
	
  
	
  
	
  
Figure	
  S1	
  	
  	
  CloudMap	
  in	
  silico	
  Complementation	
  Test	
  tool.	
  A:	
  Summary	
  output.	
  CloudMap	
  allows	
  for	
  large	
  scale	
  in	
  silico	
  comparison	
  of	
  
annotated	
  WGS	
  variants	
  (that	
  have	
  been	
  filtered	
  for	
  quality	
  and	
  had	
  common	
  variants	
  subtracted)	
  between	
  many	
  samples.	
  The	
  
summary	
  output	
  from	
  this	
  comparison	
  shows	
  the	
  number	
  of	
  alleles	
  of	
  each	
  gene	
  sorted	
  from	
  most	
  to	
  fewest.	
  B:	
  Comprehensive	
  
output.	
  For	
  each	
  in	
  silico	
  Complementation	
  Test	
  summary	
  output	
  file,	
  CloudMap	
  provides	
  the	
  corresponding	
  detailed	
  list	
  of	
  snpEff-­‐
annotated,	
  allelic	
  gene	
  hits	
  that	
  is	
  also	
  sorted	
  from	
  most	
  to	
  fewest	
  alleles.	
  
	
  
	
   	
  


