
	  

	  

	  

Figure	  S1.	   	  Evolutionary	  relationships	  of	  putative	  FLV	  proteins.	  The	  tree	  was	  obtained	  
using	  the	  Maximum	  Likelihood	  method	  and	  JTT	  matrix-‐based	  model	  [1]	  conducted	   in	  
the	   software	   MEGAX	   [2].	   The	   alignment	   was	   performed	   using	   Clustal	   method.	  
Numbers	  in	  branches	  indicate	  the	  bootstrap	  values.	  	  
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Figure	  S2.	  Evolutionary	  relationships	  of	  putative	  HCP	  proteins.	  The	  tree	  was	  obtained	  
as	  indicated	  in	  Figure	  S1.	  
	  



	  

	  

	  
	  
	  
	  

	  
Figure	   S3.	   Evolutionary	   relationships	   of	   putative	   CYP55	   proteins.	   The	   tree	   was	  
obtained	  as	  indicated	  in	  Figure	  S1.	  
	  

	  



	  

	  

	  
	  
	  
	  
	  

	  

Figure	  S4.	  Evolutionary	  relationships	  of	  putative	  NIRK	  proteins.	  The	  tree	  was	  obtained	  
as	  indicated	  in	  Figure	  S1.	  
	   	  


