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	Subset
	Model
	 # sites   
	Gene and Codon Position

	1
	 TIM        
	481
	FZD4 first, BDNF second                            

	2
	 HKY+G      
	464
	CHST1 first, BDNF third                            

	3
	 TVM        
	719
	SOCS5 first, SLC8A3 first, BDNF first                 

	4
	 HKY+G      
	785
	FZD4 third, CHST1 third, SOCS5 third               

	5
	 K81UF      
	454
	CXCR4 first, CHST1 second                          

	6
	 TVM+G      
	327
	RHOD third, CXCR4 third                            

	7
	 TRN+I      
	750
	FZD4 second, RHOD second, CXCR4 second, SLC8A3 second 

	8
	 HKY        
	322
	NCX1 second                                        

	9
	 HKY+I      
	322
	NCX1 third                                         

	10
	 TRN        
	322
	NCX1 first                                         

	11
	 HKY       
	546
	SACS second, NTF3 second                            

	12
	 HKY+I+G    
	190
	NTF3 third                                          

	13
	 K81UF+I    
	545
	SACS first, NTF3 first                              

	14
	 JC         
	103
	RHOD first                                         

	15
	 K81UF+G    
	534
	SACS third, SLC8A3 third                              

	16
	 TRN+I      
	308
	SOCS5 second                                       

	17
	 K81UF+I    
	504
	CRYBA (all nucleotides)                                            



