Table S37. Characterization of the amino acids possibilities for each residue identified under positive selection in TLR7.
	TLR7

	Position
	Domain
	Amino acid possibilities
	Polarity
	Charge

	283
	LRR8
	V
	Hydrophobic
	Neutral

	
	
	M
	Hydrophobic
	Neutral

	
	
	A
	Hydrophobic
	Neutral

	
	
	E
	Hydrophilic
	Negative

	
	
	P
	Hydrophilic
	Neutral

	
	
	L
	Hydrophobic
	Neutral

	
	
	D
	Hydrophilic
	Negative

	359
	LRR11
	S
	Hydrophilic
	Neutral

	
	
	T
	Hydrophilic
	Neutral

	
	
	A
	Hydrophobic
	Neutral

	
	
	V
	Hydrophobic
	Neutral

	
	
	F
	Hydrophobic
	Neutral

	
	
	H
	Hydrophilic
	Positive

	386
	LRR12
	K
	Hydrophilic
	Positive

	
	
	S
	Hydrophilic
	Neutral

	
	
	N
	Hydrophilic
	Neutral

	
	
	Q
	Hydrophilic
	Neutral

	
	
	R
	Hydrophilic
	Positive

	599
	LRR19
	Q
	Hydrophilic
	Neutral

	
	
	R
	Hydrophilic
	Positive

	
	
	K
	Hydrophilic
	Positive

	
	
	D
	Hydrophilic
	Negative

	
	
	E
	Hydrophilic
	Negative

	667
	LRR21
	S
	Hydrophilic
	Neutral

	
	
	P
	Hydrophilic
	Neutral

	
	
	L
	Hydrophobic
	Neutral

	697
	LRR22
	C
	Hydrophilic
	Neutral

	
	
	Y
	Hydrophobic
	Neutral

	
	
	S
	Hydrophilic
	Neutral

	
	
	L
	Hydrophobic
	Neutral

	
	
	V
	Hydrophobic
	Neutral

	776
	LRR26
	K
	Hydrophilic
	Positive

	
	
	D
	Hydrophilic
	Negative

	
	
	E
	Hydrophilic
	Negative

	
	
	N
	Hydrophilic
	Neutral

	
	
	Q
	Hydrophilic
	Neutral


