Table S28. Domain characterization of TLR8.
The conserved segment of each LRR is underlined. The amino acids identified as under positive selection are in bold. 
	TLR8 – Homo sapiens

	Domain
	Start
	Stop
	Sequence

	Signal
	1
	28
	MENMFLQSSMLTCIFLLISGSCELCAEE

	LRR-NT
	29
	64
	NFSRSYPCDEKKQNDSVIAECSNRRLQEVPQTVGKY

	LRR1
	65
	88
	VTELDLSDNFITHITNESFQGLQN

	LRR2
	89
	126
	LTKINLNHNPNVQHQNGNPGIQSNGLNITDGAFLNLKN

	LRR3
	127
	147
	LRELLLEDNQLPQIPSGLPES

	LRR4
	148
	171
	LTELSLIQNNIYNITKEGISRLIN

	LRR5
	172
	202
	LKNLYLAWNCYFNKVCEKTNIEDGVFETLTN

	LRR6
	203
	223
	LELLSLSFNSLSHVPPKLPSS

	LRR7
	224
	247
	LRKLFLSNTQIKYISEEDFKGLIN

	LRR8
	248
	288
	LTLLDLSGNCPRCFNAPFPCVPCDGGASINIDRFAFQNLTQ

	LRR9
	289
	312
	LRYLNLSSTSLRKINAAWFKNMPH

	LRR10
	313
	338
	LKVLDLEFNYLVGEIASGAFLTMLPR

	LRR11
	339
	368
	LEILDLSFNYIKGSYPQHINISRNFSKLLS

	LRR12
	369
	395
	LRALHLRGYVFQELREDDFQPLMQLPN

	LRR13
	396
	419
	LSTINLGINFIKQIDFKLFQNFSN

	LRR14
	420
	482
	LEIIYLSENRISPLVKDTRQSYANSSSFQRHIRKRRSTDFEFDPHSNFYHFTRPLIKPQCAAY

	LRR15
	483
	506
	GKALDLSLNSIFFIGPNQFENLPD

	LRR16
	507
	531
	IACLNLSANSNAQVLSGTEFSAIPH

	LRR17
	532
	555
	VKYLDLTNNRLDFDNASALTELSD

	LRR18
	556
	585
	LEVLDLSYNSHYFRIAGVTHHLEFIQNFTN

	LRR19
	586
	609
	LKVLNLSHNNIYTLTDKYNLESKS

	LRR20
	610
	640
	LVELVFSGNRLDILWNDDDNRYISIFKGLKN

	LRR21
	641
	665
	LTRLDLSLNRLKHIPNEAFLNLPAS

	LRR22
	666
	689
	LTELHINDNMLKFFNWTLLQQFPR

	LRR23
	690
	713
	LELLDLRGNKLLFLTDSLSDFTSS

	LRR24
	714
	737
	LRTLLLSHNRISHLPSGFLSEVSS

	LRR25
	738
	763
	LKHLDLSSNLLKTINKSALETKTTTK

	LRR26
	764
	787
	LSMLELHGNPFECTCDIGDFRRWM

	LRR-CT
	772
	828
	NPFECTCDIGDFRRWMDEHLNVKIPRLVDVICASPGDQRGKSIVSLELTTCVSDVTA

	Transmembrane
	829
	851
	VILFFFTFFITTMVMLAALAHHL

	TIR
	852
	1041
	FYWDVWFIYNVCLAKVKGYRSLSTSQTFYDAYISYDTKDASVTDWVINELRYHLEESRDKNVLLCLEERDWDPGLAIIDNLMQSINQSKKTVFVLTKKYAKSWNFKTAFYLALQRLMDENMDVIIFILLEPVLQHSQYLRLRQRICKSSILQWPDNPKAEGLFWQTLRNVVLTENDSRYNNMYVDSIKQY


