Table S21. Domain characterization of TLR1.
The conserved segment of each LRR is underlined. The amino acids identified as under positive selection are in bold. 
	TLR1 – Homo sapiens

	Domain
	Start
	Stop
	Sequence

	Signal
	1
	21
	MTSIFHFAIIFMLILQIRIQL

	LRR-NT
	22
	46
	SEESEFLVDRSKNGLIHVPKDLSQK

	LRR1
	47
	70
	TTILNISQNYISELWTSDILSLSK

	LRR2
	71
	94
	LRILIISHNRIQYLDISVFKFNQE

	LRR3
	95
	115
	LEYLDLSHNKLVKISCHPTVN

	LRR4
	116
	140
	LKHLDLSFNAFDALPICKEFGNMSQ

	LRR5
	141
	163
	LKFLGLSTTHLEKSSVLPIAHLN

	LRR6
	164
	188
	ISKVLLVLGETYGEKEDPEGLQDFN

	LRR7
	189
	212
	TESLHIVFPTNKEFHFILDVSVKT

	LRR8
	213
	245
	VANLELSNIKCVLEDNKCSYFLSILAKLQTNPK

	LRR9
	246
	272
	LSNLTLNNIETTWNSFIRILQLVWHTT

	LRR10
	273
	298
	VWYFSISNVKLQGQLDFRDFDYSGTS

	LRR11
	299
	322
	LKALSIHQVVSDVFGFPQSYIYEI

	LRR12
	323
	349
	FSNMNIKNFTVSGTRMVHMLCPSKISP

	LRR13
	350
	373
	FLHLDFSNNLLTDTVFENCGHLTE

	LRR14
	374
	399
	LETLILQMNQLKELSKIAEMTTQMKS

	LRR15
	400
	424
	LQQLDISQNSVSYDEKKGDCSWTKS

	LRR16
	425
	446
	LLSLNMSSNILTDTIFRCLPPR

	LRR17
	447
	469
	IKVLDLHSNKIKSIPKQVVKLEA

	LRR18
	470
	491
	LQELNVAFNSLTDLPGCGSFSS

	LRR19
	492
	515
	LSVLIIDHNSVSHPSADFFQSCQK

	LRR20
	516
	539
	MRSIKAGDNPFQCTCELGEFVKNI

	LRR-CT
	524
	580
	NPFQCTCELGEFVKNIDQVSSEVLEGWPDSYKCDY
PESYRGTLLKDFHMSELSCNIT

	Transmembrane
	581
	603
	LLIVTIVATMLVLAVTVTSLCSY

	TIR
	604
	786
	LDLPWYLRMVCQWTQTRRRARNIPLEELQRNLQFH
AFISYSGHDSFWVKNELLPNLEKEGMQICLHERNF
VPGKSIVENIITCIEKSYKSIFVLSPNFVQSEWCH
YELYFAHHNLFHEGSNSLILILLEPIPQYSIPSSY
HKLKSLMARRTYLEWPKEKSKRGLFWANLRAAINI
KLTEQAKK


