Table S22. Domain characterization of TLR2. 
The conserved segment of each LRR is underlined. The amino acids identified as under positive selection are in bold. 
	TLR2 – Homo sapiens

	Domain
	Start
	Stop
	Sequence

	Signal
	1
	17
	MPHTLWMVWVLGVIISL

	LRR-NT
	18
	53
	SKEESSNQASLSCDRNGICKGSSGSLNSIPSGLTEA

	LRR1
	54
	77
	VKSLDLSNNRITYISNSDLQRCVN

	LRR2
	78
	101
	LQALVLTSNGINTIEEDSFSSLGS

	LRR3
	102
	125
	LEHLDLSYNYLSNLSSSWFKPLSS

	LRR4
	126
	150
	LTFLNLLGNPYKTLGETSLFSHLTK

	LRR5
	151
	175
	LQILRVGNMDTFTKIQRKDFAGLTF

	LRR6
	176
	196
	LEELEIDASDLQSYEPKSLKS

	LRR7
	197
	223
	IQNVSHLILHMKQHILLLEIFVDVTSS

	LRR8
	224
	250
	VECLELRDTDLDTFHFSELSTGETNSL

	LRR9
	251
	278
	IKKFTFRNVKITDESLFQVMKLLNQISG

	LRR10
	279
	308
	LLELEFDDCTLNGVGNFRASDNDRVIDPGK

	LRR11
	309
	337
	VETLTIRRLHIPRFYLFYDLSTLYSLTER

	LRR12
	338
	361
	VKRITVENSKVFLVPCLLSQHLKS

	LRR13
	362
	388
	LEYLDLSENLMVEEYLKNSACEDAWPS

	LRR14
	389
	414
	LQTLILRQNHLASLEKTGETLLTLKN

	LRR15
	415
	437
	LTNIDISKNSFHSMPETCQWPEK

	LRR16
	438
	458
	MKYLNLSSTRIHSVTGCIPKT

	LRR17
	459
	478
	LEILDVSNNNLNLFSLNLPQ

	LRR18
	479
	500
	LKELYISRNKLMTLPDASLLPM

	LRR19
	501
	524
	LLVLKISRNAITTFSKEQLDSFHT

	LRR20
	525
	548
	LKTLEAGGNNFICSCEFLSFTQEQ

	LRR-CT
	533
	587
	NNFICSCEFLSFTQEQQALAKVLIDWPANYLCDSP
SHVRGQQVQDVRLSVSECHR

	Transmembrane
	588
	610
	TALVSGMCCALFLLILLTGVLCH

	TIR
	611
	784
	RFHGLWYMKMMWAWLQAKRKPRKAPSRNICYDAFV
SYSERDAYWVENLMVQELENFNPPFKLCLHKRDFI
PGKWIIDNIIDSIEKSHKTVFVLSENFVKSEWCKY
ELDFSHFRLFDENNDAAILILLEPIEKKAIPQRFC
KLRKIMNTKTYLEWPMDEAQREGFWVNLRAAIKS


