Table S30. Domain characterization of TLR10.
The conserved segment of each LRR is underlined. The amino acids identified as under positive selection are in bold. 
	TLR10 – Homo sapiens

	Domain
	Start
	Stop
	Sequence

	Signal
	1
	19
	MRLIRNIYIFCSIVMTAEG

	LRR-NT
	20
	49
	DAPELPEERELMTNCSNMSLRKVPADLTPA

	LRR1
	50
	73
	TTTLDLSYNLLFQLQSSDFHSVSK

	LRR2
	74
	97
	LRVLILCHNRIQQLDLKTFEFNKE

	LRR3
	98
	118
	LRYLDLSNNRLKSVTWYLLAG

	LRR4
	119
	143
	LRYLDLSFNDFDTMPICEEAGNMSH

	LRR5
	144
	166
	LEILGLSGAKIQKSDFQKIAHLH

	LRR6
	167
	192
	LNTVFLGFRTLPHYEEGSLPILNTTK

	LRR7
	193
	216
	LHIVLPMDTNFWVLLRDGIKTSKI

	LRR8
	217
	243
	LEMTNIDGKSQFVSYEMQRNLSLENAK

	LRR9
	244
	281
	TSVLLLNKVDLLWDDLFLILQFVWHTSVEHFQIRNVTF

	LRR10
	282
	303
	GGKAYLDHNSFDYSNTVMRTIK

	LRR11
	304
	327
	LEHVHFRVFYIQQDKIYLLLTKMD

	LRR12
	328
	349
	IENLTISNAQMPHMLFPNYPTK

	LRR13
	350
	373
	FQYLNFANNILTDELFKRTIQLPH

	LRR14
	374
	398
	LKTLILNGNKLETLSLVSCFANNTP

	LRR15
	399
	422
	LEHLDLSQNLLQHKNDENCSWPET

	LRR16
	423
	444
	VVNMNLSYNKLSDSVFRCLPKS

	LRR17
	445
	467
	IQILDLNNNQIQTVPKETIHLMA

	LRR18
	468
	489
	LRELNIAFNFLTDLPGCSHFSR

	LRR19
	490
	513
	LSVLNIEMNFILSPSLDFVQSCQE

	LRR20
	514
	537
	VKTLNAGRNPFRCTCELKNFIQLE

	LRR-CT
	522
	577
	NPFRCTCELKNFIQLETYSEVMMVGWSDSYTCEYP
LNLRGTRLKDVHLHELSCNTA

	Transmembrane
	578
	600
	LLIVTIVVIMLVLGLAVAFCCLH

	TIR
	601
	811
	FDLPWYLRMLGQCTQTWHRVRKTTQEQLKRNVRFHAFISYSEHDSLWVKNELIPNLEKEDGSILICLYESYFDPGKSISENIVSFIEKSYKSIFVLSPNFVQNEWCHYEFYFAHHNLFHENSDHIILILLEPIPFYCIPTRYHKLKALLEKKAYLEWPKDRRKCGLFWANLRAAINVNVLATREMYELQTFTELNEESRGSTISLMRTDCL


