Table S29. Domain characterization of TLR9.
The conserved segment of each LRR is underlined. The amino acids identified as under positive selection are in bold. 
	TLR9 – Homo sapiens

	Domain
	Start
	Stop
	Sequence

	Signal
	1
	25
	MGFCRSALHPLSLLVQAIMLAMTLA

	LRR-NT
	26
	64
	LGTLPAFLPCELQPHGLVNCNWLFLKSVPHFSMAAPRGN

	LRR1
	65
	88
	VTSLSLSSNRIHHLHDSDFAHLPS

	LRR2
	89
	124
	LRHLNLKWNCPPVGLSPMHFPCHMTIEPSTFLAVPT

	LRR3
	125
	144
	LEELNLSYNNIMTVPALPKS

	LRR4
	145
	168
	LISLSLSHTNILMLDSASLAGLHA

	LRR5
	169
	200
	LRFLFMDGNCYYKNPCRQALEVAPGALLGLGN

	LRR6
	201
	221
	LTHLSLKYNNLTVVPRNLPSS

	LRR7
	222
	245
	LEYLLLSYNRIVKLAPEDLANLTA

	LRR8
	246
	285
	LRVLDVGGNCRRCDHAPNPCMECPRHFPQLHPDTFSHLSR

	LRR9
	286
	309
	LEGLVLKDSSLSWLNASWFRGLGN

	LRR10
	310
	335
	LRVLDLSENFLYKCITKTKAFQGLTQ

	LRR11
	336
	365
	LRKLNLSFNYQKRVSFAHLSLAPSFGSLVA

	LRR12
	366
	392
	LKELDMHGIFFRSLDETTLRPLARLPM

	LRR13
	393
	416
	LQTLRLQMNFINQAQLGIFRAFPG

	LRR14
	17
	473
	LRYVDLSDNRISGASELTATMGEADGGEKVWLQPGDLAPAPVDTPSSEDFRPNCSTL

	LRR15
	474
	497
	NFTLDLSRNNLVTVQPEMFAQLSH

	LRR16
	498
	522
	LQCLRLSHNCISQAVNGSQFLPLTG

	LRR17
	523
	546
	LQVLDLSHNKLDLYHEHSFTELPR

	LRR18
	547
	576
	LEALDLSYNSQPFGMQGVGHNFSFVAHLRT

	LRR19
	577
	599
	LRHLSLAHNNIHSQVSQQLCSTS

	LRR20
	600
	629
	LRALDFSGNALGHMWAEGDLYLHFFQGLSG

	LRR21
	630
	654
	LIWLDLSQNRLHTLLPQTLRNLPKS

	LRR22
	655
	678
	LQVLRLRDNYLAFFKWWSLHFLPK

	LRR23
	679
	702
	LEVLDLAGNQLKALTNGSLPAGTR

	LRR24
	703
	726
	LRRLDVSCNSISFVAPGFFSKAKE

	LRR25
	727
	751
	LRELNLSANALKTVDHSWFGPLASA

	LRR26
	752
	775
	LQILDVSANPLHCACGAAFMDFLL

	LRR-CT
	760
	812
	NPLHCACGAAFMDFLLEVQAAVPGLPSRVKCGSPGQLQGLSIFAQDLRLCLDE

	Transmembrane
	813
	835
	ALSWDCFALSLLAVALGLGVPML

	TIR
	836
	1032
	HHLCGWDLWYCFHLCLAWLPWRGRQSGRDEDALPYDAFVVFDKTQSAVADWVYNELRGQLEECRGRWALRLCLEERDWLPGKTLFENLWASVYGSRKTLFVLAHTDRVSGLLRASFLLAQQRLLEDRKDVVVLVILSPDG
RRSRYVRLRQRLCRQSVLLWPHQPSGQRSFWAQLGMALTRDNHHFYNRNFCQGPTAE


