Table S27. Domain characterization of TLR7.
The conserved segment of each LRR is underlined. The amino acids identified as under positive selection are in bold. 

	TLR7 – Homo sapiens

	Domain
	Start
	Stop
	Sequence

	Signal
	1
	26
	MVFPMWTLKRQILILFNIILISKLLG

	LRR-NT
	27
	66
	ARWFPKTLPCDVTLDVPKNHVIVDCTDKHLTEIPGGIPTN

	LRR1
	67
	90
	TTNLTLTINHIPDISPASFHRLDH

	LRR2
	91
	128
	LVEIDFRCNCVPIPLGSKNNMCIKRLQIKPRSFSGLTY

	LRR3
	129
	149
	LKSLYLDGNQLLEIPQGLPPS

	LRR4
	150
	173
	LQLLSLEANNIFSIRKENLTELAN

	LRR5
	174
	205
	IEILYLGQNCYYRNPCYVSYSIEKDAFLNLTK

	LRR6
	206
	226
	LKVLSLKDNNVTAVPTVLPST

	LRR7
	227
	250
	LTELYLYNNMIAKIQEDDFNNLNQ

	LRR8
	251
	291
	LQILDLSGNCPRCYNAPFPCAPCKNNSPLQIPVNAFDALTE

	LRR9
	292
	315
	LKVLRLHSNSLQHVPPRWFKNINK

	LRR10
	316
	341
	LQELDLSQNFLAKEIGDAKFLHFLPS

	LRR11
	342
	371
	LIQLDLSFNFELQVYRASMNLSQAFSSLKS

	LRR12
	372
	398
	LKILRIRGYVFKELKSFNLSPLHNLQN

	LRR13
	399
	422
	LEVLDLGTNFIKIANLSMFKQFKR

	LRR14
	423
	494
	LKVIDLSVNKISPSGDSSEVGFCSNARTSVESYEPQVLEQLHYFRYDKYARSCRFKNKEASFMSVNESCYKY

	LRR15
	495
	518
	GQTLDLSKNSIFFVKSSDFQHLSF

	LRR16
	519
	543
	LKCLNLSGNLISQTLNGSEFQPLAE

	LRR17
	544
	567
	LRYLDFSNNRLDLLHSTAFEELHK

	LRR18
	568
	597
	LEVLDISSNSHYFQSEGITHMLNFTKNLKV

	LRR19
	598
	620
	LQKLMMNDNDISSSTSRTMESES

	LRR20
	621
	651
	LRTLEFRGNHLDVLWREGDNRYLQLFKNLLK

	LRR21
	652
	676
	LEELDISKNSLSFLPSGVFDGMPPN

	LRR22
	677
	700
	LKNLSLAKNGLKSFSWKKLQCLKN

	LRR23
	701
	724
	LETLDLSHNQLTTVPERLSNCSRS

	LRR24
	725
	748
	LKNLILKNNQIRSLTKYFLQDAFQ

	LRR25
	749
	774
	LRYLDLSSNKIQMIQKTSFPENVLNN

	LRR26
	775
	798
	LKMLLLHHNRFLCTCDAVWFVWWV

	LRR-CT
	783
	840
	NRFLCTCDAVWFVWWVNHTEVTIPYLATDVTCVGPGAHKGQSVISLDLYTCELDLTNL

	Transmembrane
	841
	863
	ILFSLSISVSLFLMVMMTASHLY

	TIR
	864
	1049
	FWDVWYIYHFCKAKIKGYQRLISPDCCYDAFIVYDTKDPAVTEWVLAELVAKLEDPREKHFNLCLEERDWLPGQPVLENLSQSIQLSKKTVFVMTDKYAKTENFKIAFYLSHQRLMDEKVDVIILIFLEKPFQKSKFLQLRKRLCGSSVLEWPTNPQAHPYFWQCLKNALATDNHVAYSQVFKETV


