Table S25. Domain characterization of TLR5. 
The conserved segment of each LRR is underlined. The amino acids identified as under positive selection are in bold. 
	TLR5 – Homo sapiens

	Domain
	Start
	Stop
	Sequence

	Signal
	1
	20
	MGDHLDLLLGVVLMAGPVFG

	LRR-NT
	21
	47
	IPSCSFDGRIAFYRFCNLTQVPQVLNT

	LRR1
	48
	71
	TERLLLSFNYIRTVTASSFPFLEQ

	LRR2
	72
	96
	LQLLELGSQYTPLTIDKEAFRNLPN

	LRR3
	97
	120
	LRILDLGSSKIYFLHPDAFQGLFH

	LRR4
	121
	146
	LFELRLYFCGLSDAVLKDGYFRNLKA

	LRR5
	147
	171
	LTRLDLSKNQIRSLYLHPSFGKLNS

	LRR6
	172
	197
	LKSIDFSSNQIFLVCEHELEPLQGKT

	LRR7
	198
	227
	LSFFSLAANSLYSRVSVDWGKCMNPFRNMV

	LRR8
	228
	254
	LEILDVSGNGWTVDITGNFSNAISKSQ

	LRR9
	255
	289
	AFSLILAHHIMGAGFGFHNIKDPDQNTFAGLARSS

	LRR10
	290
	313
	VRHLDLSHGFVFSLNSRVFETLKD

	LRR11
	314
	337
	LKVLNLAYNKINKIADEAFYGLDN

	LRR12
	338
	361
	LQVLNLSYNLLGELYSSNFYGLPK

	LRR13
	362
	385
	VAYIDLQKNHIAIIQDQTFKFLEK

	LRR14
	386
	404
	LQTLDLRDNALTTIHFIPS

	LRR15
	405
	424
	IPDIFLSGNKLVTLPKINLT

	LRR16
	425
	449
	ANLIHLSENRLENLDILYFLLRVPH

	LRR17
	450
	474
	LQILILNQNRFSSCSGDQTPSENPS

	LRR18
	475
	503
	LEQLFLGENMLQLAWETELCWDVFEGLSH

	LRR19
	504
	527
	LQVLYLNHNYLNSLPPGVFSHLTA

	LRR20
	528
	549
	LRGLSLNSNRLTVLSHNDLPAN

	LRR21
	550
	570
	LEILDISRNQLLAPNPDVFVS

	LRR22
	571
	594
	LSVLDITHNKFICECELSTFINWL

	LRR-CT
	579
	637
	NKFICECELSTFINWLNHTNVTIAGPPADIYCVYP
DSFSGVSLFSLSTEGCDEEEVLKS

	Transmembrane
	638
	660
	LKFSLFIVCTVTLTLFLMTILTV

	TIR
	661
	858
	TKFRGFCFICYKTAQRLVFKDHPQGTEPDMYKYDA
YLCFSSKDFTWVQNALLKHLDTQYSDQNRFNLCFE
ERDFVPGENRIANIQDAIWNSRKIVCLVSRHFLRD
GWCLEAFSYAQGRCLSDLNSALIMVVVGSLSQYQL
MKHQSIRGFVQKQQYLRWPEDFQDVGWFLHKLSQQ
ILKKEKEKKKDNNIPLQTVATIS


