Table S23. Domain characterization of TLR3. 
The conserved segment of each LRR is underlined. The amino acids identified as under positive selection are in bold. 
	TLR3 – Homo sapiens

	Domain
	Start
	Stop
	Sequence

	Signal
	1
	25
	MRQTLPCIYFWGGLLPFGMLCASST

	LRR-NT
	26
	52
	TKCTVSHEVADCSHLKLTQVPDDLPTN

	LRR1
	53
	76
	ITVLNLTHNQLRRLPAANFTRYSQ

	LRR2
	77
	100
	LTSLDVGFNTISKLEPELCQKLPM

	LRR3
	101
	124
	LKVLNLQHNELSQLSDKTFAFCTN

	LRR4
	125
	148
	LTELHLMSNSIQKIKNNPFVKQKN

	LRR5
	149
	172
	LITLDLSHNGLSSTKLGTQVQLEN

	LRR6
	173
	198
	LQELLLSNNKIQALKSEELDIFANSS

	LRR7
	199
	222
	LKKLELSSNQIKEFSPGCFHAIGR

	LRR8
	223
	249
	LFGLFLNNVQLGPSLTEKLCLELANTS

	LRR9
	250
	275
	IRNLSLSNSQLSTTSNTTFLGLKWTN

	LRR10
	276
	299
	LTMLDLSYNNLNVVGNDSFAWLPQ

	LRR11
	300
	323
	LEYFFLEYNNIQHLFSHSLHGLFN

	LRR12
	324
	356
	VRYLNLKRSFTKQSISLASLPKIDDFSFQWLKC

	LRR13
	357
	380
	LEHLNMEDNDIPGIKSNMFTGLIN

	LRR14
	381
	408
	LKYLSLSNSFTSLRTLTNETFVSLAHSP

	LRR15
	409
	432
	LHILNLTKNKISKIESDAFSWLGH

	LRR16
	433
	457
	LEVLDLGLNEIGQELTGQEWRGLEN

	LRR17
	458
	481
	IFEIYLSYNKYLQLTRNSFALVPS

	LRR18
	482
	507
	LQRLMLRRVALKNVDSSPSPFQPLRN

	LRR19
	508
	531
	LTILDLSNNNIANINDDMLEGLEK

	LRR20
	532
	563
	LEILDLQHNNLARLWKHANPGGPIYFLKGLSH

	LRR21
	564
	587
	LHILNLESNGFDEIPVEVFKDLFE

	LRR22
	588
	611
	LKIIDLGLNNLNTLPASVFNNQVS

	LRR23
	612
	636
	LKSLNLQKNLITSVEKKVFGPAFRN

	LRR24
	637
	660
	LTELDMRFNPFDCTCESIAWFVNW

	LRR-CT
	645
	701
	NPFDCTCESIAWFVNWINETHTNIPELSSHYLCNT
PPHYHGFPVRLFDTSSCKDSAP

	Transmembrane
	702
	724
	FELFFMINTSILLIFIFIVLLIH

	TIR
	725
	904
	FEGWRISFYWNVSVHRVLGFKEIDRQTEQFEYAAY
IIHAYKDKDWVWEHFSSMEKEDQSLKFCLEERDFE
AGVFELEAIVNSIKRSRKIIFVITHHLLKDPLCKR
FKVHHAVQQAIEQNLDSIILVFLEEIPDYKLNHAL
CLRRGMFKSHCILNWPVQKERIGAFRHKLQVALGS
KNSVH


