Supplementary Table 2

Domain characterization of TLR1A

The conserved segment of each LRR is underlined. The conserved leucine or equivalent

hydrophobic residues are in green and the conserved asparagine or equivalent hydrogen-

donor residues are in red. The amino acids identified as under positive selection are in bold. In

addition to that, M8 sites under positive selection are in italic, with Type 2 residue colored in

light blue.
TLR1A - Gallus gallus - NP_001007489.4
Domain Start | Stop Sequence
Signal 1 24 | MGSLTSIYVFACVFLSILWNNIQP
LRR-NT 25 52 | TVENKITANYSGHLLTEVPKNIPVHTHI
LRR1 53 73 | THILDLSHNSISEITNFRFTSLSD
LRR2 74 97 | LQVLNLSHNLITELDFSAFMFNQD
LRR3 98| 118 | LEYLDLSHNNIWTAYCQLLAR
LRR4 119 143 | LRHLDLSENKFTVLPICQEFGIMFH
LRR5 144 | 166 | LEYLGLSAMMIRRSDFRYVAHLQ
LRR6 167 189 | LDTVFLTLEDFSLYEPLSLTALN
LRR7 190| 217 | TRSLHIVFATNQNFNFSLLYDGMSTSEK
LRR8 218 | 244 | LKIVNLRYTLSHKDFPSPSLELQKKIK
LRR9 245| 271 | TIDLTLDTVDLEWTVILQIFLLVWDSS
LRR10 272| 310 | VEHLTVRNLIFRGPVVELTEYKHVPLLRSLEQLLSLGSS
LRR11 311| 339 | MKALTLERVRNKLYYFNQEILYRQFSEMN
LRR12 340| 361 |IDSLTIHDACMPHMLCPKKRSS
LRR13 362| 385|FQYINFSRNALTDELFQNCDTLAN
LRR14 386| 411 | LKILILHRNKFESLSKVSFMTS/XMKS
LRR15 412| 436 | LRYLDMSSNLLRNSRAEGRCQWADS
LRR16 437 | 458 | LAELDLSSNQLTEAVFECLPAN
LRR17 459 | 481 | INKVDLQNNQIANVPKGITELHS
LRR18 482 | 503 | LQELNLASNRLADLPGCRAFTG
LRR19 504 | 527 | LEILNIERNLILTPSADFFETCPS
LRR20 532| 554 | VKELQAGQNPFKCSCELQDFLRL
LRR-CT 555 | 591| ERQSGGKLSGWPEAYVCKYPEDLSGTQLEDFHLTELACNTT
Transmembrane | 592 | 614 | LLLVTALLLTLVLVAVVAFPCIY
LDVPWYVRMLWQWTQTKRRAWHDCPEERETALQFHAFISYSERDSLWVKNELIP
TIR 615| 818 NLEKGEGCIQLCQHERNFIPGKSIVENIINCIEKSYKSIFVLSPNFVQSEWCHYELYFA

HHRLFSENSNSLILILLEPIPSYVIPARYHKLKALMAKRTYLEWPKERSKHALFWANL
RAVVNIKLPTSFETDEEQSDVTSTSSITQCLIK




Supplementary Table 3
Domain characterization of TLR1B

The conserved segment of each LRR is underlined. The conserved leucine or equivalent
hydrophobic residues are in green and the conserved asparagine or equivalent hydrogen-
donor residues are in red. The amino acids identified as under positive selection are in bold. In
addition to that, M8 sites under positive selection are in italic, with Type 2 residue colored in
light blue and type 1 residue in dark blue.

TLR1B - Gallus gallus - NP_001075178.3
Domain Start | Stop Sequence
Signal 1 31 | MTKNMRYLRNCFIYNCLFVFTFWDNIGLA
LRR-NT 32 76 | NELFASVPNNFLEDGLDKKNMSFPHSYANNQHYKADYGWVVIENT
LRR1 77 105 | TESLSLSEIADDNVRKLITLLSKFRKGSR
LRR2 106 | 132 | LRNLTLTNMSVDWKDIIKVLQVVWHSS
LRR3 133 | 158 | IEYFNINNLTQLGNV!/STRFDYSKTS
LRR4 159 | 187 | MKAFAVNKVLITDLYFSQDDIYNIFANMN
LRR5 188 | 209 | |AALTIAESELIHMLCPSSDSP
LRR6 210 | 233 | LRYINFSKNDLTDLLFQNCDKLIQ
LRR7 234 | 259 | LETFILHRNKFESLSKVSFMTSRMKS
LRR8 260 | 284 |LRYLDMSSNLLRNSRAEGRCQWADS
LRR9 285 | 306 |LAELDLSSNQLTEAVFECLPAN
LRR10 307 | 329 |!/VKVDLQNNQIASVPKGITELHS
LRR11 330 | 351 | LQELNLASNRLADLPGCRAFTG
LRR12 352 | 375 | LEILNIERNLILTPSADFFETCPS
LRR13 376 | 398 | VKELQAGQNPFKCSCELQDFLRL
LRR-CT 399 | 440 | ERQSGGKLSGWPEAYVCKYPEDLSGTQLKDFHLTELACNTTL
Transmembrane | 441 | 463 | LLVTALLLTLVLVAVVAFLCIYL
DVPWYVRMLWQWTQTKRRAWHDCPEERETALQFHAFISYSERDSLWVKNELIP
NLEKGEGCIQLCQHERNFIPGKSIVENIINCIEKSYKSIFVLSPNFVQSEWCHYELYFA
HHKLFSENSNSLILILLEPIPPYVIPARYHKLKALMAKRTYLEWPKERSKHALFWANLR
TIR 495 | 652 | AAISINLSVADEQNRTEV




Supplementary Table 4
Domain characterization of TLR2A

The conserved segment of each LRR is underlined. The conserved leucine or equivalent
hydrophobic residues are in green and the conserved asparagine or equivalent hydrogen-
donor residues are in red. The amino acids identified as under positive selection are in bold. In
addition to that, M8 sites under positive selection are in italic, with Type 2 residue colored in
light blue and type 1 residue in dark blue.

TLR2A - Gallus gallus - NP_989609.1
Domain Start | Stop Sequence
Signal 1 25 | MFNQSKQKPTMKLMW CJAWLIYTALA
LRR-NT 26 | 63 | AHLPEEQALRQACLSCDATQSCNCSFMGLDFIPFGLTG
LRR1 65 | 88 |ITVLNLAHNRIKLIRTHDLQKAVN
LRR2 89 | 112 | LRTLLLQSNQISSIDEDSFGSQGK
LRR3 113 | 136 | LELLDLSNNSLAHLSPVWFGPLFS
LRR4 137 | 161 | LQHLRIQGNSYSDLGESSPFSSLRN
LRR5 162 | 185 | LSSLHLGNP(JFSIIRQGNFEGIVF
LRR6 186 | 209 | LNTLRIDGDNLSQYEPGSLKSIRK
LRR7 210 | 233 | INHMIISIRRIDVFSAVIRDLLHS
LRR8 234 | 260 | AIWLEVREIKLDIENEKLVQNSTLPLT
LRR9 261 | 288 | |QKLTFTGASFTDKYISQIAVLLKEIRS
LRR10 289 | 317 | LRELEAIDCVLEGKGAWDMEI/ RSKQSS
LRR11 318 | 346 | [ETLSITNMTILDFYLFFDL GIETQVGK
LRR12 347 | 370 | LKRLSIASSKVFMVPCRLARYFSS
LRR13 371 | 397 | LLYLDFHDNLLVNNRLGETICEDAWPS
LRR14 398 | 423 | LQTLNLSKNSLKSLKQAARYISNLHK
LRR15 424 | 446 | LINLDISENNFGEIPDMCEWPEN
LRR16 447 | 467 | LKYLNLSSTQIPKLTTCIPST
LRR17 468 | 487 | LEVLDVSANNLQDFGLQLPF
LRR18 488 | 509 | LKELYLTKNHLKTLPEATDIPN
LRR19 510 | 533 | LVAMSISRNKLNSFSKEEFESFKQ
LRR20 534 | 357 | MELLDASANNFICSCEFLSFIHHE
LRR-CT 358 | 598 | AGIAQVLVGWPESYICDSPLTVRGAQVGSVQLSLMECHR
Transmembrane | 597 | 619 |SLLVSLICTLVFLFILILVVVGY
KYHAVWYMRMTWAWLQAKRKPKRAPTKDICYDAFVSYSENDSNWVENIMVQ
R 620 | 793 | QLEQACPPFRLCLHKRDFVPGKWIVDNIIDSIEKSHKTLFVLSEHFVQSEWCKYELD
FSHFRLFDENNDVAILILLEPIQSQAIPKRFCKLRKIMNTKTYLEWPPDEEQQQMF
WENLKAALKS




Supplementary Table 5

Supplementary Domain characterization of TLR2B

The conserved segment of each LRR is underlined. The conserved leucine or equivalent

hydrophobic residues are in green and the conserved asparagine or equivalent hydrogen-

donor residues are in red. The amino acids identified as under positive selection are in bold. In

addition to that, M8 sites under positive selection are in italic, with Type 2 residue colored in

light blue and type 1 residue in dark blue.

TLR2B - Zebrafinch - XP_002196402.1

Domain Start | Stop Sequence

Signal 1 20 | MTAHIWRVLAIYVILAASLS

LRR-NT 25 | 54 |LKQACPSCDGSQLCNCSSMGLDFIPPGVTA

LRR1 56 | 79 |ITVLNLAHNRIKRIQSQDLQQAVN

LRR2 80 | 103 | LRALLLQSNKISSIDEDSFIW/SLEK

LRR3 104 | 127 | LELLDLSNNSLAHLSPVWFGHLFS

LRR4 128 | 152 | LQHLHLEGNSYRDLGQSSPFSSLKN

LRRS 153 | 176 | LSSLHLGNP(JFSVIRHGNFEGIEL

LRR6 177 | 200 | LHKLWIDGSNLSQYEQGSLKSIKQ

LRR7 201 | 224 | INHMILNLRNGYIFSEIVRDLLHS

LRR8 225 | 251 | VTWLEVRRIAFSIAAEMQVLRVMSSSF

LRRS 252 | 279 | AKKISFRQTLLTDATVPEIVSILEDMPQ

LRR10 280 | 307 |LVELELVDCRLLGTGCWKMEIQAKKSQT

LRR11 308 | 336 |LRILTIKKLSIEEFYLFTDLHSVEGLLSL

LRR12 337 | 360 |LTRVTVQNTKVFLVPCRISQNLLS

LRR13 361 | 387 |LVYLDLSANLLGDLSLEHSACQGGWPS

LRR14 388 | 413 | LQALNLSQNSLSDLERTSKSLSHLGN

LRR15 414 | 436 | LIVLDISQONNFGEIPDVCDWPKS

LRR16 437 | 457 | LKYLNLSSTQIPKVTTCIPCT

LRR17 458 | 477 |LEVLDVSGNNLKEFGLRLPL

LRR18 478 | 499 | LKELYLTRNQLKTLPGAAPIPN

LRR19 500 | 523 |LVSLSVSRNKLNSFSKEEFESFRR

LRR20 524 | 547 | MKLLDASGNNFICSCEFLSFIHHE

LRR-CT 548 | 586 |AGISQVLVGWPDKYVCDSPLAVRGAQVGAVHLSLMECHR

Transmembrane | 587 | 609 |SLVVSLICVLVFLVILLLVAVGY

KYHMVWYLRMTWAWLQAKRKPKRAPPKDVCYDAFVSYSENDSDWVENTMVREL

IR 610 | 783 | EQACPPFRLCLHKRDFVPGKWIVDNIIDSIEKSRKTLFVLSEHFVQSEWCKYELDFSHF
RLFDENNDAAILVLLEPIQSKAIPKRFCKLRKIMNTKTYLEWPLEEEQQQMFWFNLKI
ALRS




Supplementary Table 6
Domain characterization of TLR3

The conserved segment of each LRR is underlined. The conserved leucine or equivalent
hydrophobic residues are in green and the conserved asparagine or equivalent hydrogen-
donor residues are in red. The amino acids identified as under positive selection are in bold. In
addition to that, M8 sites under positive selection are in italic, with Type 2 residue colored in
light blue.

TLR3 - Gallus gallus- NP_001011691.3
Domain Start | Stop Sequence
Signal 1 26 | MGCSIPCWNSLSFRLVFVCLLCASVG
LRR-NT 27 | 52 | KQCQIRNTMADCSHLKLTQIPSDLPK
LRR1 54 | 77 |ITGLDISHNQLKKLDPENLTEYSN
LRR2 78 | 101 | LIYLNAGYNIISKLKPGLCKNLPL
LRR3 102 | 125 |LQILKLEHNQLHELPDGVFASCSN
LRR4 126 | 148 | LTELNLGYNIIEVKNDPFKTLEN
LRRS 149 | 172 | LNILDLSHNHLKSANLGLQQQLKN
LRR6 173 | 198 |LRELVLYSNQITELNKEDLKFLSNTS
LRR7 199 | 222 | LNSLDLSSNPLKEFH T GCLHAIGN
LRR8 223 | 249 |LFGLILNNVELGEN/~TKKLCTELSDTA
LRR9 250 | 275 | IQNLSLSHVKLSHINRLTLQGLQGTN
LRR10 276 | 299 |LTVLNLSKNSLSVIEDDSFQWLSK
LRR11 300 | 323 | LEYLNLEDNNIINVSSHLFYGLSS
LRR12 324 | 347 |ITHLNLINSLTGKIEDFSFQWLHH
LRR13 348 | 371 |LEYLIMDNNNFPRITTNMFTGLKN
LRR14 372 | 399 |LKYLSLYNCNTNLQRITNKTFVSLANSS
LRR15 400 | 423 | LQVLNLTKTRISTVESGAFSSLGQ
LRR16 424 | 448 | LKILDLGLNEINQELTGHEFEGLNN
LRR17 449 | 472 | IEYIYLSYNKNVTLRSESFIFVPS
LRR18 473 | 498 | LRKLMLRKVGCNNLAISPSPFHPLRN
LRR19 499 | 522 | LTVLDISNNNIANIKEDLFNGLHE
LRR20 523 | 554 |LDILNLQHNNLARLWKCANPGGPVLFLKDVPN
LRR21 555 | 578 | LHHLNLKSNGFDEIPVHVFKGLHQ
LRR22 579 | 602 |LKDLDLGSNNLNLLPATLFDDQTS
LRR23 603 | 627 | LNTLNLQKNLITSVEENVFGPAFKS
LRR24 628 | 651 | LRTLEMDFNPFDCTCESIAWFASW
LRR-CT 652 | 696 | LNDTQAYIPGLQSQYICNTPPKYHGTLVLHFDTSACKDSAPFKLL
Transmembrane | 697 | 719 | FLITTTVVWMQFMFIVLLIHFEGW
RIAFYWNISINRILGFKELDRLPGVFDYDAYVIHARKDTNWVLTNFTSLEENEQFQ
TIR 720 | 896 | VKFCLEERDFEAGISEFEAIINCIRRSRKIIFIVTEHLLQDPWCRKFKVHHALQQAIEQ
SRDSIILIFLHNIQDYKLNHALCLRRGMFRSCCILNWPVQKERINAFHQQLMMALK
SNSKVR




Supplementary Table 7

Domain characterization of TLR4

The conserved segment of each LRR is underlined. The conserved leucine or equivalent

hydrophobic residues are in green and the conserved asparagine or equivalent hydrogen-

donor residues are in red. The amino acids identified as under positive selection are in bold. In

addition to that, M8 sites under positive selection are in italic, with Type 2 residue colored in

light blue and type 1 residue in dark blue.

TLR4 - Gallus Gallus- NP_001025864.1

Domain Start S:)o Sequence

Signal 1| 30| MPSRAAPTALTLGVLLQLLLVLSLLAGCIP

LRR-NT 31| 58 |SPCLEVIPSTAFRCTGQONISGVPAEIPN

LRR1 60| 83 |TLDLDLSFNSLKLLSSNYFSSVPE

LRR2 84| 107 | LQFLDLSRCHIHTIEDNSFVDLYN

LRR3 108 | 131 | LSTLILTANSLQHLGLAAFHGLTS

LRR4 132 | 155 | LKKLVLVETSISSLSDLPIGHLNT

LRR5 156 | 180 | LQELNLGHNNIASLKLPKYFANLTS

LRR6 181 | 208 | LRHLSFS5SNNITYISKGDLDALRETNRL

LRR7 209 | 231 | NLTLVLSLNNIKYIQSGSFAKIH

LRR8 232 | 258 | LGELILRSSFENL/VAMHSSLQGLAGLQ

LRR9 259 | 288 | VNRLIVGEFTN/LKITAFQNGLLSGLCQVQ

LRR10 289 | 313 | MQEFVLMCFREFE/DTDTLFDCIGN

LRR11 314 | 335 | VITIRLVDLNLETLSEVPMFSQ

LRR12 336 | 359 | VKHLEWKRCKFQELPALKLSLFKE

LRR13 360 | 383 | LRVLRITKSK/JLNGF-QKFGSLTY

LRR14 384 | 409 | LEVVDLSENRLSFLTCCSPKF~RSPN

LRR15 410 | 432 | LKHLNLSFNSDISLTGEFANLRN

LRR16 433 | 457 | LLYLDLQHTKLIHHGTYPVFLLLQK

LRR17 458 | 481 | LIYLDISYTKTHVMSHLIFHGLNS

LRR18 482 | 506 | LQVLKMAGNSFENNTLTNNFENVRR

LRR19 507 | 530 | LRILDISSCKLVWVDQSTFNALSE

LRR20 531 | 554 | LKELIISNNKLLTFDPVTYKPLQA

LRR21 555 | 579 | LTALDFSNNQMSFLSDSALEILPDS

LRR22 580 | 603 | LVLLDISHNLFECSC "HLNFLKWV

LRR-CT 604 | 639 | KEKQDLLQNKHSMICHTPAYMKNMSLSNFDMSSCHP
Transmembrane 640 | 662 | \'PTTVACSVTVLLAAGVFLFLIY

KYYFQLYYSLVLLSGCKHSAERGDIYDAFVIHSSKDQEWVMKELVEPLEEGKPPFQLCLY
TIR 663 | 843 | FRDFLPGVPIVTNIIQEGFLSSRNVIAVISADFLESKWCSFEFDIARSWQLVEGKAGIIMII

LGEVDKTLLRQRLGLSRYLRRNTYLEWKNKEISRHIFWRQLTSVLLEGKKWNHEEIKLM




Supplementary Table 8
Domain characterization of TLR5

The conserved segment of each LRR is underlined. The conserved leucine or equivalent
hydrophobic residues are in green and the conserved asparagine or equivalent hydrogen-
donor residues are in red. The amino acids identified as under positive selection are in bold. In
addition to that, M8 sites under positive selection are in italic, with Type 2 residue colored in
light blue.

TLR5 - Gallus Gallus- NP_001019757.1
Domain Start | Stop Sequence
Signal 1 22 | MMLHQRLIIVFGIALAGDICAS
LRR-NT 23 47 | RSCYSEDQVSMYNSCNLTGVPPVPK
LRR1 49 72 | TAKLFLTYNYIRQVTATSFPLLED
LRR2 73 98 | LFLLEIGTQRVFPLYIGKEAFRNLPN
LRR3 99 122 | LRVLDLGFNNILLLDLDSFAGLQR
LRR4 123 148 | LTILRLFQNNLGDSILEERYFQDLRS
LRR5 149 173 | LEELDLSGNQITKLHPHPLFYNLTI
LRR6 174 | 199 | LKAVNLKFNKISNLCESNLTSFQGKH
LRR7 200 | 229 | FSFFSLSTN/LYKTDKMIWAKCPNPFRNIT
LRR8 230 | 256 | FNSLDVSENGWSTETVQYFCTAIKGTQ
LRR9 257 | 291 |INYLSFRSHTMGSGFGFNNLKNPDTDTFTGLARSD
LRR10 292 | 315 | LHLLDISNGFIFSLNSLIFESLRN
LRR11 316 | 339 | LEFLNLFRNKINQIQKQAFFGLEN
LRR12 340 | 363 | LEILNLSSNLLGELYDYTFEGLHS
LRR13 364 | 387 | IMYIDLQQNHIGMIGEKSFSNLVN
LRR14 388 | 406 | LKIIDLRDNAIKKLPSFPH
LRR15 407 | 426 | LTSAFLSDNKMMSVAHTAIV
LRR16 427 | 451 | ATHIELERNWLANLGDLYVLFQVPG
LRR17 452 | 476 |VQYLLLKQNRFSYCVKHVDAIENNQ
LRR18 477 | 505 | LIYMDLGENMLQLVWERGLCLDVFRTLSK
LRR19 506 | 529 | LQVLHLNNNYLSALPQEIFNGLTS
LRR20 530 | 551 | LKRLNLASNLLSHLSLRVFPQS
LRR21 552 | 572 | LTNLNLSGNQLFSPKPEVFMT
LRR22 573 | 596 | LSILDITHNKYVCDCALKSLLVWL
LRR-CT 597 | 645 | NETNVTLAGSESDRYCVYPPALAGVPVSFLTYDDCDEDELQQTLRFSVF
Transmembrane | 646 | 668 |VFLSVTLLMFLMSTIIFTRCRGI
CFVWYKTITKTLIGSHPPAADTSEYMYDAYLCYSKNDFEWVQNSLLKHLDSQYFDK
NRFTLCFEERDFLPGEEHINNIRDAIWKSRKTICVVTRQFLKDGWCVEAFNFAQSR
TIR 669 | 861 YFSDLKEVLIMVVVGSLSQYQLMKHKPIRIFLQRSRYLRWPEDYQDIGWFLDNLSS
QILKEKKVQRNVSGIELQTIATVSH




Supplementary Table 9 Domain characterization of TLR7

The conserved segment of each LRR is underlined. The conserved leucine or equivalent

hydrophobic residues are in green and the conserved asparagine or equivalent hydrogen-

donor residues are in red. The amino acids identified as under positive selection are in bold. In

addition to that, M8 sites under positive selection are in italic, with Type 2 residue colored in

light blue and type 1 residue in dark blue.

TLR7 — Gallus gallus - NP_001011688.1

Domain Start | Stop Sequence
Signal 1 36 | MTNLSEVAAHRKMVHHARTSNALLFVLLFLFPMLLS
LRR-NT 38 73 | RWFPKTLPCDVEAFESTVRVDCSDRRL/(EVPRGIP
LRR1 75 98 | ATNLTLTINHIPRISPVSFTQLEN
LRR2 99| 136 |LVEIDFRCNCVPPRLGPKD/\'VC/T”PSIENGSFAALSR
LRR3 137| 157 | LKSLYLDANQLSKIPRGLPAT
LRR4 158 | 181 | LRLLSLEANNIFSIKKNTFSELRN
LRR5 182| 213 |IELLYLGQNCYYRNPCNVSFEIEETAFLNLKN
LRR6 214| 234 | LTVLSLKSNNLTFIPPNLSST
LRR7 235| 258 | LKELYIYNNRIQEVQEHDLSNLYN
LRR8 259 | 298| LEILDLSGNCPRCYNAPYPCTPCPNI/SIKIHSKAFYSLKK
LRR9 299 | 322 LRILRLHSNSLQSIPSSWFKNIKN
LRR10 323| 348 | LKNLDLSQNFL/KEIGDAEFLKLIPS
LRR11 349| 378 | LVELDLSFNFELQMYSPFLNLSKTFSCLSN
LRR12 379| 405 | LETLRIKGYVFKELREENLDPLLNLRN
LRR13 406 | 429 | LTVLDLGTNFIKIADLRVFKKFRS
LRR14 430! 504 LKIIDLSMNKISPSSGESNFYGFCSDHRITVEQYSRHVLQEMHYFRYDEYGRSCKSKDK
EADSYQPLVNGDCMSY
LRR15 505| 528 | GETLDLSRNNIFFVNSIDFCDLSF
LRR16 529| 553 | LKCLNLSGNAISQTLNGSEF 'YLSG
LRR17 554 | 577 | LKYLDFSNNRIDLLYSTAFKELK
LRR18 578 | 607 | LEILDLSNNKHYFLAEGVSHVLSFMKNLAY
LRR19 608 | 630 | LKKLMNMNENEISTSISTGMESQS
LRR20 631| 661|LQTLEFRGNRLDIFWSDGKKEYLSFFKNLTN
LRR21 662| 686 | LEQLDISPNMLNFLP~DVFEAMPPE
LRR22 687| 710 | LKILNLTSNZLHTFNWG/(LHLLTK
LRR23 711| 734 LITLDLSNNLL ' TVPRKLSNCTST
LRR24 735| 758 | LQELILRNNRITXITKYFLRGAIQ
LRR25 759 | 784 | LTYLDLSSNKIQIIKKSSFPENIINN
LRR26 785| 807 | LRMLLLHNNPFKCNCDAVWFVGW
LRR-CT 808 | 852 |INQTQVAIPLLATDVTCAGPGAHKGRSLVFLDLNTCELDTSYFIM
Transmembrane 853 | 875| YALSTSAVLCLMMFAVMSHLYFW
DMWYSYHYCTAKLKGYRRIPLPDACYDAFIAYDNTDLAVNEWVM TELVEKLEDQK
TIR 376 | 1059 ARQFNLCLEERDWLPGQPVFDNLSQSIQLSKKTIFVLTNKYIKSGTFKTTFYMAHQRL
LDEKIDVIILIFLEKVLQKSRYVQLRKRLCRSSVLEWPTNPRSQPYFWQRLKNAIAMN
NTLSYNKLLQETV




Supplementary Table 10

Domain characterization of TLR15

The conserved segment of each LRR is underlined. The conserved leucine or equivalent

hydrophobic residues are in green and the conserved asparagine or equivalent hydrogen-

donor residues are in red. The amino acids identified as under positive selection are in bold. In

addition to that, M8 sites under positive selection are in italic, with Type 2 residue colored in

light blue.
TLR15 — Gallus gallus- NP_001032924.1
Domain Start | Stop Sequence
Signal 1 22 | MRILIGSLYFYFISFLFSKVNG
LRR-NT 23 55 | FLTQRTSPVSSFPFYNYSYLNLSSVSQAQAPKT
LRR1 56 79 | ARALNFSYNAIEKITKRDFEGFHV
LRR2 80 103 | LEVLDLSHNHIKDIEPGAFENLLS
LRR3 104 202 LVSVDLSFNDKNLLVSGLAPHLKLIPTSGASGPSQIYMYFQKSAEAALEPSAPAELL
PHLEDPPNPGNVNPRFRQRRTEEN/{TSPPAATLRPDLCGAPI
LRR4 203 233 | NGLLDLSRTKLSNEELTAKLDADLCQAQLGT
LRR5 234 260 | VLEFNISHSDLEMDLLSLFILFLPMKD
LRR6 261 288 | IQSVDASYNRITINNIDVEAICHFPFSN
LRR7 289 310 | FSFLNISNNPINSLETVCLPAS
LRR8 311 334 | ITVIDLSFTNISTIP/ NFAKKLSK
LRR9 335 365 | LERMYVQGNQLIYTVRPENPSATPRP~PGTVQ
LRR10 366 387 | ISAISLVRNQAGTPIESLPES
LRR11 388 411 | VKHLKVSNCSIVELPEWFANRMQE
LRR12 412 431 | LLFLDLSSNRISMLPDLPIS
LRR13 432 454 | LQQLDISNSDIKIIPPRFKSLSN
LRR14 455 476 | VTVFNIQNNKLTEMHPEYFPST
LRR15 477 498 | LTTCDISKNKLKVLSLTKALEN
LRR16 499 520 | LESLNVSGNLITRLEPACQLPS
LRR17 521 544 | LTNLDSSHNLISELPDHLGQSLLM
LRR18 545 566 | LKHFNLSGNKISFLQRGSLPAS
LRR19 567 590 |LEELDISDNAITTIVQDTFGQLTS
LRR20 591 615 | LSVLTVQGKHFFCNCDLYWFVNIYI
LRR-CT 616 653 | RNPHLQINGKDDLRCSFPPDRRGSLVKSSNLTLLHCSL
Transmembrane | 654 | 676 | GIQMAITACMAILVVLVLTGLCW
RFDGLWYVRMGWYWCMAKRRQYKKRPENKPFDAFISYSEHDADWTKEHLLKKL
TIR 677 368 ETDGFKICYHERDFKPGHPVLGNIFYCIENSHKVLFVLSPSFVNSCWCQYELYFAEH
RVLDENQDSLIMVVLEDLPPDSVPQKFSKLRKLLKRKTYLKWSPEEHKQKIFWHQL
AAVLKTTNEPLVRAENGPNEDVIEME







