logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

73658 FNQ92 RS13020 WP 000990713.

124
462
412
170
280
205
239
538
510

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

73658 FNQ92 RS13020 WP 000990713.

124
462
412
170
280
205
239
538
510

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

73658 FNQ92 RS13020 WP 000990713.

124
462
412
170
280
205
239
538
510

consensus

BSU 16930 NP 389575.2

GPW51 RS00385 WP 012774894.1
SMU RS09535 WP 002262393.1
SP RS09755 WP 000642718.1
KZH43 RS08670 WP 000642700.1
SPR RS08830 WP 000642700.1
SPD RS09270 WP 000642701.1

SMSK321 RS11060 WP 000642686 .
SM12261 RS08320 WP 000642690.

BSU 16930 NP 389575.2

GPW51 RS00385 WP 012774894.1
SMU RS09535 WP 002262393.1
SP RS09755 WP 000642718.1
KZH43 RS08670 WP 000642700.1
SPR RS08830 WP 000642700.1
SPD RS09270 WP 000642701.1

SMSK321 RS11060 WP 000642686 .
SM12261 RS08320 WP 000642690.

BSU 16930 NP 389575.2

GPW51 RS00385 WP 012774894.1
SMU RS09535 WP 002262393.1
SP RS09755 WP 000642718.1
KZH43 RS08670 WP 000642700.1
SPR RS08830 WP 000642700.1
SPD RS09270 WP 000642701.1

SMSK321 RS11060 WP 000642686 .
SM12261 RS08320 WP 000642690.

[N

=

. BECTELTEQMRE e T D luste et

BEMMINAEITAVGTE LIRGQIEIWNTNAQFLSEKLABIG VY IRTGGLGPTIMDDLTK T
IUNIIUKAEITAVG E LIRGQIMNTNAQF SENLAEIGV V  BITAVGDN|goRLEQN RIIAjM RSMg Ijj GGLGPTJYDDLTK T
AMKAE TAVGTEILTGQI NTNAQFLSEKGAE G DVYFHTAVGDNEGRLLS.LE ASEERS| V LEGGLGPTEDDLTKQTL
..MK EITAVGTEILTGQIVNTN QFLSEKWJAE G DVYFQTAVGDNERLLS LIJTAR{ RSPL L{EGGLGPTEDDLTKQTL
BAMKAEITAVGTEILTGQIVNTNAQFLSEKLAEIGVDVYFQTAVGDNEWRLLSLLEIASQRSSLVILTGGLGPTEDDLTKQTL
.MKAEIIAVGTEILTGQIVNTNAQFLSEKLAEIGVDVYFQTAVGDNEVRLLSLLEIASQRSSLVILTGGLGiTEDDLTKQTL
A

TR

MRV KAEITAVGTEILTGQIVNTNAQFLSEKLAEIGVDVYFQTAVGDNEWRLLSLLETASQRSSLVILTGGLGATEDDLTKQTL
MV KAEIIAVGTEILTGQIVNTNAQFLSEKLAEIGVDVYFQTAVGDNEWRLLSLLETASQRSSLVILTGGLGITEDDLTKQTL
MV KAEIIAVGTEILTGQIVNTNAQFLSEKLAEIGVDVYFQTAVGDNEMRLLSLLEIASQRSSLVILTGGLGPTEDDLTKQTL
MKAETITAVGTEILTGQIVNTNAQFLSEKLAEIGVDVYFQTAVGDNERLLSLLEIASQRSSLVILTGGLGPTEDDLTKQTL
N R e e Y RN I R R Ry ey By R ey I ey Y Ry ooy ey W o ey W

Mt om0 B v MO e ler LAV DAL LAY Yot

AQNFLG NLVFDELAMAKLDRFFASRPGRVRTPNNERQAQIVEG APALNNIFNGLAVGG E[@DGVTY VLPGPPSELKRAM|EIRILL
AKFLEY IMLVFDEGYAQE LDIFFARRPISJUIRTPNNEMQAQI G [NPLENIYTGLAVGG LERDGVTYVVLPGPPSELKPMV)Y LL

FEyRRPDYARTPNNERQAQIVEGAIPLPNETGLAVGGIMLEVDGVTYVVLPGPPSELKPMVLNQLL

FFAJBRPDYARTPNNERQAQIVEGAIPLPNETGLAVGGIMLEVDGVTYVVLPGPPSELKPMVLNQLL
FFAIRRPDYARTPNNERQEQIVEGAIPLPNETGLAVGGILEVDGVTYVVLPGPPSELKPMVLNQLL
FFANRPDYARTPNNERQAQIVEGAPPLPNETGLAVGG LEVDGVTYVVLPGPPSELKPMVLNQLL

FFAWRPDYARTPNNERQAQ VEGAIPLPNETGLAVGG LEVDGVTYVVLPGPPSELKPMVLNQLL
ok Dokokokokokokok Dok | kkkok [ kokok Dokokokokok Dokok Dok Dok | oskokokokok [ 1k okok ok

{ L sl o

AT TR VIR ST Okl

BTGSKLYSRVLRFFGIGESQLVTILADLIDNQMDPTLAPYAKTGEVTLRLSTKASSQEEANQILDILENQIL @QTFE
BTGSKLYSRVLRFFGIGESQLVTILADLIDNQMDPTLAPYAKTGEVTLRLSTKASSQEEANQIALDILENQIL @QTFE
BTGSKLYSRVLRFFGIGESQLVTILADLIDNQMDPTLAPYAKTGEVTLRLSTKASSQEEANQILDILENQIL @QTFE
BTGSKLYSRVLRFFGIGESQLVTIL DLIDNQTDPTLAPYAKTGEVTLRLSTKASSQEEANQLDILENQILEQTFE

NTGSKLEISRVLRFFGIGESQLVTIL DLIDNQTDPTLAPYAKTGEVTLRLSTKASSQEEANQULDILENQIL[EMQTFE
ok Do DU DL LD o Dok Do Dok Dogor b Lo b Do Dok DD D Do b Do Doesokobok Doskor hokokok Dok ook skor ok ok

* I

165
169
166
166
166
166
166
166
166
166

244
249
245
245
247
247
247
247
247
247



logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

73658 FNQ92 RS13020 WP 000990713.

124
462
412
170
280
205
239
538
510

BSU 16930 NP 389575.2

GPW51 RS00385 WP 012774894.1
SMU RS09535 WP 002262393.1
SP RS09755 WP 000642718.1
KZH43 RS08670 WP 000642700.1
SPR RS08830 WP 000642700.1
SPD RS09270 WP 000642701.1

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

73658 FNQ92 RS13020 WP 000990713.

124
462
412
170
280
205
239
538
510

BSU 16930 NP 389575.2

GPW51 RS00385 WP 012774894.1
SMU RS09535 WP 002262393.1
SP RS09755 WP 000642718.1
KZH43 RS08670 WP 000642700.1
SPR RS08830 WP 000642700.1
SPD RS09270 WP 000642701.1

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

73658 FNQ92 RS13020 WP 000990713.

124
462
412
170
280
205
239
538
510

BSU 16930 NP 389575.2

GPW51 RS00385 WP 012774894.1
SMU RS09535 WP 002262393.1
SP RS09755 WP 000642718.1
KZH43 RS08670 WP 000642700.1
SPR RS08830 WP 000642700.1
SPD RS09270 WP 000642701.1

consensus

SMSK321 RS11060 WP 000642686 .
SM12261 RS08320 WP 000642690.

SMSK321 RS11060 WP 000642686 .
SM12261 RS08320 WP 000642690.

SMSK321 RS11060 WP 000642686 .
SM12261 RS08320 WP 000642690.

[

=

bR e o | L T FokabaesaSs e VoL ot e

. . RMGEIEFNENDEI . FIRHDK AV L| RS KL AMAESLT GNQT B GVSS 'FKGGY '[®Yia " WKl VI FEEVE I
..R GEIAENENDBT . SIRVKE SIACKEKGITI LNSIE NG GRY SEWRTRHEEASKBAAE VIUCYEINB VIO N VISGMKKET
. KIMADMIF VAR IN IR VK T\YA TRIBAEK R QUMW T V] Q GueGe AL [AVAEBST. ALMD QP YigS[eleK\ vV G QMG I EF
. A Vig MLKINSGKTIWAAESLTAGLFQARl A F GEISHIFKGGF TYS EEK RML[YIPIgMIL MHGV
SLRDFCYGYGEETSLASIVVEELKRQGKTIAAAESLTAGLFQATVANFSGVSSIFKGGFVTYSLEEKSRMLDIPEAKMLEEHGV

SLRDFCYGYGEETSLASIVVEELKRQGKTIAAAESLTAGLFQATVANFSGVSSIFIRGGFVTYSLEEKSRMLD IPIAKNLEEHGYV|
SLRDFCYGYGEETSLASIVVEELKRQGKTIAAAESLTAGLFQATVANFSGVSSIFIGGFVTYSLEEKSRMLDIPEAKMLEEHGV
SLRDMCYGYGEEJISLASIVVEELK QGKTIWAAESLTAGLFQATVA FSGRASSIFKGGFVTYSLEEKS MLDIP|KMLEEMGV
SLRDIBCYGYGEETSLASIVVEELKRQGKTI AESLTAGLFQARIVA FSGEINSSIFKGGFVTYSLEEKS MLDIPWKMLEERGV

kkkkkkok |k | * 5k |k sk %k %k ok k k ok ok k | oskokkk | [ ook sk ok kokoskosk sk skok |k |1 sk sk sk sk sk sk sk sk sk %k sk sk sk k * * 5k % % %k

e ATl VTN TRE R e Vo RSRfbAL ARG

DMGISIITGVAGPD BEj [IMYGTVF GLAIKDEPTV FP N SG.SRQQ IERSAKY@]YHBYIMKINE
KECASELAKGVQKLT.SDIGISFTGVAGPD QIAey I EPEHIRNNEERSIANGKE . E|

. KUMBBTIWNTP S[EIS . .
WITKVlIGGRSR DVRYIAVJAHAFNLVR[AYLL

SLRDFCYGYGEETSLASIVVEELKRQGKTIAAAESLTAGLFQATVANFSGVSSIFiGGFVTYSLEEKSRMLDIPAKNLEEHGV
E

SIKECIIR Y LIS VlELL

Q
VSEFTAQKMAEQARSKTQSDFGISLTGVAGPDSLEGHP GTVFIGLAQ QGTEP
VSEFTAQKMAEQARSKTQSDFGISLTGVAGPDSLEGHP GTVFIGLAQ QGTER
VSEFTAQKMAEQARSKTQSDFGISLTGVAGPDSLEGHP GTVFIGLAQ QGTER
VSEFTAQKMAEQARSKTQSDFGISLTGVAGPDSLEGHP GTVFIGLAQ QGTER
BVIKVNIGGRSRADVRHIAVMHAFNLVRKALL
BVIKVNIGGRSRADVRHIAVMHAFNLVRKALL

ok k ok kkok |

* 5k k k % * 1k * | * | oskokokok | * %k 5k %k k %

412
416
393
418
418
418
418
418
418
418

K non conserved
B similar
> 507 conserved

VIKVNIGGRSRADVRHIAVMHAFNLVRKALL
VIKVNIGGRSRADVRHIAVMHAFNLVRKALL
VIKVNIGGRSRADVRHIAVMHAFNLVRKALL
VIKVNIGGRSRADVRHIAVMHAFNLVRKALL

kokokokokok |k |oskskskok | oskoskskkk ok * * 1k

326
331
313
328
332
332
332
332
332
332

410
414
393
412
416
416
416
416
416
416



