logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

124
462
170
280
205
239

BSU 16930 NP 389575.2

GPW51 RS00385 WP 012774894.1

SP RS09755 WP 000642718.1

KZH43 RS08670 WP 000642700.1
SPR RS08830 WP 000642700.1

SPD RS09270 WP 000642701.1

538 SMSK321 RS11060 WP 000642686.1
510 SM12261 RS08320 WP 000642690.1
109639 ACGHT2 RS10605 WP 003066899.1
412 SMU RS09535 WP 002262393.1

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

124
462
170
280
205
239

BSU 16930 NP 389575.2

GPW51 RS00385 WP 012774894.1

SP RS09755 WP 000642718.1

KZH43 RS08670 WP 000642700.1

SPR RS08830 WP 000642700.1

SPD RS09270 WP 000642701.1

538 SMSK321 RS11060 WP 000642686.1
510 SM12261 RS08320 WP 000642690.1
109639 ACGHT2 RS10605 WP 003066899.1
412 SMU RS09535 WP 002262393.1

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

124
462
170
280
205
239

BSU 16930 NP 389575.2

GPW51 RS00385 WP 012774894.1

SP RS09755 WP 000642718.1

KZH43 RS08670 WP 000642700.1
SPR RS08830 WP 000642700.1

SPD RS09270 WP 000642701.1

538 SMSK321 RS11060 WP 000642686.1
510 SM12261 RS08320 WP 000642690.1
109639 ACGHT2 RS10605 WP 003066899.1
412 SMU RS09535 WP 002262393.1

consensus

I

Tt

e AT e

NI

e s e Ao AT NGRMLE T AT b TN )

FFAIRRPDYARTPNNERQEQIVEGAIPLPNETGLAVGGILEVDGVTYVVLPGPPSE
FFAWNRPDYARTPNNERQAQIVEGAPPLPNETGLAVGG LEVDGVTYVVLPGPPSE

ok ok 1 ! ok Dokoskok Dok Dok Dok Dok Dokokok Dokockokokok Tk D 11D T

el L AT L e

BGSKLYSRVLRFFGIGESQLVTILADLIDNQMDPTLAPYAKTGEVTLRLSTKASSQEEANQE
NGSKLYSRVLRFFGIGESQLVTILADLIDNQMDPTLAPYAKTGEVTLRLSTKASSQEEANQES
BGSKLYSRVLRFFGIGESQLVTILADLIDNQMDPTLAPYAKTGEVTLRLSTKASSQEEANQE
BGSKLYSRVLRFFGIGESQLVTILADLIDNQMDPTLAPYAKTGEVTLRLSTKASSQEEANQES
NGSKLYSRVLRFFGIGESQLVTIL DLIDNQTDPTLAPYAKTGEVTLRLSTKASSQEEANQ\Y
ANV THGSKLESRVLRFFGIGESQLVTIL DLIDNQTDPTLAPYAKTGEVTLRLSTKASSQEEANGQ)Y
BRI IqN L YSRVLRFFGIGESQLVT LADLIDNQTDPT APYAKTGEVTLRLSTKAIDAENSIALGNS
Y ON)0KLYSRVLRFFGIGESREILVT LEIDLIINIQTDPT APYAKTGEVT RLSTKABBIQIMEA [EJS
ok okok PP DDTEE R Dok Dotk Dok Dok Dok Dokok D Dok D Dk ! AERESN 1ok ok ok ok ok ok ok ok

Dok ok Dok Dor Lk Lrokor | x !

15

159
156
156
156
156
156
156
156
156
156

239
233
232
232
232
232
232
232
233
233



logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

124 BSU 16930 NP 389575.2

462 GPW51 RS00385 WP 012774894.1

170 SP RS09755 WP 000642718.1

280 KZH43 RS08670 WP 000642700.1

205 SPR RS08830 WP 000642700.1

239 SPD RS09270 WP 000642701.1

538 SMSK321 RS11060 WP 000642686.1
510 SM12261 RS08320 WP 000642690.1
109639 ACGHT2 RS10605 WP 003066899.1
412 SMU RS09535 WP 002262393.1

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

124 BSU 16930 NP 389575.2

462 GPW51 RS00385 WP 012774894.1

170 SP RS09755 WP 000642718.1

280 KZH43 RS08670 WP 000642700.1

205 SPR RS08830 WP 000642700.1

239 SPD RS09270 WP 000642701.1

538 SMSK321 RS11060 WP 000642686.1
510 SM12261 RS08320 WP 000642690.1
109639 ACGHT2 RS10605 WP 003066899.1
412 SMU RS09535 WP 002262393.1

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

124 BSU 16930 NP 389575.2

462 GPW51 RS00385 WP 012774894.1

170 SP RS09755 WP 000642718.1

280 KZH43 RS08670 WP 000642700.1

205 SPR RS08830 WP 000642700.1

239 SPD RS09270 WP 000642701.1

538 SMSK321 RS11060 WP 000642686.1
510 SM12261 RS08320 WP 000642690.1
109639 ACGHT2 RS10605 WP 003066899.1
412 SMU RS09535 WP 002262393.1

consensus

AEST \_EQA;VAB S|FE \/TY)

Dilhe

e e el

LDILENQILM#QTFEG SLRDMCYGYGEEMSLASIVVEELK QGKTIAAESLTAGLFQATVADFSGHN
LDILENQILMBIQTFEG SLRDMMCYGYGEETSLASIVVEELKRQGKTIpN AESLTAGLFQARVADFSG

NLID JgYGYGEENSLEN Vi3 MLKIRSGKTIWAAESLTAGLFQAR ADF GJASh)

Posksksk Dskok | sksk  skkskoskoskskskskkokokok |k | * %k % 5k 5k 3k k %k % * %k (B | [ * % %k % k11

SR Ll b VVS,\JA@K B ATlE ST e o T

LSA'?? TEV|éVN|

EORYRESRLEEXR

LEEKS MLDIPVKDLEEEGVVSEFTAQKMAEQARSKTQSDFGISLTGVAGPDSLEGHPAGTVFIGLAQ BGTRVIKVNIG
LEEKS MLDIPWMKMLEENGVVSEFTAQKMAEQARMKTQSDFG SLTGVAGPDSLEGHPBGTVFIGLAQ QGTEVIKVNIG
EEKS MLEIIPMKIL EHGVVSEIFTA KMAEQ RIBATH DFGI[ELTGVAGPDSLEGHPIAGTVFIG A FQIBEI VEIG
EEK RMLEIP|FHL. MHGVVSIAFTA KMAER R{#TQ Dill ISLTGVAGPDSLEGNPINGTVFIGL REFSUTUINIKVIRIG

* * * * % % * * | sk sk sk k ok ok * 1% | | | % 3k 3k >k %k %k %k >k % % %
ERORA LBl
416
393
GRSRADVRHIAVMHAFNLVRKALLSD s 418
GRSRADVRHIAVMHAFNLVRKALL SD s 418
GRSRADVRHIAVMHAFNLVRKALLSD 418
418
418
418
419
418

X non conserved
B similar
> 507 conserved

311
308
312
312
312
312
312
312
313
308

391
370
392
392
392
392
392
392
393
388



