logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id

167 SP RS11275 WP 000867616.1

277 KZH43 RS10090 WP 000867601.1
236 SPD RS10765 WP 000867601.1

202 SPR RS10250 WP 000867601.1

507 SM12261 RS09240 WP 000867722.1
535 SMSK321 RS10515 WP 000867726.1
197254 A4W88 RS02605 WP 056948838.1
615 LCA RS02545 WP 011374200.1

consensus !

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id

id
id
id
id
id
id
id
id

Vie ceoek, oulK

167 SP RS11275 WP 000867616.1

277 KZH43 RS10090 WP 000867601.1
236 SPD RS10765 WP 000867601.1

202 SPR RS10250 WP 000867601.1

507 SM12261 RS09240 WP 000867722.1
535 SMSK321 RS10515 WP 000867726.1
197254 A4W88 RS02605 WP 056948838.1
615 LCA RS02545 WP 011374200.1

167 SP RS11275 WP 000867616.1

277 KZH43 RS10090 WP 000867601.1
236 SPD RS10765 WP 000867601.1

202 SPR RS10250 WP 000867601.1

507 SM12261 RS09240 WP 000867722.1
535 SMSK321 RS10515 WP 000867726.1
197254 A4W88 RS02605 WP 056948838.1
615 LCA RS02545 WP 011374200.1

LI TEEE .o ROLAERL ALMEACLE (R SrILEN, Ll BE | RIS

RQLAEKLPAMRKEKGKLFCQRCNSTILEEWYLPIGAYYCRECLLMKRVRSDQ L
RQLAEKLPAMRKEKGKLFCQRCNSTILEEWYLPIGAYYCRECLLMKRVRSDQ L
RQLAEKLPAMRKEKGKLFCQRCNSTILEEWYLPIGAYYCRECLLMKRVRSDQ L
RQLAEKLPAMRKEKGKLFCQRCNSTILEEWYLPIGAYYCRECLLMKRVRSDQ L

RQLAEKLPAMRKEKGKLFCQRCNSTILEEWYLPIGHYYCRECLLMKRVRSDQ L

S

RLTEBSE LA NTE DONBR 4] R

BN DVLKWRGQLTPFQEKVSEGLLQAVDKQKP LVHAVTGAGKTEMIYQVVAKVINAGGAVCLASPRIDYV|

BN (DVLKWRGQLTPFQEKVSEGLLQAVDKQKP LVHAVTGAGKTEMIYQVVAKVINAGGAVCLASPRIDY|

BN DVLKWRGQLTPFQEKVSEGLLQAVDKQKP LVHAVTGAGKTEMIYQVVAKVINAGGAVCLASPRIDYV|

BNODVLKWRGQLTPFQ KVS GLLQAVDKQEP LVHAVTGAGKTEMIYQVVAKVINAGGAVCLASPRIDYV|

0D LKWRGQLTPFQEKVSEGL QAVDKQEPHLVHAVTGAGKTEMIYQVVAKVINAGGAVCLASPRIDV
ANEN

AL YR TR EN I Lo

RSEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGL
RSEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGL
RSEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGL
BRSEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGL
RSEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGL

BSEPYFRTPLVV TTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGL

T DL Dok ok sl ]

* %k % |

I

153
1563
153
153
1563
153
160
160

231
231
231
231
231
231
240
240

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id

B

167 SP RS11275 WP 000867616.1

277 KZH43 RS10090 WP 000867601.1
236 SPD RS10765 WP 000867601.1

202 SPR RS10250 WP 000867601.1

507 SM12261 RS09240 WP 000867722.1
535 SMSK321 RS10515 WP 000867726.1

615 LCA RS02545 WP 011374200.1

consensus

FL SRR AR B L)

GELKRLWLPRRFHGNPLIIPKP
GELKRLWLPRRFHGNPLIIPKP
GELKRLWLPRRFHGNPLIIPKP
GELKRLWLPRRFHGNPLIIPKP

GELKRLBLPRRFHGNPLIIPKP
GELKRLBJLPRRFHGNPLIIPKP

NN * Tt L1 Lok Dok |

TRl el e

QRMV.

WLSDFNRYL
WLSDFNRYL
WLSDFNRYL
WLSDFNRYL
WLSDFN [@L
WLSDFNRYL

KNRLSPKLKSYIEKQRKT
KNRLSPKLKSYIEKQRKT
KNRLSPKLKSYIEKQRKT
KNRLSPKLKSYIEKQRKT
KMRLSPKLKSYIEKQRKT
KIQMLSPKLKSYIEKQRKT

311
311
311
311
311
311
319
319



logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id

167 SP RS11275 WP 000867616.1

277 KZH43 RS10090 WP 000867601.1
236 SPD RS10765 WP 000867601.1

202 SPR RS10250 WP 000867601.1

507 SM12261 RS09240 WP 000867722.1
535 SMSK321 RS10515 WP 000867726.1
197254 A4W88 RS02605 WP 056948838.1
615 LCA RS02545 WP 011374200.1

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id

167 SP RS11275 WP 000867616.1

277 KZH43 RS10090 WP 000867601.1
236 SPD RS10765 WP 000867601.1

202 SPR RS10250 WP 000867601.1

507 SM12261 RS09240 WP 000867722.1
535 SMSK321 RS10515 WP 000867726.1
197254 A4W88 RS02605 WP 056948838.1
615 LCA RS02545 WP 011374200.1

consensus

hTE AR KL

M EEL 00 S TERE VTS

A

KKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIG
KKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIG
KKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIG
KKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIG

KKGEQLIEI QEQFPNEKIGFVSS TE RLEQVQAFRDRELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIG
KKGEQLIQEILQJS FPBRBIEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIG

MRS BT DU AREIQ. KA .

432
432
432
432
432
432
445
445

X non conserved
B similar
> 507 conserved

391
391
391
391
391
391
399
399



