logo

NTDB id 51542 HMPREF0351 RS08060 WP 002288494.

NTDB id 291 STER RS01205 WP 011680685.1
NTDB id 323 STU RS10650 WP 011225396.1
consensus

logo

NTDB id 51542 HMPREF0351 RS08060 WP 002288494.

NTDB id 291 STER RS01205 WP 011680685.1
NTDB id 323 STU RS10650 WP 011225396.1
consensus

logo

NTDB id 51542 HMPREF0351 RS08060 WP 002288494.

NTDB id 291 STER RS01205 WP 011680685.1
NTDB id 323 STU RS10650 WP 011225396.1
consensus

logo

NTDB id 51542 HMPREF0351 RS08060 WP 002288494.

NTDB id 291 STER RS01205 WP 011680685.1
NTDB id 323 STU RS10650 WP 011225396.1
consensus

logo

NTDB id 51542 HMPREF0351 RS08060 WP 002288494.

NTDB id 291 STER RS01205 WP 011680685.1
NTDB id 323 STU RS10650 WP 011225396.1
consensus

logo

NTDB id 51542 HMPREF0351 RS08060 WP 002288494.

NTDB id 291 STER RS01205 WP 011680685.1
NTDB id 323 STU RS10650 WP 011225396.1
consensus

I U VOB AR AL e IR AT

MKWNI TF Fl4 V \YHEFGHFFFAKRSGILVREFAIGMGPKI H[N KDGT@YT R LP GGYVRMAGNG DIRTE [¥4
MKAIITFLLIFCVIVVFHEFGHFFFAKRSGILVREFAIGMGPKIFAHTGKDGTVYTIRILPLGGYVRMAGWGEDTTEIKT
MKAIITFLLIFCVIVVFHEFGHFFFAKRSGILVREFAIGMGPKIFAHTGKDGTVYTIRILPLGGYVRMAGWGEDTTEIKT,

o T DM TR

GIYIPIRSLIBLISIDGERVIY INLS|Y EIfNRRNA PM IYDLEDIRLTITGMVNIG |2¥NAAYTYIEVDHDATI ERDGTE RIAPKD

GSPASLTLGKDGKVRRINLSDRQVDQTALPM AYDLEDKLTITGLVLGETMKTYEVDHDATIVEEDGTELRIAPKD

GSPASLTLGKDGKVRRINLSDRQVDQTALPM AYDLEDKLTITGLVLGETSMKTYEVDHDATIVEEDGTELRIAPKD
] ] 1

P b Dbk b Dl b DL D Doseseskeskskskok Dok D lsksksese LD P DL LD b D sk

Ntk TEACY MF L WJ' \/Q@TSTNLI oA s lKlND&\/MKMVQ

VQ QBAIY WER TNFAGPMNNFIL L FIILAF QGGVQUTITNY & |SSNGAALRY GLKINNDY V GKEMHS|
VQYQNASIWGRLITNFAGPMNNFILGVLVFIILAFVQGGVQDTSTNLIRQVANGGAAQVSGLKTGDAIVAINKDKVTDWD
VQYQNASIWGRLITNFAGPMNNFILGVLVFIILAFVQGGVQDTSTNLIMQVANGGAAQVSGLKTGDAIVAINKDKVTDWD

oz bl e
b BLR R e T

D¥
1L IL ETISV
IL, L ETISV
! sokokokok | Dokokokokokok | Dokok D1 Dok b Pokokok okok |okokok |kok

e st L A BB

PALIENILIYTIEFSL KLGGPVIM QRS A NG By SILM LS NLGI|NL PIPALDGGK VIENIJE IREKPLBQEIME
TLKGLITNFSLNKLGGPVAMFQMSAQASESGLISILDLMGMLSINLGIFNLIPIPALDGGKIVMNIIEAIRRKPLNQEIE
TLKGLITNFSLNKLGGPVAMFQMSAQASESGLISILDLMGMLSINLGIFNLIPIPALDGGKIVMNIIEAIRRKPLNQEIE

IEER i

GIENWRCE@E L
SYITLAGVAVMVVLMIAVTWNDIMRAFF il
SYITLAGVAVMVVLMIAVTWNDIMRAF F iy

121G Q\ P
NGQE KP
NGQE KP

*

K| non conserved
B similar
>50% conserved

160
157
157

240
236
236

314
312
312

394
392
392



