
logo MENKKPKKTSLSLYKSQRLMAKPYI
LKGFYKQAVLPFGVLAI

V
I
V
F
G
A
TI IVSASTVITVIGPDKRLKE I

MTDNLTI
MTDKGI

L
TPTKMGVA

I
G
P
G
KIDLDKI

VGES IALTLALVLYAFAI
NTDB id 48697 STND RS02310 WP 011225561.1 MENKPKTSSYKRLKPYIKGFQVPFVLAIVGAIISAVITVIGPDKLKEITNLITDGITPTKMGVIPGIDLDKVGSIALTLAVLYAI 85
NTDB id 370 SMU RS04260 WP 002263294.1 MEN.KKKSLLSQMAPYLKGYKALFGLAVIFTIVSSTITVIGPDRLKEMTDTMTKGL.......AGKIDLDKIGEIALTLALLYFA 77
consensus !!!**! ! * !!*!!* *! !!** !*! !!!!!!!*!!!*! *! !******** * !!!!!*! !!!!!!*!!

logo

G
SAI

LVGSYLTAQSF ITVSVTI
L
I
TQKRFSQRFLRNTAIAQDKKINKTVPLKNYFDSHSQGDI

TLSRVTNDVDLLMGTQSFLNSQGSLGVSTLMI
V
A
T
A
S
I
S I LL IVAGAS I FIMMF

I
K
Y

NTDB id 48697 STND RS02310 WP 011225561.1 SAIVGYLQSFTVVTITQRFSQRFRTAIQKKINTVPLNYFDSHSQGDILSRVTNDVDLLGQSLSQGLGTLITSSILLVAAIIMMFY 170
NTDB id 370 SMU RS04260 WP 002263294.1 GALVSYTASFIVSTLIQKFSQRLRNAIADKINKVPLKYFDSHSQGDTLSRVTNDVDLMTQSFNQSLVSMVAAIILLIGSIFMMIK 162
consensus !*! ! !! ! !* !*!!!! ! !! !!! !!! !!!!!!!!! !!!!!!!!!!* !! ! ! *** !!!** ! !!

logo

S
TNGVATLMAAFTAIGLSVFLAIGFVLSVATFVIMAGFKSQPLFKKRQQAENLADNI

V
N
SGYI

VEE I
VYSTGHQANVVSTSYNAI

S
K
Q
E
QSKSKQDQFEKGNLNDKQLFYANSMWKQSQFFI

NTDB id 48697 STND RS02310 WP 011225561.1 SNVTMAFTAIGSVLIGFVLVAFIMGFSQPLFKRQQENLANINGYIEEIYTGQAVVTSYNASKESSQDFKGLNDKLYNSMWQSQFI 255
NTDB id 370 SMU RS04260 WP 002263294.1 TNGALAATAILSVFAGFVLSTVIMAKSQPLFKKQQANLADVSGYVEEVYSGHNVVSSYNAIQQSKKQFENLNDQLFASMWKSQFF 247
consensus *! *! !!! !! !!!! !!* !!!!!!*!! !!! * !!*!!*!*!* !!*!!!! ! ! !!! !* !!! !!!

logo SGIMMPLMI
QF IGNFGYVMVC I

LVGATVKMAVIDNGDS ILTI
MGDTI

VVAFMTYVR I FSTQP I
L
A
SQIAQGITQLQSANTAAI

MGRS IVFEFLDEEEKDE I
M
D
EDENSHV

NTDB id 48697 STND RS02310 WP 011225561.1 SGIMMPLMIFIGNFGYVMVCLVGAVKVIDGSLTIGDVVAFMTYVRIFSQPLSQIAQGITQLQSATAAIGSIFEFLEEKDMDDESV 340
NTDB id 370 SMU RS04260 WP 002263294.1 SGIMMPLMQFIGNFGYVMVCIVGATMAINGDITMGTIVAFMTYVRIFTQPIAQIAQGITQLQSANAAMGRVFEFLDEEEIEDENH 332
consensus !!!!!!!! !!!!!!!!!!!*!!! ! ! *!*! *!!!!!!!!!!*!!* !!!!!!!!!!!! !!*! *!!!!*! ***!! *

logo KTVAKEQLETDKTVEKGNQVNVFDHNVFSFGYSTPDEKTI IHDFSAHLAKAPGQKIA IVGPTGAGKTTIVNLLMKRFYENI
VDKRGMRI STIDGVDNI

T
H
NDMKTREKETVH

NTDB id 48697 STND RS02310 WP 011225561.1 KTAELTDTKGQVVFDHVSFGYTPEKTIIHDFSALAKPGQKIAIVGPTGAGKTTIVNLLMKFYNIDKGRITIDGVDTNDMKRETVH 425
NTDB id 370 SMU RS04260 WP 002263294.1 KVKQLEKVEGNVNFDNVFFGYSPDKTIIHDFSAHAKAGQKIAIVGPTGAGKTTIVNLLMRFYEVDRGMISIDGVNIHDMTRKEVH 417
consensus ! ! !*! !!*! !!!*!*!!!!!!!!!*!!*!!!!!!!!!!!!!!!!!!!!!!*!! *!*! !*!!!! *!! ! !!

logo DAQFASMVLQDTWLFEGTI
V
K
R
D
ENL IYNQEKHNI STDEQVIAATAKAVGVHHF IKTTLPKGYDTVYLDDSVTLSVGQKQLLTIARALLKDAPLL I

NTDB id 48697 STND RS02310 WP 011225561.1 DQFSMVLQDTWLFEGTIRDNLIYNQENISDEQVIATAKAVGVHHFITTLPKGYDTYLDDSVTLSVGQKQLLTIARALLKDAPLLI 510
NTDB id 370 SMU RS04260 WP 002263294.1 DAFAMVLQDTWLFEGTVKENLIYNQKHITDEQVIAAAKAVGVHHFIKTLPKGYDTVLDDSVTLSVGQKQLLTIARALLKDAPLLI 502
consensus ! ! !!!!!!!!!!!!***!!!!!! *!*!!!!!! !!!!!!!!!! !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LDEATSSVDTRTEEL IQKRAMDHKLMEGRTSFVIAHRLSTIRNADL I LVMKRDGNI I EQGNSHDEQLMAAENGFYADLYNSQFTEEVA
NTDB id 48697 STND RS02310 WP 011225561.1 LDEATSSVDTRTEELIQKAMDKLMEGRTSFVIAHRLSTIRNADLILVMKDGNIIEQGNHDELMAANGFYADLYNSQFTEEVA 592
NTDB id 370 SMU RS04260 WP 002263294.1 LDEATSSVDTRTEELIQRAMDHLMEGRTSFVIAHRLSTIRNADLILVMRDGNIIEQGSHDQLMAENGFYADLYNSQFTEEVA 584
consensus !!!!!!!!!!!!!!!!!*!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!! !! !!! !!!!!!!!!!!!!!!!!



X non conserved

X similar

X ≥ 50% conserved


