
logo

MNVPM
V
E
S
E
K
G
N
A
SSEFFSKSEKLVQRDQFTFLRYGSRHLLRSTE I

L
P
SFSDEQMRI EKRWFHI

T
E
K
K
N
E
GYITADENPS I IS IRNRKNRRYRVCNQRCGQSTDQARSYFASAFFYHWASPSASGK

NTDB id 1019493 AB0R90 RS18415 WP 094032535.1 ....MSEGASEFSKVRDFFYGRHLLRSEIPFSDQRIKRFTEKEYITDEPSIIRRKNRYVCQRCGQSDQASFAAFWAPSAK 76
NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHS..SG 78
consensus ***** ! * !!!!!*!**!!! ! * !!! !*!! ! !! !*!!!!*!! ! ** **

logo

K
R
N
Q
I
K
L
TYCRASCVMMGRAVDSEELTVPSLYSYWKNEQAENYENSNSWEKPS IVKLSTWDEGKTLSTDSGQKQKRAAANAVL ITDEAIKSEKKREQELL IVWAVCGASGKTEMLFP

NTDB id 1019493 AB0R90 RS18415 WP 094032535.1 RQITYCRACVMMGRADELTSLYYWNQAYENSWEPVKLSWEGTLTDGQKRAAAALTDAIKERQELLVWAVCGSGKTEMLFP 156
NTDB id 108 BSU 35470 NP 391427.1 KNKLYCRSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFP 158
consensus ** !!! !!!!!! ! *!! ! ! ! **!!*!*! !* !! *!! ! *!! * !!!*!!!!! !!!!!!!!

logo GI EFSALNHQGLRVC I
VATPRTDVVLELALPRLKAKAFEQGKAVDE I

VSAVLYGGSDEDKGRLSTPLMI STATHQLLMRYKRDAI FIDVMI IDEVDAF
NTDB id 1019493 AB0R90 RS18415 WP 094032535.1 GIEFALNHGLRVCVATPRTDVVLELLPRLKKAFEKVEVSVLYGGSEDKGRLTPLMISTAHQLMRYRDIFDVMIIDEVDAF 236
NTDB id 108 BSU 35470 NP 391427.1 GIESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAF 238
consensus !!! !!!*!!!!!*!!!!!!!!!!! !!!! !! **! !!!!!*!!!!!*!!!!!! !!!*!!*! !!!!!!!!!!!

logo PFYSADEQTLQRFAVDQKARKKNSATLVYLVSTATPPSDKETLKKRKAELANGLQLHKSVR IPARHYHRKPLPEPRFLVWCGNWKKKLNQKRGNKI
LPPRASV

NTDB id 1019493 AB0R90 RS18415 WP 094032535.1 PFSADETLRFAVDKARKKNSALVYVTATPSDTLKKKAEAGLLKSVRIPARYHRKPLPEPRFLWCGNWKKKLQKGKLPRSV 316
NTDB id 108 BSU 35470 NP 391427.1 PYSADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAV 318
consensus !*!!! !! !!! !!!!!!! !!!**!!!* !!*!! ! !*!!!!!!!*!!!!!!!!!!*!!!!!!!!!** !*!* !

logo

K
T
D
RWI

V
E
R
F
Q
H
K
L
V
K
Q
E
S
G
Q
L
RPVFLFVPSVHS IVLEKKATATADCYFKQGKLVHNCVRATAEGSVHAEDKTFHRKDEKVKQQRFRDGQRLDLL IVTTTI LERGVTVPKVQT

NTDB id 1019493 AB0R90 RS18415 WP 094032535.1 TDWVRQKLQSQLPVFLFVPSVHVLKKTTDYFQKLNVRAEGVHAEDTFRKDKVKRFRDGRLDLLVTTTILERGVTVPKVQT 396
NTDB id 108 BSU 35470 NP 391427.1 KRWIEFHVKEGRPVFLFVPSVSILEKAAACFKGVHCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQT 398
consensus !* ** !!!!!!!!!**! ! *! ***! !!!!! *!!*!! !!!! !!!!*!!!!!!!!!!!!!!!!

logo

C
GVLGAEASPS I FTESALVQIAGRTGRHKYEKHYAFDSGDVI

V
M
YFHFGI

KTKSGSMKLDKAKRKHI EKEHMNEKLAAQKSVEKCLLTD
NTDB id 1019493 AB0R90 RS18415 WP 094032535.1 CVLGAEAPIFTESALVQIAGRTGRHYKHFSGDVVMFHFGITSGMKKAKKHIEHMNKLAQKSKLLD 461
NTDB id 108 BSU 35470 NP 391427.1 GVLGAESSIFTESALVQIAGRTGRHKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
consensus *!!!!! *!!!!!!!!!!!!!!!!! * !!!* !!!! ! ! !*!!! *!! !! ! * !

X non conserved

X similar

X ≥ 50% conserved


