
logo MKTNKKFKWLWL I SVGS I ISMGLTI
LL ILLWFMS

V
F
VFFVPRLPYYI

LEMSPGGASYDIRESVLVTVNHNEKEDKEKPGSYNFTVAYVSLVLSKQATAP I
LQLVL IYAQWFL

NTDB id 1036423 ACA346 RS02760 WP 418127106.1 MKTNK..KWLLIVSIIMGTLLIWFSVFVRLPYYIESPGGASDIREVLTVNNEEDKEPGSYNFTYVSVLQATALQLLIAQF 78
NTDB id 360 SMU RS02495 WP 002262039.1 MKTNKKFKWWLISGIS..LILLLMVFFFPLPYYLEMPGGAYDIRSVVTVNHKEDKEKGSYNFVAVSLSKATPIQVLYAWL 78
consensus !!!!!**!! !! ! ** *!* ! *!!!!*! !!!! !!! !*!!!* !!!!*!!!!! !!* !!**!*! !

logo

N
TPFYATDE ITVSAEKEMTTGGAVDSDSAEDEYMYRIANQFYMETSQNGMAI

KYKQAGLSTLADHKDKAVESFMDNFYFMGVYVLDQLVASERDNSTFKGNVLNIAGDTVTVGS IVN
NTDB id 1036423 ACA346 RS02760 WP 418127106.1 NPYADIVSAEEMTGGADSEEYYRIAQFYMETSQNMAKYQGLTLADKDVEMDFFGVYVLDLAEDSTFKNVLNIGDTVVSIN 158
NTDB id 360 SMU RS02495 WP 002262039.1 TPFTEITSAKETTGGVSDADYMRINQFYMETSQNGAIYKALSLAHKKASFNYMGVYVLQVSRNSTFKGVLNIADTVTGVN 158
consensus !* *! !! ! !!! *! !! !!!!!!!!! ! ! *!*!!*! * !!!!! * !!!! !!!!*!!! *!

logo

D
G
K
QTFEHSSKQEGL IKYVSGLEKLDGSDKVSTVGQYI

TSDEGNEKEKKTAHKGKI
V IKLSNGKNGIG IGTLVDHTEKVKTSDSDVKP IDEFQSTGNGIGGPSAGL

NTDB id 1036423 ACA346 RS02760 WP 418127106.1 GQTFESSQGLIKYVSGLELDSDVTVGYISDGEEKTAHGKIIKLSNGKNGIGITLVDHTEVKSSVPIDFQTGGIGGPSAGL 238
NTDB id 360 SMU RS02495 WP 002262039.1 DKTFHSSKELIKYVSGLKLGSKVSVQYTSENKKKTAKGKVIKLSNGKNGIGIGLVDHTKVTSDDKIEFSTNGIGGPSAGL 238
consensus !!*!! !!!!!!!! ! ! !*! ! !* !!!*!!*!!!!!!!!!!!! !!!!! ! ! *!*! ! !!!!!!!!!

logo MFTLADIYDTQLAVEKEPDLRDKGR I
V IAGTGTI EGEQDGSVGDIGGADKMKVALASADINRAIGNADS IVFFVPNNPVDSKPAE I

TLKKDNPKTAKLTNYEQEAK
NTDB id 1036423 ACA346 RS02760 WP 418127106.1 MFTLAIYTQLAEPDLRDGRVIAGTGTIEQDGSVGDIGGADKKVLSAINAGASVFFVPNNPVDPEILKKDPTAKTNYEEAK 318
NTDB id 360 SMU RS02495 WP 002262039.1 MFTLDIYDQLVKEDLRKGRIIAGTGTIGEDGSVGDIGGADMKVAAADRINADIFFVPNNPVSKATLKKNPKALTNYQEAK 318
consensus !!!! !! !! *!!! !!*!!!!!!! !!!!!!!!!!! !! ! ! *!!!!!!!! * !!! ! ! !!! !!!

logo

E
QAAEKKALGNATDKI

M
E
KIVPVKTNTVQEQAIDYLKRKSHTKSE

NTDB id 1036423 ACA346 RS02760 WP 418127106.1 EAAEKANADIEIVPVTTVQQAIDYLKSTKSE 349
NTDB id 360 SMU RS02495 WP 002262039.1 QAAKKLGTKMKIVPVKNVQEAIDYLRKH... 346
consensus !! ! * !!!! !! !!!!!* ****

X non conserved

X similar

X ≥ 50% conserved


