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LEMSPGGASYDIRESVLVTVNHNEKEDEKEKPGSYNFTVAYVSLVLSKQATAP I
LQLVL IYAQWFL

NTDB id 1059200 ACFKHJ RS02965 WP 392452884.1 ..MKKNKKWLLIVSIIMGTLLIWFSVFVRLPYYIESPGGASDIREVLTVNNEEDEEPGSYNFTYVSVLQATALQLLIAQF 78
NTDB id 360 SMU RS02495 WP 002262039.1 MKTNKKFKWWLISGIS..LILLLMVFFFPLPYYLEMPGGAYDIRSVVTVNHKEDKEKGSYNFVAVSLSKATPIQVLYAWL 78
consensus ** ! !! !! ! ** *!* ! *!!!!*! !!!! !!! !*!!!* !! !*!!!!! !!* !!**!*! !
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TPFYATDE ITVSAEKEMTTGGAVDSDSAEDEYMYRIANQRFYMETSQNGMAI

KYKQAGLSTLAHNKDKAVESFMDNFYFMGVYVLDQLVASERDNSTFKGNVLNIADTVTVGS IVN
NTDB id 1059200 ACFKHJ RS02965 WP 392452884.1 NPYADIVSAEEMTGGADSEEYYRIARFYMETSQNMAKYQGLTLANKDVEMDFFGVYVLDLAEDSTFKNVLNIADTVVSIN 158
NTDB id 360 SMU RS02495 WP 002262039.1 TPFTEITSAKETTGGVSDADYMRINQFYMETSQNGAIYKALSLAHKKASFNYMGVYVLQVSRNSTFKGVLNIADTVTGVN 158
consensus !* *! !! ! !!! *! !! !!!!!!!! ! ! *!*!!*! * !!!!! * !!!! !!!!!!!! *!
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GKTFEHSSKQDEL IKYVSGLEKLDGSDKVSTVGQYTVSDEGNEKEKKTADKGKI

V IKLSNGKNGIG IGTLVDHTEKVKTSDSDVKP IDEFQSTGNGIGGPSAGLM
NTDB id 1059200 ACFKHJ RS02965 WP 392452884.1 GKTFESSQDLIKYVSGLELDSDVTVGYVSDGEEKTADGKIIKLSNGKNGIGITLVDHTEVKSSVPIDFQTGGIGGPSAGM 238
NTDB id 360 SMU RS02495 WP 002262039.1 DKTFHSSKELIKYVSGLKLGSKVSVQYTSENKKKTAKGKVIKLSNGKNGIGIGLVDHTKVTSDDKIEFSTNGIGGPSAGL 238
consensus !!!*!! *!!!!!!!! ! ! !*! ! !* !!! !!*!!!!!!!!!!!! !!!!! ! ! *!*! ! !!!!!!!!*

logo MFTLADIYDTQLAVEKEPDLRDKGR I
V IAGTGTI EGEQDGSVGDIGGADKMKVALASADINRAIGNADS IVFFVPNNPVDSKPAE I

TLKKNPKTAKLTNYEQEAK
NTDB id 1059200 ACFKHJ RS02965 WP 392452884.1 MFTLAIYTQLAEPDLRDGRVIAGTGTIEQDGSVGDIGGADKKVLSAINAGASVFFVPNNPVDPEILKKNPTAKTNYEEAK 318
NTDB id 360 SMU RS02495 WP 002262039.1 MFTLDIYDQLVKEDLRKGRIIAGTGTIGEDGSVGDIGGADMKVAAADRINADIFFVPNNPVSKATLKKNPKALTNYQEAK 318
consensus !!!! !! !! *!!! !!*!!!!!!! !!!!!!!!!!! !! ! ! *!!!!!!!! * !!!!! ! !!! !!!
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NTDB id 1059200 ACFKHJ RS02965 WP 392452884.1 EAAEKANADIEIVPVTTVQEAIDYLKSTKSE 349
NTDB id 360 SMU RS02495 WP 002262039.1 QAAKKLGTKMKIVPVKNVQEAIDYLRKH... 346
consensus !! ! * !!!! !!!!!!!!* ****
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