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LL ILLWFMAVFVFFVPRLPYYLEMSPGGAAYDIRQSVLVTVNHNKQEIDKQEDKGSYNFTVAYVSLVQSKQATAP I

LQLVFLAYAQWFLDTP
NTDB id 1155352 QNH74 RS02085 WP 012775295.1 MKKNRKLTLIASIVLGTLLIWFAVFVRLPYYLESPGGAADIRQVLTVNNQIDQEDGSYNFTYVSVQQATALQLFAAQFDP 80
NTDB id 360 SMU RS02495 WP 002262039.1 MKTNKKFKWWLISGISLILLLMVFFFPLPYYLEMPGGAYDIRSVVTVNHKEDKEKGSYNFVAVSLSKATPIQVLYAWLTP 80
consensus !! !*! * *!* ! *!!!!!! !!!! !!! !*!!!* ! ! !!!!! !!* !!**!* ! !
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KYKQAGLSTLAGHKEKAVNSFLDNFYFMGVYVLAQLVSTDRDNSTFKGKVLNIADTVTVGS IVNDGK
NTDB id 1155352 QNH74 RS02085 WP 012775295.1 YTTVRSSEEMTGGADNEEYFRIARFYMETSQNMAKYQGLTLAGKEVNLDFFGVYVLALTDDSTFKKVLNIADTVVSINGK 160
NTDB id 360 SMU RS02495 WP 002262039.1 FTEITSAKETTGGVSDADYMRINQFYMETSQNGAIYKALSLAHKKASFNYMGVYVLQVSRNSTFKGVLNIADTVTGVNDK 160
consensus *! * ! ! !!! *! !! !!!!!!!! ! ! *!*!!*! * !!!!! ** !!!! !!!!!!!! *! !

logo TFEHSSKPDEL IKYVSGLEKLVGSDKVSTVGQYI
TSAEGNKQEKKSTADKGKI

V IKLSNGKNGIG IGTLVDHTEKVQTSDSDIKP IDEFQSTGNDGIGGPSAGLMF
NTDB id 1155352 QNH74 RS02085 WP 012775295.1 TFESSPDLIKYVSGLEVGSDVTVGYISAGQEKSADGKIIKLSNGKNGIGITLVDHTEVQSSIPIDFQTGDIGGPSAGLMF 240
NTDB id 360 SMU RS02495 WP 002262039.1 TFHSSKELIKYVSGLKLGSKVSVQYTSENKKKTAKGKVIKLSNGKNGIGIGLVDHTKVTSDDKIEFSTNGIGGPSAGLMF 240
consensus !!*!!**!!!!!!!! *!! !*! ! ! !*! !!*!!!!!!!!!!!! !!!!! ! ! *!*! ! !!!!!!!!!!

logo TLADIYDTQLAVEKEPDLRDKGR I IAGTGTI EGEQDGKSVGDIGGADKMKVAIASAADKR I
S
G
NADS I FFVPNNPVDSKVAETVLKKNPKAKLTNYEQEAKEQA

NTDB id 1155352 QNH74 RS02085 WP 012775295.1 TLAIYTQLAEPDLRDGRIIAGTGTIEQDGKVGDIGGADKKVISAAKSGASIFFVPNNPVDVEVLKKNPKAKTNYEEAKEA 320
NTDB id 360 SMU RS02495 WP 002262039.1 TLDIYDQLVKEDLRKGRIIAGTGTIGEDGSVGDIGGADMKVAAADRINADIFFVPNNPVSKATLKKNPKALTNYQEAKQA 320
consensus !! !! !! *!!! !!!!!!!!!! !! !!!!!!!! !! ! * ! !!!!!!!!! !!!!!!! !!! !!! !
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VVPVKNTVQEAIDYLKRKHTKGE

NTDB id 1155352 QNH74 RS02085 WP 012775295.1 AEKAGLDIEVVPVKTVQEAIDYLKKTKGE 349
NTDB id 360 SMU RS02495 WP 002262039.1 AKKLGTKMKIVPVKNVQEAIDYLRKH... 346
consensus ! ! ! * *!!!! !!!!!!!!*!****
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