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NTDB id 1147465 CKV85 RS00620 WP 095123683.1 MKKYEKIFQKLEAEINQGNYQVNDYLPTEEELAHQFAVSRDTIRKALKLLAQHGLIRKRQGSGSQVVKYERINFPISALT 80
NTDB id 440 SMU RS09330 WP 002273717.1 MKKYEIIFKKLEEDILKGHYQMGDYLPPEMELSQTYASSRDTVRKALQLLTKAGFIKTVQGRGSQIIKRERINFPVSQLT 80
consensus !!!!! !! !!! *! !*!!* !!!!*! !! * *! !!!!*!!!! !! *! !* !! !!!**! !!!!!!*! !!

logo SYQE I
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NTDB id 1147465 CKV85 RS00620 WP 095123683.1 SYQEIVQALGMVSKTNVIAIDKLIVDAKLSELTGFVPKSHVWRITRQRVVEDVASVLDIDYLDTQFVPDITRPIAETSIY 160
NTDB id 440 SMU RS09330 WP 002273717.1 SYQELVKQLQMNVKTNVIAIDKLIVDEKLTKLTGFENKGLVWRITRQRVIDGVASILDTDYLDKALIPHMTREIAEHSIY 160
consensus !!!!*! ! ! !!!!!!!!!!!!! !!* !!!! *! *!!!!!!!!!** !!!*!! !!!! *!**!!*!!!*!!!

logo

D
NYLENQLHKLDI IADLYAEQKEI IT IDQTVNSAQKQDKRI LLDLADGSEHNHVVSVKSKVFYLASNSGQEQQFQFTESRHKLDEKFRFVDFAKRRHKHRDQ

NTDB id 1147465 CKV85 RS00620 WP 095123683.1 NYLENQLHLIIDLAEKEITIDQTNAQDRILLDLAGEHHVVSVKSKVFLASGEQFQFTESRHKLDKFRFVDFAKRKHDQ 238
NTDB id 440 SMU RS09330 WP 002273717.1 DYLENQLKLDIAYAQKIITIDQVSQKDKILLDLDSENHVVSVKSKVYLSNQQQFQFTESRHKLEKFRFVDFARRHRD. 237
consensus !!!!!!*! ! ! ! !!!!! !*!!!!! !*!!!!!!!!!*! !!!!!!!!!!!*!!!!!!!!*!**!*
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