
logo MKSLRKHTLALGTVSALATLFLALAACDSSKKQVAQETSVPADSAPQASASSSAAPAAPAGELVNEGQVNYTVLASNTP IPQQQAGKVI EVLEFFGYF
NTDB id 48089 NMBM01240355 RS01685 WP 002215704.1 MKLKTLALTSLTLLALAACSKQAETSVPADSAQSSSSAPAAPAELNEGVNYTVLSTPIPQQQAGKIEVLEFFGYF 75
NTDB id 1099 NMB RS01545 WP 002215704.1 MKLKTLALTSLTLLALAACSKQAETSVPADSAQSSSSAPAAPAELNEGVNYTVLSTPIPQQQAGKIEVLEFFGYF 75
NTDB id 1098 NMB RS01465 WP 002224844.1 MKSRHLALGVAALFALAACDSKVQTSVPADSAPAA.SAAAAPAGLVEGQNYTVLANPIPQQQAGKVEVLEFFGYF 74
consensus !!***!!!****!*!!!!!*****!!!!!!!!****!!*!!!!*!*!!*!!!!!**!!!!!!!!!*!!!!!!!!!

logo CPHCAHLEPVLSKEHAIKSTFKDDMTYLMRTREHVVWQGKDEML
K
T
PLARLAAAVDEMAAGAEDSKSDVKANSHI FDAMVNQKIKNLQANDPTED

NTDB id 48089 NMBM01240355 RS01685 WP 002215704.1 CPHCAHLEPVLSEHIKTFKDDTYMRREHVVWGDEMKPLARLAAAVEMAGE..SDKANSHIFDAMVNQKINLADTD 148
NTDB id 1099 NMB RS01545 WP 002215704.1 CPHCAHLEPVLSEHIKTFKDDTYMRREHVVWGDEMKPLARLAAAVEMAGE..SDKANSHIFDAMVNQKINLADTD 148
NTDB id 1098 NMB RS01465 WP 002224844.1 CPHCAHLEPVLSKHAKSFKDDMYLRTEHVVWQKEMLTLARLAAAVDMAAADSKDVANSHIFDAMVNQKIKLQNPE 149
consensus !!!!!!!!!!!!*!*!*!!!!*!*!*!!!!!**!!**!!!!!!!!*!!** *!*!!!!!!!!!!!!!!*!****

logo

V
TLKKWLGSEQTAFDGKKVLAAYFESAPESQARADAKQMQEELTENTKFQIDSGTPTVIVGGKYKQVEFAKDWEQSGMNTTIDLQLAVDKV

NTDB id 48089 NMBM01240355 RS01685 WP 002215704.1 TLKKWLSEQTAFDGKKVLAAFEAPESQARAAQMEELTNKFQISGTPTVIVGGKYQVEFKDWQSGMTTIDQLVDKV 223
NTDB id 1099 NMB RS01545 WP 002215704.1 TLKKWLSEQTAFDGKKVLAAFEAPESQARAAQMEELTNKFQISGTPTVIVGGKYQVEFKDWQSGMTTIDQLVDKV 223
NTDB id 1098 NMB RS01465 WP 002224844.1 VLKKWLGEQTAFDGKKVLAAYESPESQARADKMQELTETFQIDGTPTVIVGGKYKVEFADWESGMNTIDLLADKV 224
consensus *!!!!!*!!!!!!!!!!!!!*!*!!!!!!!**!*!!!**!!!*!!!!!!!!!!!*!!!*!!*!!!*!!!*!*!!!

logo REEQKAKAPQ
NTDB id 48089 NMBM01240355 RS01685 WP 002215704.1 REEQKKPQ 231
NTDB id 1099 NMB RS01545 WP 002215704.1 REEQKKPQ 231
NTDB id 1098 NMB RS01465 WP 002224844.1 REEQKAAQ 232
consensus !!!!!**!
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