
logo MKSLRKHTLALGTVSALATLFLALAACDSSKKQVAQETSVPADSAPQASASSSAAPAAPAGELVNEGQVNYTVLASNTP IPQQQAGKVI EVLEFFGYFCPHCAHLEPV
NTDB id 129152 LC14 RS09735 WP 002215704.1 MKLKTLALTSLTLLALAACSKQAETSVPADSAQSSSSAPAAPAELNEGVNYTVLSTPIPQQQAGKIEVLEFFGYFCPHCAHLEPV 85
NTDB id 1099 NMB RS01545 WP 002215704.1 MKLKTLALTSLTLLALAACSKQAETSVPADSAQSSSSAPAAPAELNEGVNYTVLSTPIPQQQAGKIEVLEFFGYFCPHCAHLEPV 85
NTDB id 1098 NMB RS01465 WP 002224844.1 MKSRHLALGVAALFALAACDSKVQTSVPADSAPAA.SAAAAPAGLVEGQNYTVLANPIPQQQAGKVEVLEFFGYFCPHCAHLEPV 84
consensus !!***!!!****!*!!!!!*****!!!!!!!!****!!*!!!!*!*!!*!!!!!**!!!!!!!!!*!!!!!!!!!!!!!!!!!!!

logo LSKEHAIKSTFKDDMTYLMRTREHVVWQGKDEML
K
T
PLARLAAAVDEMAAGAEDSKSDVKANSHI FDAMVNQKIKNLQANDPTEDVTLKKWLGSEQTAFDGKKVLAA

NTDB id 129152 LC14 RS09735 WP 002215704.1 LSEHIKTFKDDTYMRREHVVWGDEMKPLARLAAAVEMAGE..SDKANSHIFDAMVNQKINLADTDTLKKWLSEQTAFDGKKVLAA 168
NTDB id 1099 NMB RS01545 WP 002215704.1 LSEHIKTFKDDTYMRREHVVWGDEMKPLARLAAAVEMAGE..SDKANSHIFDAMVNQKINLADTDTLKKWLSEQTAFDGKKVLAA 168
NTDB id 1098 NMB RS01465 WP 002224844.1 LSKHAKSFKDDMYLRTEHVVWQKEMLTLARLAAAVDMAAADSKDVANSHIFDAMVNQKIKLQNPEVLKKWLGEQTAFDGKKVLAA 169
consensus !!*!*!*!!!!*!*!*!!!!!**!!**!!!!!!!!*!!** *!*!!!!!!!!!!!!!!*!*****!!!!!*!!!!!!!!!!!!!

logo

Y
FESAPESQARADAKQMQEELTENTKFQIDSGTPTVIVGGKYKQVEFAKDWEQSGMNTTIDLQLAVDKVREEQKAKAPQ

NTDB id 129152 LC14 RS09735 WP 002215704.1 FEAPESQARAAQMEELTNKFQISGTPTVIVGGKYQVEFKDWQSGMTTIDQLVDKVREEQKKPQ 231
NTDB id 1099 NMB RS01545 WP 002215704.1 FEAPESQARAAQMEELTNKFQISGTPTVIVGGKYQVEFKDWQSGMTTIDQLVDKVREEQKKPQ 231
NTDB id 1098 NMB RS01465 WP 002224844.1 YESPESQARADKMQELTETFQIDGTPTVIVGGKYKVEFADWESGMNTIDLLADKVREEQKAAQ 232
consensus *!*!!!!!!!**!*!!!**!!!*!!!!!!!!!!!*!!!*!!*!!!*!!!*!*!!!!!!!!**!
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