
logo MKLSKRHQTLALTGSVLATALLFALAACSDKSQKAVEQTSVPADSAQPSASASSAPAAAPAEGLNVEGVQNYTVLSATNP IPQQQAGKI
VEVLEFFGYF

NTDB id 1099 NMB RS01545 WP 002215704.1 MKLKTLALTSLTLLALAACSKQAETSVPADSAQSSSSAPAAPAELNEGVNYTVLSTPIPQQQAGKIEVLEFFGYF 75
NTDB id 47978 NMBM01240149 RS10205 WP 002223343.1 MKSRQLALGVAALFALAACDSKVQTSVPADSAPAA.SAAAAPAGLVEGQNYTVLANPIPQQQAGKVEVLEFFGYF 74
NTDB id 1098 NMB RS01465 WP 002224844.1 MKSRHLALGVAALFALAACDSKVQTSVPADSAPAA.SAAAAPAGLVEGQNYTVLANPIPQQQAGKVEVLEFFGYF 74
consensus !!** !!!****!*!!!!!*****!!!!!!!!*** !!*!!!!*!*!!*!!!!!**!!!!!!!!!*!!!!!!!!!

logo CPHCAHLEPVLSEKHI
AKTSFKDDTMYMLRRTEHVVWGQDKEMKLTPLARLAAAVEDMAGAEADSSKDKVANSHI FDAMVNQKINKLAQDENTPDE

NTDB id 1099 NMB RS01545 WP 002215704.1 CPHCAHLEPVLSEHIKTFKDDTYMRREHVVWGDEMKPLARLAAAVEMAGE..SDKANSHIFDAMVNQKINLADTD 148
NTDB id 47978 NMBM01240149 RS10205 WP 002223343.1 CPHCAHLEPVLSKHAKSFKDDMYLRTEHVVWQKEMLPLARLAAAVDMAAADSKDVANSHIFDAMVNQKIKLQEPE 149
NTDB id 1098 NMB RS01465 WP 002224844.1 CPHCAHLEPVLSKHAKSFKDDMYLRTEHVVWQKEMLTLARLAAAVDMAAADSKDVANSHIFDAMVNQKIKLQNPE 149
consensus !!!!!!!!!!!!*!*!*!!!!*!*!*!!!!!**!!**!!!!!!!!*!!*****!*!!!!!!!!!!!!!!*!****

logo

T
VLKKWLSGEQTAFDGKKVLAAFYEASPESQARAADQKMEQELTNEKTFQI SDGTPTVIVGGKYQKVEFKADWQESGMTNTIDQLLVADKV

NTDB id 1099 NMB RS01545 WP 002215704.1 TLKKWLSEQTAFDGKKVLAAFEAPESQARAAQMEELTNKFQISGTPTVIVGGKYQVEFKDWQSGMTTIDQLVDKV 223
NTDB id 47978 NMBM01240149 RS10205 WP 002223343.1 VLKKWLGEQTAFDGKKVLAAYESPESQARADKMQELTETFQIDGTPTVIVGGKYKVEFADWESGMNTIDLLADKV 224
NTDB id 1098 NMB RS01465 WP 002224844.1 VLKKWLGEQTAFDGKKVLAAYESPESQARADKMQELTETFQIDGTPTVIVGGKYKVEFADWESGMNTIDLLADKV 224
consensus *!!!!!*!!!!!!!!!!!!!*!*!!!!!!!**!*!!!**!!!*!!!!!!!!!!!*!!!*!!*!!!*!!!*!*!!!

logo REEQKKAPAQ
NTDB id 1099 NMB RS01545 WP 002215704.1 REEQKKPQ 231
NTDB id 47978 NMBM01240149 RS10205 WP 002223343.1 REEQKAAQ 232
NTDB id 1098 NMB RS01465 WP 002224844.1 REEQKAAQ 232
consensus !!!!!**!

X non conserved

X similar
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