
logo MKSLRKHTLALGTVSALATLFLALAACDSSKKQVAQETSVPADSVAPQASASSSAAPAAPAEGPLNTVEGQVNYTVLASNTP IPQQQAGKI
VEVLEFFGYF

NTDB id 1098 NMB RS01465 WP 002224844.1 MKSRHLALGVAALFALAACDSKVQTSVPADSAPAA.SAAAAPAGLVEGQNYTVLANPIPQQQAGKVEVLEFFGYF 74
NTDB id 47990 NMBM04240196 RS01700 WP 002226967.1 MKLKTLALTSLTLLALAACSKQAETSVPADSVQSSSSAPAAPAPLTEGVNYTVLSTPIPQQQAGKVEVLEFFGYF 75
NTDB id 1099 NMB RS01545 WP 002215704.1 MKLKTLALTSLTLLALAACSKQAETSVPADSAQSSSSAPAAPAELNEGVNYTVLSTPIPQQQAGKIEVLEFFGYF 75
consensus !!***!!!****!*!!!!!*****!!!!!!!*****!!*!!!! ! !!*!!!!!**!!!!!!!!!*!!!!!!!!!

logo CPHCAHLEPVLSKEHAITKSTFKDDMTYMLRTREHVI
VWQGKDEML

K
T
PLARLAAAVDEMAAGAEDSKSDVKANSHI FDAMVNQKIKNLQANDPTED

NTDB id 1098 NMB RS01465 WP 002224844.1 CPHCAHLEPVLSKHAKSFKDDMYLRTEHVVWQKEMLTLARLAAAVDMAAADSKDVANSHIFDAMVNQKIKLQNPE 149
NTDB id 47990 NMBM04240196 RS01700 WP 002226967.1 CPHCAHLEPVLSEHTKTFKDDTYLRREHVIWGDEMKPLARLAAAVEMAGE..SDKANSHIFDAMVNQKINLADTD 148
NTDB id 1099 NMB RS01545 WP 002215704.1 CPHCAHLEPVLSEHIKTFKDDTYMRREHVVWGDEMKPLARLAAAVEMAGE..SDKANSHIFDAMVNQKINLADTD 148
consensus !!!!!!!!!!!!*! !*!!!!*!*!*!!!*!**!!**!!!!!!!!*!!** *!*!!!!!!!!!!!!!!*!****

logo

V
TLKKWLGSEQTAFDGKKVLAAYFDESAPESQARADAKQMQEELTENTKFQIDSGTPTVIVGGKYKQVEFAKDWEQSGMNTTIDLQLAVDKV

NTDB id 1098 NMB RS01465 WP 002224844.1 VLKKWLGEQTAFDGKKVLAAYESPESQARADKMQELTETFQIDGTPTVIVGGKYKVEFADWESGMNTIDLLADKV 224
NTDB id 47990 NMBM04240196 RS01700 WP 002226967.1 TLKKWLSEQTAFDGKKVLAAFDAPESQARAAQMEELTNKFQISGTPTVIVGGKYQVEFKDWQSGMTTIDQLVDKV 223
NTDB id 1099 NMB RS01545 WP 002215704.1 TLKKWLSEQTAFDGKKVLAAFEAPESQARAAQMEELTNKFQISGTPTVIVGGKYQVEFKDWQSGMTTIDQLVDKV 223
consensus *!!!!!*!!!!!!!!!!!!!***!!!!!!!**!*!!!**!!!*!!!!!!!!!!!*!!!*!!*!!!*!!!*!*!!!

logo REEQKAKAPQ
NTDB id 1098 NMB RS01465 WP 002224844.1 REEQKAAQ 232
NTDB id 47990 NMBM04240196 RS01700 WP 002226967.1 REEQKKPQ 231
NTDB id 1099 NMB RS01545 WP 002215704.1 REEQKKPQ 231
consensus !!!!!**!

X non conserved

X similar

X ≥ 50% conserved


