
logo MFRRWFLPCWVVGVAAVSFALPSVVPHWPFWLAAFAVFLAVLSARRWFAGFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVP
NTDB id 1153522 NB068 RS01045 WP 250314880.1 MFRRWFLPCWVVGVAASFALPVVPHWPFWLAAFAVFAVSARWFGFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVP 80
NTDB id 1128 NGFG RS01490 WP 020997305.1 MFRRWFLPCWVVGVAVSFALSVVPHWPFWLAAFAVLAVLARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVP 80
consensus !!!!!!!!!!!!!!! !!!!*!!!!!!!!!!!!!! !! !! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LTVEVATDMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWR ITARVHPVVGELNLRGLNREAWALSNGI
VGGAV

NTDB id 1153522 NB068 RS01045 WP 250314880.1 LTVEVADMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREAWALSNGIGGA 160
NTDB id 1128 NGFG RS01490 WP 020997305.1 LTVEVTDMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREAWALSNGVGGV 160
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!

logo GTVGADRVLLHDGGSGWGIAVWRSR I SRNWRQADADGGLSDGIGLMRALSVGEQSALRPEGLWQAFRPLGLTHLVS I SGLHV
NTDB id 1153522 NB068 RS01045 WP 250314880.1 GTVGADRVLLHDGSGWGIAVWRSRISRNWRQADADGGLSDGIGLMRALSVGEQSALRPELWQAFRPLGLTHLVSISGLHV 240
NTDB id 1128 NGFG RS01490 WP 020997305.1 GTVGADRVLLHGGSGWGIAVWRSRISRNWRQADADGGLSDGIGLMRALSVGEQSALRPGLWQAFRPLGLTHLVSISGLHV 240
consensus !!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!

logo TMVAVLFAWLAKRLLACSPRLPARPRAVWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGRLSAWATWWQALA
NTDB id 1153522 NB068 RS01045 WP 250314880.1 TMVAVLFAWLAKRLLACSPRLPARPRVWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGRLSAWATWWQALA 320
NTDB id 1128 NGFG RS01490 WP 020997305.1 TMVAVLFAWLAKRLLACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGRLSAWATWWQALA 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo AVLLFDPLAVLGVGTWLSFGLVAAL IWACASGRLHYEGKRQTALVRGQWAASVLSLVLLGYLFASLPLVSPLVNAVAS IPWFSW
NTDB id 1153522 NB068 RS01045 WP 250314880.1 AVLLFDPLAVLGVGTWLSFGLVAALIWACSGRLHEGKRQTALRGQWAASVLSLVLLGYLFASLPLVSPLVNAVAIPWFSW 400
NTDB id 1128 NGFG RS01490 WP 020997305.1 AVLLFDPLAVLGVGTWLSFGLVAALIWACAGRLYEGKRQTAVRGQWAASVLSLVLLGYLFASLPLVSPLVNAVSIPWFSW 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!

logo VLTPLALLGSVVPFAPLQQALGAFLAEYTLRFLVWLADVSPEFAVAASAPLPLLVLAVCAALLLLLPRGLGLRPWAVLLLAG
NTDB id 1153522 NB068 RS01045 WP 250314880.1 VLTPLALLGSVVPFAPLQQLGAFLAEYTLRFLVWLADVSPEFAVASAPLPLLVLAVCAALLLLLPRGLGLRPWAVLLLAG 480
NTDB id 1128 NGFG RS01490 WP 020997305.1 VLTPLALLGSVVPFAPLQQAGAFLAEYTLRFLVWLADVSPEFAVAAAPLPLLVLAVCAALLLLLPRGLGLRPWAVLLLAG 480
consensus !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FVFSYRPEPASVPENEAAVTVWDAGQGLSVLSVQRTANHRHLLFDTGTAVALAAQTGIVPSLNAAGVRRLDKLVLSHHDSDHDGGFQA
NTDB id 1153522 NB068 RS01045 WP 250314880.1 FVFYRPPSVPENEAAVTVWDAGQGLSVSVQTANHHLLFDTGTALAAQTGIVPSLNAAGVRRLDKLVLSHHDSDHDGGFQA 560
NTDB id 1128 NGFG RS01490 WP 020997305.1 FVSYRPEAVPENEAAVTVWDAGQGLSVLVRTANRHLLFDTGTVAAAQTGIVPSLNAAGVRRLDKLVLSHHDSDHDGGFQA 560
consensus !! !!!* !!!!!!!!!!!!!!!!!!! ! !!!*!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo VGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLRPSERKNIDDNGKSCVLRVVAGGAALLVTGDLDTKGEAEESLVGK
NTDB id 1153522 NB068 RS01045 WP 250314880.1 VGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLRPSERKNIDDNGKSCVLRVVAGGAALLVTGDLDTKGEAELVK 640
NTDB id 1128 NGFG RS01490 WP 020997305.1 VGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLRPSERKNIDDNGKSCVLRVVAGGAALLVTGDLDTKGEESLVG 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!

logo KYGGSNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSGYANAYKHPTEAVQNRVRAHGIKLLRTDLSGALQFGLGRGG
NTDB id 1153522 NB068 RS01045 WP 250314880.1 KYGSNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSGYANAYKHPTEAVQNRVRAHGIKLLRTDLSGALQFGLGRGG 720
NTDB id 1128 NGFG RS01490 WP 020997305.1 KYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSGYANAYKHPTEAVQNRVRAHGIKLLRTDLSGALQFGLGRGG 720
consensus !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VKAQRLRGVYKFYWQKKPFE
NTDB id 1153522 NB068 RS01045 WP 250314880.1 VKAQRLRGYKFYWQKKPFE 739
NTDB id 1128 NGFG RS01490 WP 020997305.1 VKAQRLRVYKFYWQKKPFE 739
consensus !!!!!!! !!!!!!!!!!!
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