
logo MFRRCWFLPCWVVGVAAVSFALPSVVPHWLPFWLAAFAVFLAVFLARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVP
NTDB id 218729 B2G52 RS05475 WP 155114581.1 MFRRCFLPCWVVGVAASFALPVVPHWLFWLAAFAVFAVFARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVP 80
NTDB id 1128 NGFG RS01490 WP 020997305.1 MFRRWFLPCWVVGVAVSFALSVVPHWPFWLAAFAVLAVLARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVP 80
consensus !!!!*!!!!!!!!!! !!!!*!!!!!*!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LTVEVATDMPRSDGRRVQFAAKAEVDDSGGRTFDLLLSDYKRREWAVGSRWR ITARVHPVVGELNLRGLNREAWALSNGI
VGGAV

NTDB id 218729 B2G52 RS05475 WP 155114581.1 LTVEVADMPRSDGRRVQFAAKAEDDGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREAWALSNGIGGA 160
NTDB id 1128 NGFG RS01490 WP 020997305.1 LTVEVTDMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREAWALSNGVGGV 160
consensus !!!!! !!!!!!!!!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!

logo GTVGADRVLLDHDGGSGWGIAVWRSR I SRNWRQADADGGLSDGIGLMRALSVGEQSALRPEGLWQAFRPLGLTHLVS I SGLHV
NTDB id 218729 B2G52 RS05475 WP 155114581.1 GTVGADRVLLDDGSGWGIAVWRSRISRNWRQADADGGLSDGIGLMRALSVGEQSALRPELWQAFRPLGLTHLVSISGLHV 240
NTDB id 1128 NGFG RS01490 WP 020997305.1 GTVGADRVLLHGGSGWGIAVWRSRISRNWRQADADGGLSDGIGLMRALSVGEQSALRPGLWQAFRPLGLTHLVSISGLHV 240
consensus !!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!

logo TMVAVLMFAWLAKRLLACSPRLPATRPRAVWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGRLPSAWATWWQALA
NTDB id 218729 B2G52 RS05475 WP 155114581.1 TMVAVMFAWLAKRLLACSPRLPTRPRVWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGRLPAWATWWQALA 320
NTDB id 1128 NGFG RS01490 WP 020997305.1 TMVAVLFAWLAKRLLACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGRLSAWATWWQALA 320
consensus !!!!!*!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!

logo AVLLFDPLSAVLGVGTWLSFGLVAAL IWACASGRLHYEGKQRQTALVRGQWAASVLSLVLLGYLFASLPLVSPLVNAVAS IPWFSW
NTDB id 218729 B2G52 RS05475 WP 155114581.1 AVLLFDPSAVLGVGTWLSFGLVAALIWACSGRLHEGKQQTALRGQWAASVLSLVLLGYLFASLPLVSPLVNAVAIPWFSW 400
NTDB id 1128 NGFG RS01490 WP 020997305.1 AVLLFDPLAVLGVGTWLSFGLVAALIWACAGRLYEGKRQTAVRGQWAASVLSLVLLGYLFASLPLVSPLVNAVSIPWFSW 400
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!! !!!*!!! !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!

logo VLTPLALLGSVVPFAPLQQALGAFLAEYTLRFLVWLADVSPEFAVAASAPLPLLVLAVCAALLLLLPRGLGLRPWAVLLLPR
NTDB id 218729 B2G52 RS05475 WP 155114581.1 VLTPLALLGSVVPFAPLQQLGAFLAEYTLRFLVWLADVSPEFAVASAPLPLLVLAVCAALLLLLPRGLGLRPWAVLLLPR 480
NTDB id 1128 NGFG RS01490 WP 020997305.1 VLTPLALLGSVVPFAPLQQAGAFLAEYTLRFLVWLADVSPEFAVAAAPLPLLVLAVCAALLLLLPRGLG........... 469
consensus !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!***********

logo

GLGLRPWAVLLLAGFVFSYRPEPAGVPENEAAVTVWDAGQGLSVLSVQRTANHRHLLFDTGTAVASAAQTGIVPSLNAAGVRRLDKLV
NTDB id 218729 B2G52 RS05475 WP 155114581.1 GLGLRPWAVLLLAGFVFYRPPGVPENEAAVTVWDAGQGLSVSVQTANHHLLFDTGTASAAQTGIVPSLNAAGVRRLDKLV 560
NTDB id 1128 NGFG RS01490 WP 020997305.1 ...LRPWAVLLLAGFVSYRPEAVPENEAAVTVWDAGQGLSVLVRTANRHLLFDTGTVAAAQTGIVPSLNAAGVRRLDKLV 546
consensus ***!!!!!!!!!!!!! !!!**!!!!!!!!!!!!!!!!!!! ! !!!*!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!



logo LSHHDSDHDGGFQAVGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLRPSERKNIDDNGKSCVLRVVAGGAALLV
NTDB id 218729 B2G52 RS05475 WP 155114581.1 LSHHDSDHDGGFQAVGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLRPSERKNIDDNGKSCVLRVVAGGAALLV 640
NTDB id 1128 NGFG RS01490 WP 020997305.1 LSHHDSDHDGGFQAVGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLRPSERKNIDDNGKSCVLRVVAGGAALLV 626
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TGDLDTKGEAEESLVGKKYGGSNLYSQVLVLGHHGSNTSSSGVFLNATVSPEYAVASSGYANAYKHPTEQAVVQNRVRAHGIKLLRT
NTDB id 218729 B2G52 RS05475 WP 155114581.1 TGDLDTKGEAELVKKYGSNLYSQVLVLGHHGSNTSSSGVFLNTVSPEYAVASSGYANAYKHPTQVVQNRVRAHGIKLLRT 720
NTDB id 1128 NGFG RS01490 WP 020997305.1 TGDLDTKGEESLVGKYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSGYANAYKHPTEAVQNRVRAHGIKLLRT 706
consensus !!!!!!!!! !! !!! !!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!

logo DLSGALQFGLGRGGVKAQRLRGVYKFYWQKKPFE
NTDB id 218729 B2G52 RS05475 WP 155114581.1 DLSGALQFGLGRGGVKAQRLRGYKFYWQKKPFE 753
NTDB id 1128 NGFG RS01490 WP 020997305.1 DLSGALQFGLGRGGVKAQRLRVYKFYWQKKPFE 739
consensus !!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!
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