
logo MFRRWFLPCWVVGAVAAVSFALPSVVPHWLPFWLAAFAVFLAVFLARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVP
NTDB id 112708 A6L35 RS03770 WP 152562631.1 MFRRWFLPCWVVGAAASFALPVVPHWLFWLAAFAVFAVFARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVP 80
NTDB id 1128 NGFG RS01490 WP 020997305.1 MFRRWFLPCWVVGVAVSFALSVVPHWPFWLAAFAVLAVLARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVP 80
consensus !!!!!!!!!!!!! ! !!!!*!!!!!*!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LTVEVATDMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWR ITARVHPVVGELNLRGLNREAWALSNGI
VGGAV

NTDB id 112708 A6L35 RS03770 WP 152562631.1 LTVEVADMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREAWALSNGIGGA 160
NTDB id 1128 NGFG RS01490 WP 020997305.1 LTVEVTDMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREAWALSNGVGGV 160
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!

logo GTVGADRVLLHGGSGWGIAVWRSR I SRNWQRQADADGGLSDGIGLMRALSVGEQSALRPEGLWQAFRPLGLTHLVS I SGLHV
NTDB id 112708 A6L35 RS03770 WP 152562631.1 GTVGADRVLLHGGSGWGIAVWRSRISRNWQQADADGGLSDGIGLMRALSVGEQSALRPELWQAFRPLGLTHLVSISGLHV 240
NTDB id 1128 NGFG RS01490 WP 020997305.1 GTVGADRVLLHGGSGWGIAVWRSRISRNWRQADADGGLSDGIGLMRALSVGEQSALRPGLWQAFRPLGLTHLVSISGLHV 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!

logo TMVAVLMFAWLAKRLLACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGRLSAWATWWQALA
NTDB id 112708 A6L35 RS03770 WP 152562631.1 TMVAVMFAWLAKRLLACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGRLSAWATWWQALA 320
NTDB id 1128 NGFG RS01490 WP 020997305.1 TMVAVLFAWLAKRLLACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGRLSAWATWWQALA 320
consensus !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo AVLLFDPLSAVLGVGTWLSFGLVAAL IWACASGRLHYEGKRQTAVRGQWAASVLSLVLLGYLFASLPL IVSPLVNAVAS IPWFSW
NTDB id 112708 A6L35 RS03770 WP 152562631.1 AVLLFDPSAVLGVGTWLSFGLVAALIWACSGRLHEGKRQTAVRGQWAASVLSLVLLGYLFASLPLISPLVNAVAIPWFSW 400
NTDB id 1128 NGFG RS01490 WP 020997305.1 AVLLFDPLAVLGVGTWLSFGLVAALIWACAGRLYEGKRQTAVRGQWAASVLSLVLLGYLFASLPLVSPLVNAVSIPWFSW 400
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!! !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!! !!!!!!

logo VLTPLALLGSVVPFAPLQQALGAFLAEYTLRFLVWLADVSPEFAVAAAPLPLLVLAVCAALLLLLPRGLGLRPWAVLLLAG
NTDB id 112708 A6L35 RS03770 WP 152562631.1 VLTPLALLGSVVPFAPLQQLGAFLAEYTLRFLVWLADVSPEFAVAAAPLPLLVLAVCAALLLLLPRGLGLRPWAVLLLAG 480
NTDB id 1128 NGFG RS01490 WP 020997305.1 VLTPLALLGSVVPFAPLQQAGAFLAEYTLRFLVWLADVSPEFAVAAAPLPLLVLAVCAALLLLLPRGLGLRPWAVLLLAG 480
consensus !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FVFSYRPSEPAGVPENEAVAVTVWDAGQGLSVLSVQRTANHRHLLFDTGTAVAAAQMTGIVPSLNAAGVRRLDKLVLSHHDSDHDGGFQA
NTDB id 112708 A6L35 RS03770 WP 152562631.1 FVFYRSPGVPENEVAVTVWDAGQGLSVSVQTANHHLLFDTGTAAAAQMGIVPSLNAAGVRRLDKLVLSHHDSDHDGGFQA 560
NTDB id 1128 NGFG RS01490 WP 020997305.1 FVSYRPEAVPENEAAVTVWDAGQGLSVLVRTANRHLLFDTGTVAAAQTGIVPSLNAAGVRRLDKLVLSHHDSDHDGGFQA 560
consensus !! !!***!!!!! !!!!!!!!!!!!! ! !!!*!!!!!!!! !!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo VGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLMRPSERKNIDDNGKSCVLRVVAGGAALLVTGDLDTKGEESLVG
NTDB id 112708 A6L35 RS03770 WP 152562631.1 VGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLMPSERKNIDDNGKSCVLRVVAGGAALLVTGDLDTKGEESLVG 640
NTDB id 1128 NGFG RS01490 WP 020997305.1 VGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLRPSERKNIDDNGKSCVLRVVAGGAALLVTGDLDTKGEESLVG 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSGYANAYKHPTEAVQNRI
VRAHGIKLLRTDLSGALQFGLGRGG

NTDB id 112708 A6L35 RS03770 WP 152562631.1 KYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSGYANAYKHPTEAVQNRIRAHGIKLLRTDLSGALQFGLGRGG 720
NTDB id 1128 NGFG RS01490 WP 020997305.1 KYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSGYANAYKHPTEAVQNRVRAHGIKLLRTDLSGALQFGLGRGG 720
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!

logo VKAQRLRGVYKFYWQKKPFE
NTDB id 112708 A6L35 RS03770 WP 152562631.1 VKAQRLRGYKFYWQKKPFE 739
NTDB id 1128 NGFG RS01490 WP 020997305.1 VKAQRLRVYKFYWQKKPFE 739
consensus !!!!!!! !!!!!!!!!!!
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