
logo MFRRCWFLPCWVVGVAAVSFALPSVVPHWLPFWLAAFAVFLAVFLARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVP
NTDB id 305045 DV311 RS02365 WP 162817101.1 MFRRCFLPCWVVGVAASFALPVVPHWLFWLAAFAVFAVFARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVP 80
NTDB id 1128 NGFG RS01490 WP 020997305.1 MFRRWFLPCWVVGVAVSFALSVVPHWPFWLAAFAVLAVLARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVP 80
consensus !!!!*!!!!!!!!!! !!!!*!!!!!*!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LTVEVATDMPRSDGRRVQFAAKAEVDDSGGRTFDLLLSDYKRREWAVGSRWR ITARVHPVVGELNLRGLNREAWALSNGI
VGGAV

NTDB id 305045 DV311 RS02365 WP 162817101.1 LTVEVADMPRSDGRRVQFAAKAEDDGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREAWALSNGIGGA 160
NTDB id 1128 NGFG RS01490 WP 020997305.1 LTVEVTDMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREAWALSNGVGGV 160
consensus !!!!! !!!!!!!!!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!

logo GTVGADRVLLDHDGGSGWGIAVWRSR I SRNWRQADADGGLSDGIGLMRALSVGEQSALRPEGLWQAFRPLGLTHLVS I SGLHV
NTDB id 305045 DV311 RS02365 WP 162817101.1 GTVGADRVLLDDGSGWGIAVWRSRISRNWRQADADGGLSDGIGLMRALSVGEQSALRPELWQAFRPLGLTHLVSISGLHV 240
NTDB id 1128 NGFG RS01490 WP 020997305.1 GTVGADRVLLHGGSGWGIAVWRSRISRNWRQADADGGLSDGIGLMRALSVGEQSALRPGLWQAFRPLGLTHLVSISGLHV 240
consensus !!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!

logo TMVAVLMFAWLAKRLLACSPRLPATRPRAVWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGRLPSAWATWWQALA
NTDB id 305045 DV311 RS02365 WP 162817101.1 TMVAVMFAWLAKRLLACSPRLPTRPRVWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGRLPAWATWWQALA 320
NTDB id 1128 NGFG RS01490 WP 020997305.1 TMVAVLFAWLAKRLLACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGRLSAWATWWQALA 320
consensus !!!!!*!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!

logo AVLLFDPLSAVLGVGTWLSFGLVAAL IWACASGRLHYEGKQRQTALVRGQWAASVLSLVLLGYLFASLPLVSPLVNAVAS IPWFSW
NTDB id 305045 DV311 RS02365 WP 162817101.1 AVLLFDPSAVLGVGTWLSFGLVAALIWACSGRLHEGKQQTALRGQWAASVLSLVLLGYLFASLPLVSPLVNAVAIPWFSW 400
NTDB id 1128 NGFG RS01490 WP 020997305.1 AVLLFDPLAVLGVGTWLSFGLVAALIWACAGRLYEGKRQTAVRGQWAASVLSLVLLGYLFASLPLVSPLVNAVSIPWFSW 400
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!! !!!*!!! !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!

logo VLTPLALLGSVVPFAPLQQALGAFLAEYTLRFLVWLADVSPEFAVAASAPLPLLVLAVCAALLLLLPRGLGLRPWAVLLLAG
NTDB id 305045 DV311 RS02365 WP 162817101.1 VLTPLALLGSVVPFAPLQQLGAFLAEYTLRFLVWLADVSPEFAVASAPLPLLVLAVCAALLLLLPRGLGLRPWAVLLLAG 480
NTDB id 1128 NGFG RS01490 WP 020997305.1 VLTPLALLGSVVPFAPLQQAGAFLAEYTLRFLVWLADVSPEFAVAAAPLPLLVLAVCAALLLLLPRGLGLRPWAVLLLAG 480
consensus !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FVFSYRPEPAGVPENEAAVTVWDAGQGLSVLSVQRTANHRHLLFDTGTAVASAAQTGIVPSLNAAGVRRLDKLVLSHHDSDHDGGFQA
NTDB id 305045 DV311 RS02365 WP 162817101.1 FVFYRPPGVPENEAAVTVWDAGQGLSVSVQTANHHLLFDTGTASAAQTGIVPSLNAAGVRRLDKLVLSHHDSDHDGGFQA 560
NTDB id 1128 NGFG RS01490 WP 020997305.1 FVSYRPEAVPENEAAVTVWDAGQGLSVLVRTANRHLLFDTGTVAAAQTGIVPSLNAAGVRRLDKLVLSHHDSDHDGGFQA 560
consensus !! !!!**!!!!!!!!!!!!!!!!!!! ! !!!*!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo VGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLRPSERKNIDDNGKSCVLRVVAGGAALLVTGDLDTKGEAEESLVGK
NTDB id 305045 DV311 RS02365 WP 162817101.1 VGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLRPSERKNIDDNGKSCVLRVVAGGAALLVTGDLDTKGEAELVK 640
NTDB id 1128 NGFG RS01490 WP 020997305.1 VGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLRPSERKNIDDNGKSCVLRVVAGGAALLVTGDLDTKGEESLVG 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!

logo KYGGSNLYSQVLVLGHHGSNTSSSGVFLNATVSPEYAVASSGYANAYKHPTEQAVVQNRVRAHGIKLLRTDLSGALQFGLGRGG
NTDB id 305045 DV311 RS02365 WP 162817101.1 KYGSNLYSQVLVLGHHGSNTSSSGVFLNTVSPEYAVASSGYANAYKHPTQVVQNRVRAHGIKLLRTDLSGALQFGLGRGG 720
NTDB id 1128 NGFG RS01490 WP 020997305.1 KYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSGYANAYKHPTEAVQNRVRAHGIKLLRTDLSGALQFGLGRGG 720
consensus !!! !!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VKAQRLRGVYKFYWQKKPFE
NTDB id 305045 DV311 RS02365 WP 162817101.1 VKAQRLRGYKFYWQKKPFE 739
NTDB id 1128 NGFG RS01490 WP 020997305.1 VKAQRLRVYKFYWQKKPFE 739
consensus !!!!!!! !!!!!!!!!!!
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