
logo MFYLYQSNRLESTLAALFAR IQKVKPLKCSALQPEQI IVVQSQGMRRYLNTCLARDLGVAANLASFSLPAGLTWKLMKKL IPGI
NTDB id 120326 NMA510612 RS10070 WP 002246384.1 MFYLYQSNRLETLAALFARIQKVKPLKSALQPEQIIVQSQGMRRYLNTCLARDLGVAANLSFSLPAGLTWKLMKKLIPGI 80
NTDB id 1133 OK783 RS06970 WP 010951252.1 MFYLYQSNRLESLAALFARIQKVKPLKCALQPEQIVVQSQGMRRYLNTCLARDLGVAANLAFSLPAGLTWKLMKKLIPGI 80
consensus !!!!!!!!!!!*!!!!!!!!!!!!!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!

logo PELSPFAPEVMRWRLLDLFRSAEAEFQRNGTAEFEDVRNVLQDYLGSGESADYQLAGQLADI FDQYLVYRPQWIDAWQQGR I
RLG

NTDB id 120326 NMA510612 RS10070 WP 002246384.1 PELSPFAPEVMRWRLLDLFRSEAFRNTAEFEDVRNVLQDYLGSGESADYQLAGQLADIFDQYLVYRPQWIDAWQQGRRLG 160
NTDB id 1133 OK783 RS06970 WP 010951252.1 PELSPFAPEVMRWRLLDLFRSAEFQNGAEFEDVRNVLQDYLGSGESADYQLAGQLADIFDQYLVYRPQWIDAWQQGRILG 160
consensus !!!!!!!!!!!!!!!!!!!!! ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!

logo LGDDE IWQSKLWRYLDDGRQSAPHRVALWEKLLAEASLDSKSDKLPERYFVFGI STMAPMYLQLLHKLSEHYCDVFVFALNPSGM
NTDB id 120326 NMA510612 RS10070 WP 002246384.1 LGDDEIWQSKLWRYLDDGRQSAPHRVALWEKLLESLSSDKLPERYFVFGISTMAPMYLQLLHKLSEYCDVFVFALNPSGM 240
NTDB id 1133 OK783 RS06970 WP 010951252.1 LGDDEIWQSKLWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGISTMAPMYLQLLHKLSEHCDVFVFALNPSGM 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!

logo

H
YWGNVI EAAQI LKGGGDPDLTQAGHPLLASLGKQGRDFFDFLNEME I EEGETPVFEEGGRDTLLHALQTDIQNLKMPSENV

NTDB id 120326 NMA510612 RS10070 WP 002246384.1 YWGNVIEAAQILKGGGDPDLTQAGHPLLASLGKQGRDFFDFLNEMEIEGETPVFEEGGRDTLLHALQTDIQNLKMPSENV 320
NTDB id 1133 OK783 RS06970 WP 010951252.1 HWGNVIEAAQILKGGGDPDLTQAGHPLLASLGKQGRDFFDFLNEMEIEEETPVFEEGGRDTLLHALQTDIQNLKMPSENV 320
consensus *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GSVGNTDGDGS ICR IVSAHSPLRELQI LKDKLLKI LHEHPDWQPHDIAVLTPNI EPSYTPF I EAVFGQAQPGAQALPYSVSDVK
NTDB id 120326 NMA510612 RS10070 WP 002246384.1 GSVNTGDGSIRIVSAHSPLRELQILKDKLLKILHEHPDWQPHDIAVLTPNIESYTPFIEAVFGQAQPGAQALPYSVSDVK 400
NTDB id 1133 OK783 RS06970 WP 010951252.1 GSVGTDDGSICIVSAHSPLRELQILKDKLLKILHEHPDWQPHDIAVLTPNIEPYTPFIEAVFGQAQPGAQALPYSVSDVK 400
consensus !!! ! !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I SRRQPFLFHYALESCLVFSDLLESRFEVDGKVLALLETAPVLRRFGLTEGDDLPLLHDMVADLNVHRWGLDGEMRGGTDQLFTWKQA
NTDB id 120326 NMA510612 RS10070 WP 002246384.1 ISRRQPLFHALSCLFDLLESRFEVDKVLALLETAPVLRRFGLTEDDLPLLHDMVADLNVRWGLDGEMRGGTDQLFTWKQA 480
NTDB id 1133 OK783 RS06970 WP 010951252.1 ISRRQPFFYALECVSDLLESRFEVGKVLALLETAPVLRRFGLTGDDLPLLHDMVADLNVHWGLDGEMRGGTDQLFTWKQA 480
consensus !!!!!! !*!! !* !!!!!!!!! !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!

logo

A
V
D
ERMI LGWMLPEGGNPMWQDVSAWYADVNQTALMFGRFAAFLETLSTDIAVR IWRQPATVDGEWVAGRCRDGLLEKTLFQAEGAPDDQK

NTDB id 120326 NMA510612 RS10070 WP 002246384.1 VERMILGWMLPEGGNPMWQDVSAWYADVNQTALFGRFAAFLETLTDIVRIWRQPATVDEWVGRCRGLLKTLFQAEADDQK 560
NTDB id 1133 OK783 RS06970 WP 010951252.1 ADRMILGWMLPEGGNPMWQDVSAWYADVNQTAMFGRFAAFLETLSDIARIWRQPATVGEWVARCRDLLETLFQAGPDDQK 560
consensus *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!*!! !!!!!!!!! !!!*!!! !! !!!!! *!!!!



logo AVQNLENEWVKWQAEESTETLAGQFFSGQLPQQTVIRHIRRFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRN
NTDB id 120326 NMA510612 RS10070 WP 002246384.1 AVQNLENEWVKWQAETELAQFSGQLPQQTVIRHIRRFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRN 640
NTDB id 1133 OK783 RS06970 WP 010951252.1 AVQNLENEWVKWQEESTLAGFFGQLPQQTVIRHIRRFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRN 640
consensus !!!!!!!!!!!!! !* !! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TKAAVFDL IVAKHPAKGDRARRDDDRYLFLEAL I SARE I LYLSYIGRDIRKDEELAPSSSLLGEL IDTVAAMTGTNSRQLAQ
NTDB id 120326 NMA510612 RS10070 WP 002246384.1 TKAAVFDLIAKHPAKGDRARRDDDRYLFLEALISAREILYLSYIGRDIRKDEELAPSSLLGELIDTVAAMTGTNSRQLAQ 720
NTDB id 1133 OK783 RS06970 WP 010951252.1 TKAAVFDLVAKHPAKGDRARRDDDRYLFLEALISAREILYLSYIGRDIRKDEELASSSLLGELIDTVAAMTGTNSRQLAQ 720
consensus !!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!

logo NLWI EQHPLQAFSRRYFQEGGRSDGI FGTRTDYAAALGQTPEPPQPFFDQPVENAEPVAE IGQDEF IRFWRNPVKVWLQQQ
NTDB id 120326 NMA510612 RS10070 WP 002246384.1 NLIEQHPLQAFSRRYFQEGGRSDGIFGTRTDYAAALGQTPEPPQPFFDQPVENAEPVAEIGQDEFIRFWRNPVKVWLQQQ 800
NTDB id 1133 OK783 RS06970 WP 010951252.1 NWIEQHPLQAFSRRYFQEGGRSDGIFGTRTDYAAALGQTPEPPQPFFDQPVENAEPVAEIGQDEFIRFWRNPVKVWLQ.Q 799
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!

logo LAWSEPHIGEAWEPAEPFEPQHADEQIAE I
TYI EGARREGQRDFASQTAAR IAGAESLLPSGELGKRLWQQDSFQTAAKQIDTAVLNS

NTDB id 120326 NMA510612 RS10070 WP 002246384.1 LAWSEPHIGEAWEPAEPFEPQHADQIAEIYIEARREGRDFAQTAARIGAESLLPSGELGRLWQQDFQTAAKQIDTAVLNS 880
NTDB id 1133 OK783 RS06970 WP 010951252.1 LAWSEPHIGEAWEPAEPFEPQHAEQIAETYIGARREGQDFSQTAARIAAESLLPSGELGKLWQQSFQTAAKQIDTAVLNS 879
consensus !!!!!!!!!!!!!!!!!!!!!!!*!!!! !! !!!!! !! !!!!!!*!!!!!!!!!!!*!!!! !!!!!!!!!!!!!!!

logo PKLPPFLPSYAIPSDGQI LKGSLGNLYRCGQVFYAYGKPNAPQRI
VAFLLEHL I FCAVMPSEAEMTRQTF IVQSGETE I

VLAE IA
NTDB id 120326 NMA510612 RS10070 WP 002246384.1 PKLPPLSYAIPSDGQILKGSLGNLYRCGQVFYAYGKPNAPQRIAFLLEHLIFCAVMPSEAEMRQTFIVQSGETEILAEIA 960
NTDB id 1133 OK783 RS06970 WP 010951252.1 PKLPPFPYAIPSDGQILKGSLGNLYRCGQVFYAYGKPNAPQRVAFLLEHLIFCAVMPSEAETRQTFIVQSGETEVLAEIA 959
consensus !!!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!*!!!!!

logo QDRALQLLSEWMAFFNIGQNRPLPFFAKTSLAATAEAFAVQKQDWEAALKKAQTAYHYGSKVSKGQKDYTEVALVFGNASQNP
NTDB id 120326 NMA510612 RS10070 WP 002246384.1 QDRALQLLSEWMAFFNIGQNRPLPFFAKTSLATAEAFVQKQDWEAALKKAQTAYHGSKVSKGQKDYTEVALVFGNASQNP 1040
NTDB id 1133 OK783 RS06970 WP 010951252.1 QDRALQLLSEWMAFFNIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYYGSKVSKGQKDYTEVALVFGNASQNP 1039
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!! !!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!

logo LEQPLFENLAVRLLADTLAAAEKKREEGATGAEA
NTDB id 120326 NMA510612 RS10070 WP 002246384.1 LEQPLFENLVRLLADTLAAAEKKEEAGEA 1069
NTDB id 1133 OK783 RS06970 WP 010951252.1 LEQPLFENLARLLADTLAAAEKREGTGAA 1068
consensus !!!!!!!!! !!!!!!!!!!!!*! ! !
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