
logo MFYLYQSNRLESLAALFAR IQKVKPLKCSALQPEQIVVQSQGMRRYLNTCLARDLGVAANLAFSLPADGLTWKLMKKL IPGI
NTDB id 1162630 AABJ29 RS07180 WP 260237017.1 MFYLYQSNRLESLAALFARIQKVKPLKSALQPEQIVVQSQGMRRYLNTCLARDLGVAANLAFSLPADLTWKLMKKLIPGI 80
NTDB id 1133 OK783 RS06970 WP 010951252.1 MFYLYQSNRLESLAALFARIQKVKPLKCALQPEQIVVQSQGMRRYLNTCLARDLGVAANLAFSLPAGLTWKLMKKLIPGI 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!

logo PELSPFAPEVMRWRLLDLFRSAEFQNGAEFEDVRNVLQDYLGSGESADYQLAGQLADI FDQYLVYRPQWIDAWQQGR I LG
NTDB id 1162630 AABJ29 RS07180 WP 260237017.1 PELSPFAPEVMRWRLLDLFRSAEFQNGAEFEDVRNVLQDYLGSGESADYQLAGQLADIFDQYLVYRPQWIDAWQQGRILG 160
NTDB id 1133 OK783 RS06970 WP 010951252.1 PELSPFAPEVMRWRLLDLFRSAEFQNGAEFEDVRNVLQDYLGSGESADYQLAGQLADIFDQYLVYRPQWIDAWQQGRILG 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LGDDE IWQSKLWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGI STMAPMYLQLLHKLSEHCDVFVFALNPSGM
NTDB id 1162630 AABJ29 RS07180 WP 260237017.1 LGDDEIWQSKLWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGISTMAPMYLQLLHKLSEHCDVFVFALNPSGM 240
NTDB id 1133 OK783 RS06970 WP 010951252.1 LGDDEIWQSKLWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGISTMAPMYLQLLHKLSEHCDVFVFALNPSGM 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo HWGNVI EAVAQI LKGGGDPDLTQAGHPLLASLGKQGRDFFDFLNEME I EEETPVFEEGGRDTLLHALQTDIQNLKMPSENTV
NTDB id 1162630 AABJ29 RS07180 WP 260237017.1 HWGNVIEVAQILKGGGDPDLTQAGHPLLASLGKQGRDFFDFLNEMEIEEETPVFEEGGRDTLLHALQTDIQNLKMPSETV 320
NTDB id 1133 OK783 RS06970 WP 010951252.1 HWGNVIEAAQILKGGGDPDLTQAGHPLLASLGKQGRDFFDFLNEMEIEEETPVFEEGGRDTLLHALQTDIQNLKMPSENV 320
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !

logo GSVGNTDGDGS ICR IVSAHSPLRELQI LKDKLLKI LHEHPDWQPHDIAVLTPNI EPYTPF I EAVFGQAQPGAQALPYSVSDVK
NTDB id 1162630 AABJ29 RS07180 WP 260237017.1 GSVNTGDGSIRIVSAHSPLRELQILKDKLLKILHEHPDWQPHDIAVLTPNIEPYTPFIEAVFGQAQPGAQALPYSVSDVK 400
NTDB id 1133 OK783 RS06970 WP 010951252.1 GSVGTDDGSICIVSAHSPLRELQILKDKLLKILHEHPDWQPHDIAVLTPNIEPYTPFIEAVFGQAQPGAQALPYSVSDVK 400
consensus !!! ! !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I SRRQPFFYALECVSDLLESRFEVGKVLALLETAPVLRRFGLTGDDLPLLHDMVADLNVHRWGLDGEMRGGTDQLFTWKQA
NTDB id 1162630 AABJ29 RS07180 WP 260237017.1 ISRRQPFFYALECVSDLLESRFEVGKVLALLETAPVLRRFGLTGDDLPLLHDMVADLNVRWGLDGEMRGGTDQLFTWKQA 480
NTDB id 1133 OK783 RS06970 WP 010951252.1 ISRRQPFFYALECVSDLLESRFEVGKVLALLETAPVLRRFGLTGDDLPLLHDMVADLNVHWGLDGEMRGGTDQLFTWKQA 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!

logo

A
V
D
ERMI LGWMLPEGGNPMWQDVSAWYADVNQTAMFGRFAAFLETLSDIAR IWRQPATVGEWVARCRDLLETLFQAGPDDQK

NTDB id 1162630 AABJ29 RS07180 WP 260237017.1 VERMILGWMLPEGGNPMWQDVSAWYADVNQTAMFGRFAAFLETLSDIARIWRQPATVGEWVARCRDLLETLFQAGPDDQK 560
NTDB id 1133 OK783 RS06970 WP 010951252.1 ADRMILGWMLPEGGNPMWQDVSAWYADVNQTAMFGRFAAFLETLSDIARIWRQPATVGEWVARCRDLLETLFQAGPDDQK 560
consensus *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo AVQNLENEWVKWQEESTLAGFFGQLPQQTVIRHIRRFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRN
NTDB id 1162630 AABJ29 RS07180 WP 260237017.1 AVQNLENEWVKWQEESTLAGFFGQLPQQTVIRHIRRFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRN 640
NTDB id 1133 OK783 RS06970 WP 010951252.1 AVQNLENEWVKWQEESTLAGFFGQLPQQTVIRHIRRFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRN 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TKAAVFDLVAKHPAKGDRARRDDDRYLFLEAL I SARE I LYLSYIGRDIRKDEELAPSSSLLGEL IDTVAAMTGTNSRQLAQ
NTDB id 1162630 AABJ29 RS07180 WP 260237017.1 TKAAVFDLVAKHPAKGDRARRDDDRYLFLEALISAREILYLSYIGRDIRKDEELAPSSLLGELIDTVAAMTGTNSRQLAQ 720
NTDB id 1133 OK783 RS06970 WP 010951252.1 TKAAVFDLVAKHPAKGDRARRDDDRYLFLEALISAREILYLSYIGRDIRKDEELASSSLLGELIDTVAAMTGTNSRQLAQ 720
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!

logo NWI EQHPLQAFSRRYFQEGGRSDGI FGTRTDYAAALGQTPEPPQPFFDQPVENAEPVAE IGQDEF IRFWRNPVKVWLQQL
NTDB id 1162630 AABJ29 RS07180 WP 260237017.1 NWIEQHPLQAFSRRYFQEGGRSDGIFGTRTDYAAALGQTPEPPQPFFDQPVENAEPVAEIGQDEFIRFWRNPVKVWLQQL 800
NTDB id 1133 OK783 RS06970 WP 010951252.1 NWIEQHPLQAFSRRYFQEGGRSDGIFGTRTDYAAALGQTPEPPQPFFDQPVENAEPVAEIGQDEFIRFWRNPVKVWLQQL 800
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo AWSEPHIGEAWEPAEPFEPQHAEQIAETYIGARREGQDFSQTAAR IAAESLLPSGELGKLWQQCSFQTAAKQIDTAVLNSP
NTDB id 1162630 AABJ29 RS07180 WP 260237017.1 AWSEPHIGEAWEPAEPFEPQHAEQIAETYIGARREGQDFSQTAARIAAESLLPSGELGKLWQQCFQTAAKQIDTAVLNSP 880
NTDB id 1133 OK783 RS06970 WP 010951252.1 AWSEPHIGEAWEPAEPFEPQHAEQIAETYIGARREGQDFSQTAARIAAESLLPSGELGKLWQQSFQTAAKQIDTAVLNSP 880
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!

logo KLPPFPYAIPSDGQI LKTGSLGSNLYQRCGQVFYAYGKPNAPQRVAFLLEHL I FCAVMPSEAETRQTF IVKQSGETEVLAE IAQ
NTDB id 1162630 AABJ29 RS07180 WP 260237017.1 KLPPFPYAIPSDGQILTGSLSNLYQCGQVFYAYGKPNAPQRVAFLLEHLIFCAVMPSEAETRQTFIVKSGETEVLAEIAQ 960
NTDB id 1133 OK783 RS06970 WP 010951252.1 KLPPFPYAIPSDGQILKGSLGNLYRCGQVFYAYGKPNAPQRVAFLLEHLIFCAVMPSEAETRQTFIVQSGETEVLAEIAQ 960
consensus !!!!!!!!!!!!!!!! !!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!

logo DRALQLLSEWI
M
A
VFFNIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYYGSKVSKGQKDYTEVALVFGNASQNPL

NTDB id 1162630 AABJ29 RS07180 WP 260237017.1 DRALQLLSEWIVFFNIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYYGSKVSKGQKDYTEVALVFGNASQNPL 1040
NTDB id 1133 OK783 RS06970 WP 010951252.1 DRALQLLSEWMAFFNIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYYGSKVSKGQKDYTEVALVFGNASQNPL 1040
consensus !!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EQPLFENLARLLADTLAAAEKREGTGAEA
NTDB id 1162630 AABJ29 RS07180 WP 260237017.1 EQPLFENLARLLADTLAAAEKREGTGEA 1068
NTDB id 1133 OK783 RS06970 WP 010951252.1 EQPLFENLARLLADTLAAAEKREGTGAA 1068
consensus !!!!!!!!!!!!!!!!!!!!!!!!!! !
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