
logo MFYLYQSNRLESTLAALFAHR IQKFVKPLKCSAVLQPEQI IVVQSQGMRRYLNTCLARDLGVAANLAFSLPAGLTWKLMKKL IPGI
NTDB id 305635 DV115 RS03350 WP 003752312.1 MFYLYQSNRLETLAALFAHIQKFKPLKSVLQPEQIIVQSQGMRRYLNTCLARDLGVAANLAFSLPAGLTWKLMKKLIPGI 80
NTDB id 1133 OK783 RS06970 WP 010951252.1 MFYLYQSNRLESLAALFARIQKVKPLKCALQPEQIVVQSQGMRRYLNTCLARDLGVAANLAFSLPAGLTWKLMKKLIPGI 80
consensus !!!!!!!!!!!*!!!!!!*!!! !!!!* !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo PELSPFAPEVMRWRLLDLFRSAEFQNGAEFEDVRNRVLQDNYLGSGESADYQLAGQLADI FDQYLVYRPQWIDAWQQGR I LG
NTDB id 305635 DV115 RS03350 WP 003752312.1 PELSPFAPEVMRWRLLDLFRSAEFQNGAEFEDVRRVLQNYLGSGESADYQLAGQLADIFDQYLVYRPQWIDAWQQGRILG 160
NTDB id 1133 OK783 RS06970 WP 010951252.1 PELSPFAPEVMRWRLLDLFRSAEFQNGAEFEDVRNVLQDYLGSGESADYQLAGQLADIFDQYLVYRPQWIDAWQQGRILG 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LGDDE IWQSKLWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGI STMAPMYLQLLHKLSEHCDVFVFALNPSGM
NTDB id 305635 DV115 RS03350 WP 003752312.1 LGDDEIWQSKLWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGISTMAPMYLQLLHKLSEHCDVFVFALNPSGM 240
NTDB id 1133 OK783 RS06970 WP 010951252.1 LGDDEIWQSKLWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGISTMAPMYLQLLHKLSEHCDVFVFALNPSGM 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo HWGNVI EAAQI LKGGGDPDLTQATGHPLLASLGKQGRDFFDFLNEME I EEETPVFEEGGRDTLLHALQTDIQNLKMPSENTAV
NTDB id 305635 DV115 RS03350 WP 003752312.1 HWGNVIEAAQILKGGGDPDLTQTGHPLLASLGKQGRDFFDFLNEMEIEEETPVFEEGGRDTLLHALQTDIQNLKMPSETA 320
NTDB id 1133 OK783 RS06970 WP 010951252.1 HWGNVIEAAQILKGGGDPDLTQAGHPLLASLGKQGRDFFDFLNEMEIEEETPVFEEGGRDTLLHALQTDIQNLKMPSENV 320
consensus !!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GSVGNTDGDGS ICR IVSAHSPLRELQI LKDKLLKI LHEHPDWQPHDYIAVLTPNI EPSYTPF I EAVFGQAQPGAQALPYSVSDVK
NTDB id 305635 DV115 RS03350 WP 003752312.1 GSVNTGDGSIRIVSAHSPLRELQILKDKLLKILHEHPDWQPHYIAVLTPNIESYTPFIEAVFGQAQPGAQALPYSVSDVK 400
NTDB id 1133 OK783 RS06970 WP 010951252.1 GSVGTDDGSICIVSAHSPLRELQILKDKLLKILHEHPDWQPHDIAVLTPNIEPYTPFIEAVFGQAQPGAQALPYSVSDVK 400
consensus !!! ! !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I SRRQPFLFHYALESCLVFSDLLESRFEVDGKVLAVLLETAPVLRRFGLTEGDDLPLLHDMVADLNVHWGLDGEMRGGTDQLFTWKQA
NTDB id 305635 DV115 RS03350 WP 003752312.1 ISRRQPLFHALSCLFDLLESRFEVDKVLVLLETAPVLRRFGLTEDDLPLLHDMVADLNVHWGLDGEMRGGTDQLFTWKQA 480
NTDB id 1133 OK783 RS06970 WP 010951252.1 ISRRQPFFYALECVSDLLESRFEVGKVLALLETAPVLRRFGLTGDDLPLLHDMVADLNVHWGLDGEMRGGTDQLFTWKQA 480
consensus !!!!!! !*!! !* !!!!!!!!! !!! !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

A
V
D
ERMI LGWMLPEGGNPMWQDVSAWYADVNQTAVMFGRFAAF ILESTLSTDIAVR IWRQPATVGEWVARCRDLLE I

TLFQATGAPDDQK
NTDB id 305635 DV115 RS03350 WP 003752312.1 VERMILGWMLPEGGNPMWQDVSAWYADVNQTVMFGRFAAFIESLTDIVRIWRQPATVGEWVARCRDLLEILFQTGADDQK 560
NTDB id 1133 OK783 RS06970 WP 010951252.1 ADRMILGWMLPEGGNPMWQDVSAWYADVNQTAMFGRFAAFLETLSDIARIWRQPATVGEWVARCRDLLETLFQAGPDDQK 560
consensus *!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!*!*!*!! !!!!!!!!!!!!!!!!!!!!! !!! !*!!!!



logo AVQNLENEWVKWQEESTLAGFFIGQLPQQTVIRHIRRFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRN
NTDB id 305635 DV115 RS03350 WP 003752312.1 AVQNLENEWVKWQEESTLAGFIGQLPQQTVIRHIRRFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRN 640
NTDB id 1133 OK783 RS06970 WP 010951252.1 AVQNLENEWVKWQEESTLAGFFGQLPQQTVIRHIRRFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRN 640
consensus !!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TKAAVFDL IVAKHPAKGDRARRDDDRYLFLEAL I SARE I LYLSYIGRDIRKDEELAPSSSLLGEL IDTVAAMTGTNSRQLAQ
NTDB id 305635 DV115 RS03350 WP 003752312.1 TKAAVFDLIAKHPAKGDRARRDDDRYLFLEALISAREILYLSYIGRDIRKDEELAPSSLLGELIDTVAAMTGTNSRQLAQ 720
NTDB id 1133 OK783 RS06970 WP 010951252.1 TKAAVFDLVAKHPAKGDRARRDDDRYLFLEALISAREILYLSYIGRDIRKDEELASSSLLGELIDTVAAMTGTNSRQLAQ 720
consensus !!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!

logo NWI EQHPLQAFSRRYFQEGGRSDGI FGTRTDYAAALGQTPEPPQPFFDQPSVENAEPVAE IGQDEF IRFWRNPVKVWLQQQ
NTDB id 305635 DV115 RS03350 WP 003752312.1 NWIEQHPLQAFSRRYFQEGGRSDGIFGTRTDYAAALGQTPEPPQPFFDQSVENAEPVAEIGQDEFIRFWRNPVKVWLQQQ 800
NTDB id 1133 OK783 RS06970 WP 010951252.1 NWIEQHPLQAFSRRYFQEGGRSDGIFGTRTDYAAALGQTPEPPQPFFDQPVENAEPVAEIGQDEFIRFWRNPVKVWLQ.Q 799
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!

logo LAWSEPHIGEAWEPAEPFEPQHADEQIAETYI EGARREGQRDFASQTAAR IAVAESLLPSGELGKRLWQQDSFQTAAKQIDTAVLNS
NTDB id 305635 DV115 RS03350 WP 003752312.1 LAWSEPHIGEAWEPAEPFEPQHADQIAETYIEARREGRDFAQTAARIVAESLLPSGELGRLWQQDFQTAAKQIDTAVLNS 880
NTDB id 1133 OK783 RS06970 WP 010951252.1 LAWSEPHIGEAWEPAEPFEPQHAEQIAETYIGARREGQDFSQTAARIAAESLLPSGELGKLWQQSFQTAAKQIDTAVLNS 879
consensus !!!!!!!!!!!!!!!!!!!!!!!*!!!!!!! !!!!! !! !!!!!! !!!!!!!!!!!*!!!! !!!!!!!!!!!!!!!

logo PKLPPFLPSYAIPSDGQI LKGSLGSNLYQRCGQVFYAYGKPNAPQRVAFLLEHL I FCAVMPSEAETRQTF IVQSGETE I
VLAE IA

NTDB id 305635 DV115 RS03350 WP 003752312.1 PKLPPLSYAIPSDGQILKGSLSNLYQCGQVFYAYGKPNAPQRVAFLLEHLIFCAVMPSEAETRQTFIVQSGETEILAEIA 960
NTDB id 1133 OK783 RS06970 WP 010951252.1 PKLPPFPYAIPSDGQILKGSLGNLYRCGQVFYAYGKPNAPQRVAFLLEHLIFCAVMPSEAETRQTFIVQSGETEVLAEIA 959
consensus !!!!! *!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!

logo QDRALQLLSEWMAFFNIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYHYGNSKVSKGQKDYTEVALVFGNASQNP
NTDB id 305635 DV115 RS03350 WP 003752312.1 QDRALQLLSEWMAFFNIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYHGNKVSKGQKDYTEVALVFGNASQNP 1040
NTDB id 1133 OK783 RS06970 WP 010951252.1 QDRALQLLSEWMAFFNIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYYGSKVSKGQKDYTEVALVFGNASQNP 1039
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !!!!!!!!!!!!!!!!!!!!!!!

logo LEQPLFENLAVRLLADTLAAAEKKREEGTGAEA
NTDB id 305635 DV115 RS03350 WP 003752312.1 LEQPLFENLVRLLADTLAAAEKKEETGEA 1069
NTDB id 1133 OK783 RS06970 WP 010951252.1 LEQPLFENLARLLADTLAAAEKREGTGAA 1068
consensus !!!!!!!!! !!!!!!!!!!!!*! !! !
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