
logo MFYLYQSNRLESLAALFAR IQKVKPLKCALQPEQIVVQSQGMRRYLNTCLARDLGVAANLAFSLPAGLTWKLMKKL IPGIPELSP
NTDB id 111902 T556 RS08660 WP 004465404.1 MFYLYQSNRLESLAALFARIQKVKPLKCALQPEQIVVQSQGMRRYLNTCLARDLGVAANLAFSLPAGLTWKLMKKLIPGIPELSP 85
NTDB id 1133 OK783 RS06970 WP 010951252.1 MFYLYQSNRLESLAALFARIQKVKPLKCALQPEQIVVQSQGMRRYLNTCLARDLGVAANLAFSLPAGLTWKLMKKLIPGIPELSP 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FAPEVMRWRLLDLFRSAEFQNGAEFEDVRNVLQDYLGSGESADYQLAGQLADI FDQYLVYRPQWIDAWQQGR I LGLGDDE IWQSK
NTDB id 111902 T556 RS08660 WP 004465404.1 FAPEVMRWRLLDLFRSAEFQNGAEFEDVRNVLQDYLGSGESADYQLAGQLADIFDQYLVYRPQWIDAWQQGRILGLGDDEIWQSK 170
NTDB id 1133 OK783 RS06970 WP 010951252.1 FAPEVMRWRLLDLFRSAEFQNGAEFEDVRNVLQDYLGSGESADYQLAGQLADIFDQYLVYRPQWIDAWQQGRILGLGDDEIWQSK 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGI STMAPMYLQLLHKLSEHCDVFVFALNPSGMHWGNVI EAAQI LKGG
NTDB id 111902 T556 RS08660 WP 004465404.1 LWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGISTMAPMYLQLLHKLSEHCDVFVFALNPSGMHWGNVIEAAQILKGG 255
NTDB id 1133 OK783 RS06970 WP 010951252.1 LWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGISTMAPMYLQLLHKLSEHCDVFVFALNPSGMHWGNVIEAAQILKGG 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GDPDLTQAGHPLLASLGKQGRDFFDFLNEME I EEGETPVFEEGGRDTLLHALQTDIQNLKMPSENVGSVGNTDGDGS ICR IVSAHSPLR
NTDB id 111902 T556 RS08660 WP 004465404.1 GDPDLTQAGHPLLASLGKQGRDFFDFLNEMEIEGETPVFEEGGRDTLLHALQTDIQNLKMPSENVGSVNTGDGSIRIVSAHSPLR 340
NTDB id 1133 OK783 RS06970 WP 010951252.1 GDPDLTQAGHPLLASLGKQGRDFFDFLNEMEIEEETPVFEEGGRDTLLHALQTDIQNLKMPSENVGSVGTDDGSICIVSAHSPLR 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!!!*!!!!!!!!!

logo ELQI LKDKLLKI LHEHPDWQPHDIAVLTPNI EPYTPF I EAVFGQAQPGAQALPYSVSDVKI SRRQPFFYALECVSDLLESRFEVG
NTDB id 111902 T556 RS08660 WP 004465404.1 ELQILKDKLLKILHEHPDWQPHDIAVLTPNIEPYTPFIEAVFGQAQPGAQALPYSVSDVKISRRQPFFYALECVSDLLESRFEVG 425
NTDB id 1133 OK783 RS06970 WP 010951252.1 ELQILKDKLLKILHEHPDWQPHDIAVLTPNIEPYTPFIEAVFGQAQPGAQALPYSVSDVKISRRQPFFYALECVSDLLESRFEVG 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KVLALLETAPVLRRFGLTGDDLPLLHDMVADLNVHRWGLDGEMRGGTDQLFTWKQAADRMI LGWMLPEGGNPMWQDVSAWYADVNQ
NTDB id 111902 T556 RS08660 WP 004465404.1 KVLALLETAPVLRRFGLTGDDLPLLHDMVADLNVRWGLDGEMRGGTDQLFTWKQAADRMILGWMLPEGGNPMWQDVSAWYADVNQ 510
NTDB id 1133 OK783 RS06970 WP 010951252.1 KVLALLETAPVLRRFGLTGDDLPLLHDMVADLNVHWGLDGEMRGGTDQLFTWKQAADRMILGWMLPEGGNPMWQDVSAWYADVNQ 510
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TAMFGRFAAFLETLSDIAR IWRQPATVGEWVARCRDLLETLFQAGPDDQKAVQNLENEWVKWQEESTLAGFFGQLPQQTVIRHIR
NTDB id 111902 T556 RS08660 WP 004465404.1 TAMFGRFAAFLETLSDIARIWRQPATVGEWVARCRDLLETLFQAGPDDQKAVQNLENEWVKWQEESTLAGFFGQLPQQTVIRHIR 595
NTDB id 1133 OK783 RS06970 WP 010951252.1 TAMFGRFAAFLETLSDIARIWRQPATVGEWVARCRDLLETLFQAGPDDQKAVQNLENEWVKWQEESTLAGFFGQLPQQTVIRHIR 595
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo RFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRNTKAAVFDLVAKHPAKGDRARRDDDRYLFLEAL I SARE I LY
NTDB id 111902 T556 RS08660 WP 004465404.1 RFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRNTKAAVFDLVAKHPAKGDRARRDDDRYLFLEALISAREILY 680
NTDB id 1133 OK783 RS06970 WP 010951252.1 RFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRNTKAAVFDLVAKHPAKGDRARRDDDRYLFLEALISAREILY 680
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LSYIGRDIRKDEELAPSSSLLGEL IDTVAAMTGTNSRQLAQNWI EQHPLQAFSRRYFQEGGRSDGI FGTRTDYAAALGQTPEPPQRP
NTDB id 111902 T556 RS08660 WP 004465404.1 LSYIGRDIRKDEELAPSSLLGELIDTVAAMTGTNSRQLAQNWIEQHPLQAFSRRYFQEGGRSDGIFGTRTDYAAALGQTPEPPRP 765
NTDB id 1133 OK783 RS06970 WP 010951252.1 LSYIGRDIRKDEELASSSLLGELIDTVAAMTGTNSRQLAQNWIEQHPLQAFSRRYFQEGGRSDGIFGTRTDYAAALGQTPEPPQP 765
consensus !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !

logo FFDQPVENAEPVAE IGQDEF IRFWRNPVKVWLQQQLAWSEPHIGEAWEPAEPFEPQHAEQIAETYIGARREGQDFSQTAAR IAAE
NTDB id 111902 T556 RS08660 WP 004465404.1 FFDQPVENAEPVAEIGQDEFIRFWRNPVKVWLQQQLAWSEPHIGEAWEPAEPFEPQHAEQIAETYIGARREGQDFSQTAARIAAE 850
NTDB id 1133 OK783 RS06970 WP 010951252.1 FFDQPVENAEPVAEIGQDEFIRFWRNPVKVWLQ.QLAWSEPHIGEAWEPAEPFEPQHAEQIAETYIGARREGQDFSQTAARIAAE 849
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SLLPSGELGKLWQQSFQTAAKQIDTAVLNSPKLPPFPYAIPSDGQI LKGSLGNLYRCGQVFYAYGKPNAPQRI
VAFLLEHL I FCAV

NTDB id 111902 T556 RS08660 WP 004465404.1 SLLPSGELGKLWQQSFQTAAKQIDTAVLNSPKLPPFPYAIPSDGQILKGSLGNLYRCGQVFYAYGKPNAPQRIAFLLEHLIFCAV 935
NTDB id 1133 OK783 RS06970 WP 010951252.1 SLLPSGELGKLWQQSFQTAAKQIDTAVLNSPKLPPFPYAIPSDGQILKGSLGNLYRCGQVFYAYGKPNAPQRVAFLLEHLIFCAV 934
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!

logo MPSEAETRQTF IVKQSGETEVLAE IAQDRALQLLSEWI
M
A
VFFNIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYYGSKVS

NTDB id 111902 T556 RS08660 WP 004465404.1 MPSEAETRQTFIVKSGETEVLAEIAQDRALQLLSEWIVFFNIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYYGSKVS 1020
NTDB id 1133 OK783 RS06970 WP 010951252.1 MPSEAETRQTFIVQSGETEVLAEIAQDRALQLLSEWMAFFNIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYYGSKVS 1019
consensus !!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KGQKDYTEVALVFGNASQNPLEQPLFENLARLLADTLAAAEKREGTGAEA
NTDB id 111902 T556 RS08660 WP 004465404.1 KGQKDYTEVALVFGNASQNPLEQPLFENLARLLADTLAAAEKREGTGEA 1069
NTDB id 1133 OK783 RS06970 WP 010951252.1 KGQKDYTEVALVFGNASQNPLEQPLFENLARLLADTLAAAEKREGTGAA 1068
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !
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