
logo MFYLYQSNRLESLAALFAR IQKVKPLKCALQPEQIVVQSQGMRRYLNTCLARDLGVAANLAFSLPAGLTWKLMKKL IPGI
NTDB id 420148 GYN06 RS06865 WP 050169386.1 MFYLYQSNRLESLAALFARIQKVKPLKCALQPEQIVVQSQGMRRYLNTCLARDLGVAANLAFSLPAGLTWKLMKKLIPGI 80
NTDB id 1133 OK783 RS06970 WP 010951252.1 MFYLYQSNRLESLAALFARIQKVKPLKCALQPEQIVVQSQGMRRYLNTCLARDLGVAANLAFSLPAGLTWKLMKKLIPGI 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo PELSPFAPEVMRWRLLDLFRSAEFQNGAEFEDVRNVLQDYLGSGESADYQLAGQLADI FDQYLVYRPQWIDAWQQGR I LG
NTDB id 420148 GYN06 RS06865 WP 050169386.1 PELSPFAPEVMRWRLLDLFRSAEFQNGAEFEDVRNVLQDYLGSGESADYQLAGQLADIFDQYLVYRPQWIDAWQQGRILG 160
NTDB id 1133 OK783 RS06970 WP 010951252.1 PELSPFAPEVMRWRLLDLFRSAEFQNGAEFEDVRNVLQDYLGSGESADYQLAGQLADIFDQYLVYRPQWIDAWQQGRILG 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LGDDE IWQSKLWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGI STMAPMYLQLLHKLSEHCDVFVFALNPSGM
NTDB id 420148 GYN06 RS06865 WP 050169386.1 LGDDEIWQSKLWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGISTMAPMYLQLLHKLSEHCDVFVFALNPSGM 240
NTDB id 1133 OK783 RS06970 WP 010951252.1 LGDDEIWQSKLWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGISTMAPMYLQLLHKLSEHCDVFVFALNPSGM 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo HWGNVI EAAQI LKGGGDPDLTQAGHPLLASLGKQGRDFFDFLNEME I EEETPVFEEGGRDTLLHALQTDIQNLKMPSENTV
NTDB id 420148 GYN06 RS06865 WP 050169386.1 HWGNVIEAAQILKGGGDPDLTQAGHPLLASLGKQGRDFFDFLNEMEIEEETPVFEEGGRDTLLHALQTDIQNLKMPSETV 320
NTDB id 1133 OK783 RS06970 WP 010951252.1 HWGNVIEAAQILKGGGDPDLTQAGHPLLASLGKQGRDFFDFLNEMEIEEETPVFEEGGRDTLLHALQTDIQNLKMPSENV 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !

logo GSVGNTDGDGS ICR IVSAHSPLRELQI LKDKLLKI LHEHPDWQPHDIAVLTPNI EPYTPF I EAVFGQAQPGAQALPYSVSDVK
NTDB id 420148 GYN06 RS06865 WP 050169386.1 GSVNTGDGSIRIVSAHSPLRELQILKDKLLKILHEHPDWQPHDIAVLTPNIEPYTPFIEAVFGQAQPGAQALPYSVSDVK 400
NTDB id 1133 OK783 RS06970 WP 010951252.1 GSVGTDDGSICIVSAHSPLRELQILKDKLLKILHEHPDWQPHDIAVLTPNIEPYTPFIEAVFGQAQPGAQALPYSVSDVK 400
consensus !!! ! !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I SRRQPFLFHYALESCLVFSDLLESRFEVDGKVLAVLLETAPVLRRFGLTGDDLPLLHDMVADLNVHRWGLDGEMRGGTDQLFTWKQA
NTDB id 420148 GYN06 RS06865 WP 050169386.1 ISRRQPLFHALSCLFDLLESRFEVDKVLVLLETAPVLRRFGLTGDDLPLLHDMVADLNVRWGLDGEMRGGTDQLFTWKQA 480
NTDB id 1133 OK783 RS06970 WP 010951252.1 ISRRQPFFYALECVSDLLESRFEVGKVLALLETAPVLRRFGLTGDDLPLLHDMVADLNVHWGLDGEMRGGTDQLFTWKQA 480
consensus !!!!!! !*!! !* !!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!

logo

A
VDRMI

VLGWMLPEGGNPMWQDVSAWYADVNQTALMFGRFAAFLETLSDIAR IWRQPATVGEWVARCRDLLETLFQAGPDDQK
NTDB id 420148 GYN06 RS06865 WP 050169386.1 VDRMVLGWMLPEGGNPMWQDVSAWYADVNQTALFGRFAAFLETLSDIARIWRQPATVGEWVARCRDLLETLFQAGPDDQK 560
NTDB id 1133 OK783 RS06970 WP 010951252.1 ADRMILGWMLPEGGNPMWQDVSAWYADVNQTAMFGRFAAFLETLSDIARIWRQPATVGEWVARCRDLLETLFQAGPDDQK 560
consensus !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo AVQNLENEWVKWQAEESTETLAGQFFSGQLPQQTVIRHIRRFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRN
NTDB id 420148 GYN06 RS06865 WP 050169386.1 AVQNLENEWVKWQAETELAQFSGQLPQQTVIRHIRRFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRN 640
NTDB id 1133 OK783 RS06970 WP 010951252.1 AVQNLENEWVKWQEESTLAGFFGQLPQQTVIRHIRRFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRN 640
consensus !!!!!!!!!!!!! !* !! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TKAAVFDLVAKHPAKGDRARRDDDRYLFLEAL I SARE I LYLSYIGRDIRKDEELASSSLLGEL IDTVAAMATGI
T
G
NSRQLAQ

NTDB id 420148 GYN06 RS06865 WP 050169386.1 TKAAVFDLVAKHPAKGDRARRDDDRYLFLEALISAREILYLSYIGRDIRKDEELASSSLLGELIDTVAAMAGIGSRQLAQ 720
NTDB id 1133 OK783 RS06970 WP 010951252.1 TKAAVFDLVAKHPAKGDRARRDDDRYLFLEALISAREILYLSYIGRDIRKDEELASSSLLGELIDTVAAMTGTNSRQLAQ 720
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!!!!!

logo NWI EQHPLQAFSRRYFQEGGRSDGI FGTRTDYAAALGQTPEPPQPFFDQPVENAEPVAE IGQDEF IRFWRNPVKVWLQQL
NTDB id 420148 GYN06 RS06865 WP 050169386.1 NWIEQHPLQAFSRRYFQEGGRSDGIFGTRTDYAAALGQTPEPPQPFFDQPVENAEPVAEIGQDEFIRFWRNPVKVWLQQL 800
NTDB id 1133 OK783 RS06970 WP 010951252.1 NWIEQHPLQAFSRRYFQEGGRSDGIFGTRTDYAAALGQTPEPPQPFFDQPVENAEPVAEIGQDEFIRFWRNPVKVWLQQL 800
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo AWSEPHIGEAWEPAEPFEPQHAEQIAETYIGARREGQDFSQTAAR IAAESLLPSGELGKLWQQSFQTAAKQIDTAVLNSP
NTDB id 420148 GYN06 RS06865 WP 050169386.1 AWSEPHIGEAWEPAEPFEPQHAEQIAETYIGARREGQDFSQTAARIAAESLLPSGELGKLWQQSFQTAAKQIDTAVLNSP 880
NTDB id 1133 OK783 RS06970 WP 010951252.1 AWSEPHIGEAWEPAEPFEPQHAEQIAETYIGARREGQDFSQTAARIAAESLLPSGELGKLWQQSFQTAAKQIDTAVLNSP 880
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KLPPFPYAIPSDGQI LKTGSLGSNLYQRCGQVFYAYGKPNAPQRI
VAFLLEHL I FCAVMPSEAETRQTF IVQSGETEVLAE IAQ

NTDB id 420148 GYN06 RS06865 WP 050169386.1 KLPPFPYAIPSDGQILTGSLSNLYQCGQVFYAYGKPNAPQRIAFLLEHLIFCAVMPSEAETRQTFIVQSGETEVLAEIAQ 960
NTDB id 1133 OK783 RS06970 WP 010951252.1 KLPPFPYAIPSDGQILKGSLGNLYRCGQVFYAYGKPNAPQRVAFLLEHLIFCAVMPSEAETRQTFIVQSGETEVLAEIAQ 960
consensus !!!!!!!!!!!!!!!! !!! !!! !!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DRALQLLSEWMAFFNIGQNRPLPFFAKTSLAAAEAFLAAQKPQDWDEAALKKAQRTAYYGSKVSKGQKDYTEVATLVFGGNAGSEQENPL
NTDB id 420148 GYN06 RS06865 WP 050169386.1 DRALQLLSEWMAFFNIGQNRPLPFFAKTSLAAAEALAAKPDWDAALKKARTAYYGSKVSKGQKDYTEVTLVFGGG.EEPL 1039
NTDB id 1133 OK783 RS06970 WP 010951252.1 DRALQLLSEWMAFFNIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYYGSKVSKGQKDYTEVALVFGNASQNPL 1040
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !*!!*!!!!!! !!!!!!!!!!!!!!!!!! !!!! ** !!

logo EQPLFENLARLLADTLAAAEKKREEGATGAA
NTDB id 420148 GYN06 RS06865 WP 050169386.1 EQPLFENLARLLADTLAAAEKKEEAGAA 1067
NTDB id 1133 OK783 RS06970 WP 010951252.1 EQPLFENLARLLADTLAAAEKREGTGAA 1068
consensus !!!!!!!!!!!!!!!!!!!!!*! !!!
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