
logo MFRTLLYGCLLNI L IPSLVLALDKSMS I FYPLP IQEQGKVIVAQNLYLGSDGGIWVHDVHGKVMYFDGQNVLPRRGSVLPQLSSH
NTDB id 95915 NH62 RS13070 WP 001911421.1 MFRTLLYGCLLNILIPSLVLALDKSMSIFYPLPIQEQGKVIVAQNLYLGSDGGIWVHDVHGKVMYFDGQNVLPRRGSVLPQLSSH 85
NTDB id 1151 GTF74 RS04205 WP 001911421.1 MFRTLLYGCLLNILIPSLVLALDKSMSIFYPLPIQEQGKVIVAQNLYLGSDGGIWVHDVHGKVMYFDGQNVLPRRGSVLPQLSSH 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IVYANSAFWAFEQHELFRTYPGGERELMLSLTPGTQI IQMGASNGMIWMVDGENFYSYE IRSGRVESLSLHELYQLNSASKVVIN
NTDB id 95915 NH62 RS13070 WP 001911421.1 IVYANSAFWAFEQHELFRTYPGGERELMLSLTPGTQIIQMGASNGMIWMVDGENFYSYEIRSGRVESLSLHELYQLNSASKVVIN 170
NTDB id 1151 GTF74 RS04205 WP 001911421.1 IVYANSAFWAFEQHELFRTYPGGERELMLSLTPGTQIIQMGASNGMIWMVDGENFYSYEIRSGRVESLSLHELYQLNSASKVVIN 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DAQFLVSKWALATNVGVYLSDEQGFAHVKNSGKHF IQKLYFSHKRRELLVGSKRGALVIDI ENKRPPLDR IGSSHVLS IAETEKE
NTDB id 95915 NH62 RS13070 WP 001911421.1 DAQFLVSKWALATNVGVYLSDEQGFAHVKNSGKHFIQKLYFSHKRRELLVGSKRGALVIDIENKRPPLDRIGSSHVLSIAETEKE 255
NTDB id 1151 GTF74 RS04205 WP 001911421.1 DAQFLVSKWALATNVGVYLSDEQGFAHVKNSGKHFIQKLYFSHKRRELLVGSKRGALVIDIENKRPPLDRIGSSHVLSIAETEKE 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo YWIGTEDGLFVYSF ITGKIVQLESNNQDGYALLGKKIYAMVNDFQGGMWIGTDKGI FYYSLFGQQFTRYPAQALSNDGSKTP IGK
NTDB id 95915 NH62 RS13070 WP 001911421.1 YWIGTEDGLFVYSFITGKIVQLESNNQDGYALLGKKIYAMVNDFQGGMWIGTDKGIFYYSLFGQQFTRYPAQALSNDGSKTPIGK 340
NTDB id 1151 GTF74 RS04205 WP 001911421.1 YWIGTEDGLFVYSFITGKIVQLESNNQDGYALLGKKIYAMVNDFQGGMWIGTDKGIFYYSLFGQQFTRYPAQALSNDGSKTPIGK 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IAALNSDGDYLAITAQGLYNFNFSDELRKHL IYPGKVNDFVIAQEHLWIATEKGLVRYNLSRRS IDTPNLPLPLLQTAIQHLSLD
NTDB id 95915 NH62 RS13070 WP 001911421.1 IAALNSDGDYLAITAQGLYNFNFSDELRKHLIYPGKVNDFVIAQEHLWIATEKGLVRYNLSRRSIDTPNLPLPLLQTAIQHLSLD 425
NTDB id 1151 GTF74 RS04205 WP 001911421.1 IAALNSDGDYLAITAQGLYNFNFSDELRKHLIYPGKVNDFVIAQEHLWIATEKGLVRYNLSRRSIDTPNLPLPLLQTAIQHLSLD 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SDGNLWGTSDYQIWSYSLSEKNYRDYGSEWMVKAFSPSR ITLLAAVKDGIV IGTEHGAYSLLEKQIRFDFSSHRYGE I LQVAEDS
NTDB id 95915 NH62 RS13070 WP 001911421.1 SDGNLWGTSDYQIWSYSLSEKNYRDYGSEWMVKAFSPSRITLLAAVKDGIVIGTEHGAYSLLEKQIRFDFSSHRYGEILQVAEDS 510
NTDB id 1151 GTF74 RS04205 WP 001911421.1 SDGNLWGTSDYQIWSYSLSEKNYRDYGSEWMVKAFSPSRITLLAAVKDGIVIGTEHGAYSLLEKQIRFDFSSHRYGEILQVAEDS 510
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SGHIWLVGSYGVFQWRKDQPEAVTVEL I EENIQPLC IAESKQGMWL I STKGI SYYRNQELTKHFGAPYGL I SNEFLSASCAVGEE
NTDB id 95915 NH62 RS13070 WP 001911421.1 SGHIWLVGSYGVFQWRKDQPEAVTVELIEENIQPLCIAESKQGMWLISTKGISYYRNQELTKHFGAPYGLISNEFLSASCAVGEE 595
NTDB id 1151 GTF74 RS04205 WP 001911421.1 SGHIWLVGSYGVFQWRKDQPEAVTVELIEENIQPLCIAESKQGMWLISTKGISYYRNQELTKHFGAPYGLISNEFLSASCAVGEE 595
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo QDNSSL I IGSQFGVVKTNTEELAVSNLPNIQVTFSQVSVNHTTKLLGYRMSEPLKIAYGDS I SFQFGALPSSRSQSLEYKLNDEQ
NTDB id 95915 NH62 RS13070 WP 001911421.1 QDNSSLIIGSQFGVVKTNTEELAVSNLPNIQVTFSQVSVNHTTKLLGYRMSEPLKIAYGDSISFQFGALPSSRSQSLEYKLNDEQ 680
NTDB id 1151 GTF74 RS04205 WP 001911421.1 QDNSSLIIGSQFGVVKTNTEELAVSNLPNIQVTFSQVSVNHTTKLLGYRMSEPLKIAYGDSISFQFGALPSSRSQSLEYKLNDEQ 680
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QWQRFDWALLNFDQLLPGKYRLKVRSANPTQRYRTEALFDFEVLQPWYMTS IALVGYVLSVLGLLALALWWRTRMI LAANRKLKA
NTDB id 95915 NH62 RS13070 WP 001911421.1 QWQRFDWALLNFDQLLPGKYRLKVRSANPTQRYRTEALFDFEVLQPWYMTSIALVGYVLSVLGLLALALWWRTRMILAANRKLKA 765
NTDB id 1151 GTF74 RS04205 WP 001911421.1 QWQRFDWALLNFDQLLPGKYRLKVRSANPTQRYRTEALFDFEVLQPWYMTSIALVGYVLSVLGLLALALWWRTRMILAANRKLKA 765
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QVELKTSQLRHQSKIVLSNNHQLRKQLQLHHTI LGNVLDNIDASLRHLSSYAKVRAWSEFEAPFNKVKQELAQLHFMHRGDEDES
NTDB id 95915 NH62 RS13070 WP 001911421.1 QVELKTSQLRHQSKIVLSNNHQLRKQLQLHHTILGNVLDNIDASLRHLSSYAKVRAWSEFEAPFNKVKQELAQLHFMHRGDEDES 850
NTDB id 1151 GTF74 RS04205 WP 001911421.1 QVELKTSQLRHQSKIVLSNNHQLRKQLQLHHTILGNVLDNIDASLRHLSSYAKVRAWSEFEAPFNKVKQELAQLHFMHRGDEDES 850
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KYHDLHLL I ESALKSWQEEYSKAL IKLTYSGEPRFVEVRQFNLDVLFNAVLTDAIKRLYKHQELTIQLEVRNAQAVIVFSDFGAP
NTDB id 95915 NH62 RS13070 WP 001911421.1 KYHDLHLLIESALKSWQEEYSKALIKLTYSGEPRFVEVRQFNLDVLFNAVLTDAIKRLYKHQELTIQLEVRNAQAVIVFSDFGAP 935
NTDB id 1151 GTF74 RS04205 WP 001911421.1 KYHDLHLLIESALKSWQEEYSKALIKLTYSGEPRFVEVRQFNLDVLFNAVLTDAIKRLYKHQELTIQLEVRNAQAVIVFSDFGAP 935
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IQNIDKTMVTLSGSSYPLEELVIRSGGVLHVLALKERNVI ELAWPLATLPELETIHKPEEGEQAAKVGIDEVEKEWLSKVEKL I E
NTDB id 95915 NH62 RS13070 WP 001911421.1 IQNIDKTMVTLSGSSYPLEELVIRSGGVLHVLALKERNVIELAWPLATLPELETIHKPEEGEQAAKVGIDEVEKEWLSKVEKLIE 1020
NTDB id 1151 GTF74 RS04205 WP 001911421.1 IQNIDKTMVTLSGSSYPLEELVIRSGGVLHVLALKERNVIELAWPLATLPELETIHKPEEGEQAAKVGIDEVEKEWLSKVEKLIE 1020
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LHYSDPNFTTSTAAQALYVSERSLQRRFKAATGKTFKESLNEVRLEKACQSLLSGAKIAQVAFDCGFNDPSYFSQRFKHHFGLSP
NTDB id 95915 NH62 RS13070 WP 001911421.1 LHYSDPNFTTSTAAQALYVSERSLQRRFKAATGKTFKESLNEVRLEKACQSLLSGAKIAQVAFDCGFNDPSYFSQRFKHHFGLSP 1105
NTDB id 1151 GTF74 RS04205 WP 001911421.1 LHYSDPNFTTSTAAQALYVSERSLQRRFKAATGKTFKESLNEVRLEKACQSLLSGAKIAQVAFDCGFNDPSYFSQRFKHHFGLSP 1105
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SQF I EDQEN
NTDB id 95915 NH62 RS13070 WP 001911421.1 SQFIEDQEN 1114
NTDB id 1151 GTF74 RS04205 WP 001911421.1 SQFIEDQEN 1114
consensus !!!!!!!!!
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