
logo

MFRTLLYGCLLNI L IPSLVLALDKSMS I FYPLP IQEQGKVI
MVAQNLYLGSDGGIWVHDVHGKVMYFDGQNVLPRRGSVLP

NTDB id 139999 VAB027 RS13720 WP 235290697.1 ........................................MVAQNLYLGSDGGIWVHDVHGKVMYFDGQNVLPRRGSVLP 40
NTDB id 1151 GTF74 RS04205 WP 001911421.1 MFRTLLYGCLLNILIPSLVLALDKSMSIFYPLPIQEQGKVIVAQNLYLGSDGGIWVHDVHGKVMYFDGQNVLPRRGSVLP 80
consensus *****************************************!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QLSSHIVYANSAFWAFEQHELFRTYPGGERELMLSLTPGTQI IQMGASNGMIWMVDGENFYSYE IRSGRVESLSLHELYQ
NTDB id 139999 VAB027 RS13720 WP 235290697.1 QLSSHIVYANSAFWAFEQHELFRTYPGGERELMLSLTPGTQIIQMGASNGMIWMVDGENFYSYEIRSGRVESLSLHELYQ 120
NTDB id 1151 GTF74 RS04205 WP 001911421.1 QLSSHIVYANSAFWAFEQHELFRTYPGGERELMLSLTPGTQIIQMGASNGMIWMVDGENFYSYEIRSGRVESLSLHELYQ 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LNSASKVVINDAQFLVSKWALATNVGVYLSDEQGFAHVKNSGKHF IQKLYFSHKRRELLVGSKRGALVIDI ENKRPPLDR
NTDB id 139999 VAB027 RS13720 WP 235290697.1 LNSASKVVINDAQFLVSKWALATNVGVYLSDEQGFAHVKNSGKHFIQKLYFSHKRRELLVGSKRGALVIDIENKRPPLDR 200
NTDB id 1151 GTF74 RS04205 WP 001911421.1 LNSASKVVINDAQFLVSKWALATNVGVYLSDEQGFAHVKNSGKHFIQKLYFSHKRRELLVGSKRGALVIDIENKRPPLDR 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IGSSHVLS IAETEKEYWIGTEDGLFVYSF ITGKIVQLESNNQDGYALLGKKIYAMVNDFQGGMWIGTDKGI FYYSLFGQQ
NTDB id 139999 VAB027 RS13720 WP 235290697.1 IGSSHVLSIAETEKEYWIGTEDGLFVYSFITGKIVQLESNNQDGYALLGKKIYAMVNDFQGGMWIGTDKGIFYYSLFGQQ 280
NTDB id 1151 GTF74 RS04205 WP 001911421.1 IGSSHVLSIAETEKEYWIGTEDGLFVYSFITGKIVQLESNNQDGYALLGKKIYAMVNDFQGGMWIGTDKGIFYYSLFGQQ 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FTRYPAQALSNDGSKTP IGKIAALNSDGDYLAITAQGLYNFNFSDELRKHL IYPGKVNDFVIAQEHLWIATEKGLVRYNL
NTDB id 139999 VAB027 RS13720 WP 235290697.1 FTRYPAQALSNDGSKTPIGKIAALNSDGDYLAITAQGLYNFNFSDELRKHLIYPGKVNDFVIAQEHLWIATEKGLVRYNL 360
NTDB id 1151 GTF74 RS04205 WP 001911421.1 FTRYPAQALSNDGSKTPIGKIAALNSDGDYLAITAQGLYNFNFSDELRKHLIYPGKVNDFVIAQEHLWIATEKGLVRYNL 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SRRS IDTPNLPLPLLQTAIQHLSLDSDGNLWGTSDYQIWSYSLPSEKNYRDYGSEWMVKAFSPSR ITLLAAVKDGIV IGTE
NTDB id 139999 VAB027 RS13720 WP 235290697.1 SRRSIDTPNLPLPLLQTAIQHLSLDSDGNLWGTSDYQIWSYSPSEKNYRDYGSEWMVKAFSPSRITLLAAVKDGIVIGTE 440
NTDB id 1151 GTF74 RS04205 WP 001911421.1 SRRSIDTPNLPLPLLQTAIQHLSLDSDGNLWGTSDYQIWSYSLSEKNYRDYGSEWMVKAFSPSRITLLAAVKDGIVIGTE 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo HGAYSLLEKQIRFDFSSHRYGE I LQVAEDSSGHIWLVGSYGVFQWRKDQPEAVTVEL I EENIQPLC IAESKQGMWL I STK
NTDB id 139999 VAB027 RS13720 WP 235290697.1 HGAYSLLEKQIRFDFSSHRYGEILQVAEDSSGHIWLVGSYGVFQWRKDQPEAVTVELIEENIQPLCIAESKQGMWLISTK 520
NTDB id 1151 GTF74 RS04205 WP 001911421.1 HGAYSLLEKQIRFDFSSHRYGEILQVAEDSSGHIWLVGSYGVFQWRKDQPEAVTVELIEENIQPLCIAESKQGMWLISTK 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo GI SYYRNQELTKHFGAPYGL I SNEFLSASCAVGEEQDNTSSL I IGSQFGVVKTNTEELAVSNLPNIQVTFSQVSVNHTTKL
NTDB id 139999 VAB027 RS13720 WP 235290697.1 GISYYRNQELTKHFGAPYGLISNEFLSASCAVGEEQDTSSLIIGSQFGVVKTNTEELAVSNLPNIQVTFSQVSVNHTTKL 600
NTDB id 1151 GTF74 RS04205 WP 001911421.1 GISYYRNQELTKHFGAPYGLISNEFLSASCAVGEEQDNSSLIIGSQFGVVKTNTEELAVSNLPNIQVTFSQVSVNHTTKL 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LGYRMSEPLKIAYGDS I SFQFGALPSSRSQSLEYKLNDEQQWQRFDWALLNFDQLLPGKYRLKVRSANPTQRYRTEALFD
NTDB id 139999 VAB027 RS13720 WP 235290697.1 LGYRMSEPLKIAYGDSISFQFGALPSSRSQSLEYKLNDEQQWQRFDWALLNFDQLLPGKYRLKVRSANPTQRYRTEALFD 680
NTDB id 1151 GTF74 RS04205 WP 001911421.1 LGYRMSEPLKIAYGDSISFQFGALPSSRSQSLEYKLNDEQQWQRFDWALLNFDQLLPGKYRLKVRSANPTQRYRTEALFD 720
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FEVLQPWYMTS IALVGYVLSVLGLLALALWWRTRMI LAANRKLKAQVELKTSQLRHQSKIVLSNNHQLRKQLQLHHTI LG
NTDB id 139999 VAB027 RS13720 WP 235290697.1 FEVLQPWYMTSIALVGYVLSVLGLLALALWWRTRMILAANRKLKAQVELKTSQLRHQSKIVLSNNHQLRKQLQLHHTILG 760
NTDB id 1151 GTF74 RS04205 WP 001911421.1 FEVLQPWYMTSIALVGYVLSVLGLLALALWWRTRMILAANRKLKAQVELKTSQLRHQSKIVLSNNHQLRKQLQLHHTILG 800
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NVLDNIDASLRHLSSYAKVRAWSEFEAPFNKVKQELAQLHFMHRGDEDESKYHDLHLL I ESALKSWQEEYSKAL IKLTYS
NTDB id 139999 VAB027 RS13720 WP 235290697.1 NVLDNIDASLRHLSSYAKVRAWSEFEAPFNKVKQELAQLHFMHRGDEDESKYHDLHLLIESALKSWQEEYSKALIKLTYS 840
NTDB id 1151 GTF74 RS04205 WP 001911421.1 NVLDNIDASLRHLSSYAKVRAWSEFEAPFNKVKQELAQLHFMHRGDEDESKYHDLHLLIESALKSWQEEYSKALIKLTYS 880
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GEPRFVEVRQFNLDVLFNAVLTDAIKRLYKHQELTIQLEVRNAQAVIVFSDFGAP IQNIDKTMVTLSGSSYPLEELVI
TRS

NTDB id 139999 VAB027 RS13720 WP 235290697.1 GEPRFVEVRQFNLDVLFNAVLTDAIKRLYKHQELTIQLEVRNAQAVIVFSDFGAPIQNIDKTMVTLSGSSYPLEELVTRS 920
NTDB id 1151 GTF74 RS04205 WP 001911421.1 GEPRFVEVRQFNLDVLFNAVLTDAIKRLYKHQELTIQLEVRNAQAVIVFSDFGAPIQNIDKTMVTLSGSSYPLEELVIRS 960
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!

logo GGVLHVLALKERNVI ELAWPLAVTLPELETIHKPEEGEQAAKVGIDEVEKEWLSKVEKL I ELHYSDPNFTTSTAAQALYVS
NTDB id 139999 VAB027 RS13720 WP 235290697.1 GGVLHVLALKERNVIELAWPLVTLPELETIHKPEEGEQAAKVGIDEVEKEWLSKVEKLIELHYSDPNFTTSTAAQALYVS 1000
NTDB id 1151 GTF74 RS04205 WP 001911421.1 GGVLHVLALKERNVIELAWPLATLPELETIHKPEEGEQAAKVGIDEVEKEWLSKVEKLIELHYSDPNFTTSTAAQALYVS 1040
consensus !!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ERSLQRRFKAATGKTFKESLNEVRLEKACQSLLSGAKIAQVAFDCGFNDPSYFSQRFKHHFGLSPSQF I EDQEN
NTDB id 139999 VAB027 RS13720 WP 235290697.1 ERSLQRRFKAATGKTFKESLNEVRLEKACQSLLSGAKIAQVAFDCGFNDPSYFSQRFKHHFGLSPSQFIEDQEN 1074
NTDB id 1151 GTF74 RS04205 WP 001911421.1 ERSLQRRFKAATGKTFKESLNEVRLEKACQSLLSGAKIAQVAFDCGFNDPSYFSQRFKHHFGLSPSQFIEDQEN 1114
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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