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NTDB id 624 LCA RS00040 WP 011373726.1 ....MINRVVLVGRLTRDVDLRYTSSGAAVGTFSMAVNRQFTNA.NGD..READFINCVIWRKSAENFANFTKKGSLVGV 73
NTDB id 1131 NGFG RS05740 WP 003695064.1 ...MSLNKVILIGRLGRDPEVRYMPNGEAVCNFSVATSETWNDR.NGQRVERTEWHNITMYRKLAEIAGQYLKKGGLVYL 76
NTDB id 1103 NMB RS07590 WP 002212976.1 ...MSLNKVILIGRLGRDPEVRYMPNGEAVCNFSVATSETWNDR.NGQRVERTEWHNITMYRKLAEIAGQYLKKGGLVYL 76
NTDB id 1166 A1552VC RS00795 WP 000168289.1 MASRGVNKVILIGNLGQDPEVRYMPSGGAVANITIATSETWRDKATGEQKEKTEWHRVTLYGKLAEVAGEYLRKGSQVYI 80
NTDB id 58902 SPISAL RS07435 WP 016353865.1 .MARGINKVILVGNLGADPEVRYSAAGSAVTNARLATTDQWKDRQTGEQQERTEWHRLVFFSRLAEIAGEYLKKGSKVYV 79
NTDB id 1390 A4U84 RS00055 WP 021115958.1 ..MAGVNKVIIVGNLGNDPDMRTMPNGDAVATLSVATSESWNDKMTGERREVTEWHRIVFFRRQAEVAGQYLRKGSKVYV 78
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NTDB id 624 LCA RS00040 WP 011373726.1 DGRLQTRNYENQQGQRVYVTEVVVDN....FSLLESRTTTEQRQGDGASQNFNSNQS.....NGSQQSGFTSPQQTGNAP 144
NTDB id 1131 NGFG RS05740 WP 003695064.1 EGRIQSRKYQGKDGIERTAYDIVAN....EMKMLGGRNENSG....GAPYDEGYGQS.........QEAYQRPAQQSRQP 139
NTDB id 1103 NMB RS07590 WP 002212976.1 EGRIQSRKYQGKDGIERTAYDIVAN....EMKMLGGRNENSG....GAPYEEGYGQS.........QEAYQRPAQQSRQP 139
NTDB id 1166 A1552VC RS00795 WP 000168289.1 EGQLQTRKWQDQSGQDRYSTEVVVQGYNGIMQMLGGRAQQGG.....MPAQGGMN...VPAQ....QGSWGQPQQPAKQH 148
NTDB id 58902 SPISAL RS07435 WP 016353865.1 EGRLQTRKWQGQDGQDRYTTEIVVN....DMQMLDGAGGG.......MGGGGASSHA....................... 125
NTDB id 1390 A4U84 RS00055 WP 021115958.1 EGKLKTRKWQDQNGQDRYTTEIQGD....VLQMLDSRSSGGD.....FGGNQGSGWNQAPAQTNYNQGGYSDNYAQNNNF 149
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NTDB id 624 LCA RS00040 WP 011373726.1 AANN.........TQADPFANNGQAIDISDDDLPF 170
NTDB id 1131 NGFG RS05740 WP 003695064.1 APDAPSHPQEAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 1103 NMB RS07590 WP 002212976.1 ASDAPSHPQEAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 1166 A1552VC RS00795 WP 000168289.1 QPMQQ....S..APQQYSQPQYNEPPMDFDDDIPF 177
NTDB id 58902 SPISAL RS07435 WP 016353865.1 ..ASQ....SAPEASQEPAP.QTAPADDFDDDIPF 153
NTDB id 1390 A4U84 RS00055 WP 021115958.1 NGGNA....TRPQPAQKPAAQAEPPMDNFDDDIPF 180
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