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NTDB id 624 LCA RS00040 WP 011373726.1 ....MINRVVLVGRLTRDVDLRYTSSGAAVGTFSMAVNRQFTNAN.GD..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 1390 A4U84 RS00055 WP 021115958.1 ..MAGVNKVIIVGNLGNDPDMRTMPNGDAVATLSVATSESWNDKMTGERREVTEWHRIVFFRRQAEVAGQYLRKGSKVYV 78
NTDB id 65452 CVFO RS02745 WP 201340079.1 ..MAGINKVILVGNLGQDVELKYTSDGRAVTTLSVATSESWTDKNTGQKVDKTEWHRVSLFGKLAEIAGQYLHKGSKVYV 78
NTDB id 1166 A1552VC RS00795 WP 000168289.1 MASRGVNKVILIGNLGQDPEVRYMPSGGAVANITIATSETWRDKATGEQKEKTEWHRVTLYGKLAEVAGEYLRKGSQVYI 80
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NTDB id 624 LCA RS00040 WP 011373726.1 DGRLQTRNYENQQGQRVYVTEVVVDNF....SLLESRTTTEQRQGDGASQNFNSNQSNGSQ.....QSGFTSPQQ..... 139
NTDB id 1131 NGFG RS05740 WP 003695064.1 EGRIQSRKYQGKDGIERTAYDIVA....NEMKMLGGRNENSG....GAPYDEGYGQSQ.........EAYQRPA...... 133
NTDB id 1103 NMB RS07590 WP 002212976.1 EGRIQSRKYQGKDGIERTAYDIVA....NEMKMLGGRNENSG....GAPYEEGYGQSQ.........EAYQRPA...... 133
NTDB id 1390 A4U84 RS00055 WP 021115958.1 EGKLKTRKWQDQNGQDRYTTEIQG....DVLQMLDSRSSGG.....DFGGNQGSGWNQAPAQTNYNQGGYSDNYAQNNNF 149
NTDB id 65452 CVFO RS02745 WP 201340079.1 EGNLRTRKWQDQTGADRYMTEVVVSGFNSTLQMLDRHDNTD.........MGGA...PQPQQ....S....APS...... 132
NTDB id 1166 A1552VC RS00795 WP 000168289.1 EGQLQTRKWQDQSGQDRYSTEVVVQGYNGIMQMLGGRAQQG.....GMPAQGGM...NVPAQ....QGSWGQPQ...... 142
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NTDB id 624 LCA RS00040 WP 011373726.1 .....TGNAPAANN.......TQADPFANNGQAIDISDDDLPF 170
NTDB id 1131 NGFG RS05740 WP 003695064.1 ..QQSRQPAPDAPSHPQEAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 1103 NMB RS07590 WP 002212976.1 ..QQSRQPASDAPSHPQEAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 1390 A4U84 RS00055 WP 021115958.1 NGGNATRPQPAQ............KPAAQAEPPMDNFDDDIPF 180
NTDB id 65452 CVFO RS02745 WP 201340079.1 ..A....PVPQQQAAVA......PISDPIAPVDNSGFDDDIPF 163
NTDB id 1166 A1552VC RS00795 WP 000168289.1 ..QPAKQHQPMQQSAPQ......QYSQPQYNEPPMDFDDDIPF 177
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