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NTDB id 624 LCA RS00040 WP 011373726.1 ....MINRVVLVGRLTRDVDLRYTSSGAAVGTFSMAVNRQFTNA.NGD..READFINCVIWRKSAENFANFTKKGSLVGV 73
NTDB id 1103 NMB RS07590 WP 002212976.1 ...MSLNKVILIGRLGRDPEVRYMPNGEAVCNFSVATSETWNDR.NGQRVERTEWHNITMYRKLAEIAGQYLKKGGLVYL 76
NTDB id 1131 NGFG RS05740 WP 003695064.1 ...MSLNKVILIGRLGRDPEVRYMPNGEAVCNFSVATSETWNDR.NGQRVERTEWHNITMYRKLAEIAGQYLKKGGLVYL 76
NTDB id 1390 A4U84 RS00055 WP 021115958.1 ..MAGVNKVIIVGNLGNDPDMRTMPNGDAVATLSVATSESWNDKMTGERREVTEWHRIVFFRRQAEVAGQYLRKGSKVYV 78
NTDB id 40763 PSEFU RS03380 WP 013789781.1 .MARGVNKVILVGTCGQDPETRYLPSGNAVTNLSLATSEQWTDKQTGQRVEKTEWHRVSLFGKVAEIAGEYLRKGSQVYI 79
NTDB id 1166 A1552VC RS00795 WP 000168289.1 MASRGVNKVILIGNLGQDPEVRYMPSGGAVANITIATSETWRDKATGEQKEKTEWHRVTLYGKLAEVAGEYLRKGSQVYI 80
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NTDB id 624 LCA RS00040 WP 011373726.1 DGRLQTRNYENQQGQRVYVTEVVV....DNFSLLESRTTTEQRQGDGASQNFNSNQS...NGSQQSGFTSPQQTGNAPAA 146
NTDB id 1103 NMB RS07590 WP 002212976.1 EGRIQSRKYQGKDGIERTAYDIVA....NEMKMLGGRNENSGGAP..YEEGYGQSQE.........AYQRPAQQSRQPAS 141
NTDB id 1131 NGFG RS05740 WP 003695064.1 EGRIQSRKYQGKDGIERTAYDIVA....NEMKMLGGRNENSGGAP..YDEGYGQSQE.........AYQRPAQQSRQPAP 141
NTDB id 1390 A4U84 RS00055 WP 021115958.1 EGKLKTRKWQDQNGQDRYTTEIQG....DVLQMLDSRSSGGDFGG...NQGSGWNQAPAQTNYNQGGYSDNYAQ....NN 147
NTDB id 40763 PSEFU RS03380 WP 013789781.1 EGKLQTREWEKD.GIKRYTTEIIV.DMQGTMQLLGGRPDGAGGGE...QRQ...............SRPAPQRE....PQ 135
NTDB id 1166 A1552VC RS00795 WP 000168289.1 EGQLQTRKWQDQSGQDRYSTEVVVQGYNGIMQMLGGRAQQGGMPA...QGGMN...VPAQ....QGSWGQPQQP....AK 146
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NTDB id 624 LCA RS00040 WP 011373726.1 N.....N....TQADPFANNGQAIDISDDDLPF 170
NTDB id 1103 NMB RS07590 WP 002212976.1 DAPSHPQEAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 1131 NGFG RS05740 WP 003695064.1 DAPSHPQEAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 1390 A4U84 RS00055 WP 021115958.1 NFNGGNATRPQPAQKPAAQAEPPMDNFDDDIPF 180
NTDB id 40763 PSEFU RS03380 WP 013789781.1 ..QQAPR.QSAPQQ.QKPQPAQDYDSFDDDIPF 164
NTDB id 1166 A1552VC RS00795 WP 000168289.1 ..QHQPMQQSAPQQYSQPQYNEPPMDFDDDIPF 177
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