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NTDB id 1131 NGFG RS05740 WP 003695064.1 ...MSLNKVILIGRLGRDPEVRYMPNGEAVCNFSVATSETWNDRN.GQRVERTEWHNITMYRKLAEIAGQYLKKGGLVYL 76
NTDB id 1103 NMB RS07590 WP 002212976.1 ...MSLNKVILIGRLGRDPEVRYMPNGEAVCNFSVATSETWNDRN.GQRVERTEWHNITMYRKLAEIAGQYLKKGGLVYL 76
NTDB id 1390 A4U84 RS00055 WP 021115958.1 ..MAGVNKVIIVGNLGNDPDMRTMPNGDAVATLSVATSESWNDKMTGERREVTEWHRIVFFRRQAEVAGQYLRKGSKVYV 78
NTDB id 1161448 ACORJQ RS03660 WP 321326106.1 ..MRGVNKVILVGTLGADPEVKYAANGNAIANLSVATSEEWNDKNTGQKQQKTEWHRVSMFGKLAEIAGQYLKKGSQVYL 78
NTDB id 1166 A1552VC RS00795 WP 000168289.1 MASRGVNKVILIGNLGQDPEVRYMPSGGAVANITIATSETWRDKATGEQKEKTEWHRVTLYGKLAEVAGEYLRKGSQVYI 80
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NTDB id 1131 NGFG RS05740 WP 003695064.1 EGRIQSRKYQGKDGIERTAYDIVAN....EMKMLGGRNENSGGAPYDEGYGQS...............QEAY.QRPAQQS 136
NTDB id 1103 NMB RS07590 WP 002212976.1 EGRIQSRKYQGKDGIERTAYDIVAN....EMKMLGGRNENSGGAPYEEGYGQS...............QEAY.QRPAQQS 136
NTDB id 1390 A4U84 RS00055 WP 021115958.1 EGKLKTRKWQDQNGQDRYTTEIQGD....VLQMLDSRS.....................SGGDFGGNQGSGWNQAPAQTN 133
NTDB id 1161448 ACORJQ RS03660 WP 321326106.1 EGKLQTRKWQDQNGQDRYTTEVVLSGFDGTMQMLGGGNRQGGDASFGGGNDFNQAPMGNQGGQMGGQPQGGFNQQPAQQP 158
NTDB id 1166 A1552VC RS00795 WP 000168289.1 EGQLQTRKWQDQSGQDRYSTEVVVQGYNGIMQMLGGRAQQGGMPAQGGMNVPAQ..............QGSW.GQPQQPA 145
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NTDB id 1131 NGFG RS05740 WP 003695064.1 RQPAPDA.........PSHPQEAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 1103 NMB RS07590 WP 002212976.1 RQPASDA.........PSHPQEAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 1390 A4U84 RS00055 WP 021115958.1 YNQGGYSDNYAQNNNFNGGNATRPQPAQKPAAQAEPPMDNFDDDIPF 180
NTDB id 1161448 ACORJQ RS03660 WP 321326106.1 RQQNPMG....QQNVPPMGGHQQPAQPQRAPAY..APNDFDDDDVPF 199
NTDB id 1166 A1552VC RS00795 WP 000168289.1 KQHQPMQ....QSAP..........QQYSQPQYNEPPMDF.DDDIPF 177
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