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NTDB id 1103 NMB RS07590 WP 002212976.1 ...MSLNKVILIGRLGRDPEVRYMPNGEAVCNFSVATSETWNDR.NGQRVERTEWHNITMYRKLAEIAGQYLKKGGLVYL 76
NTDB id 1390 A4U84 RS00055 WP 021115958.1 ..MAGVNKVIIVGNLGNDPDMRTMPNGDAVATLSVATSESWNDKMTGERREVTEWHRIVFFRRQAEVAGQYLRKGSKVYV 78
NTDB id 159918 AR456 RS01850 WP 021819633.1 .MARGVNKVILIGNLGQDPEVRFTPSGTAVANLNLATTDTWMDRQSGQRQERTEWHRIVLFNKLAEIAQQYVKKGSKLYI 79
NTDB id 1166 A1552VC RS00795 WP 000168289.1 MASRGVNKVILIGNLGQDPEVRYMPSGGAVANITIATSETWRDKATGEQKEKTEWHRVTLYGKLAEVAGEYLRKGSQVYI 80
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NTDB id 1103 NMB RS07590 WP 002212976.1 EGRIQSRKYQGKDGIERTAYDIVANEMKMLGGRNENSGGAPYEEGYGQSQEAYQRPAQQSRQPA................ 140
NTDB id 1390 A4U84 RS00055 WP 021115958.1 EGKLKTRKWQDQNGQDRYTTEIQGDVLQMLDSRSSGGDFG...GNQGSGWN.........QAPAQTNY......NQGGYS 140
NTDB id 159918 AR456 RS01850 WP 021819633.1 EGRLQTRKWQDQNGQDRYSTEIVANDMQMLDGRGDGGQGGNYGGAPQGGQQNYGGSPQQGGAPQQGGAPQQGGGNYGGAP 159
NTDB id 1166 A1552VC RS00795 WP 000168289.1 EGQLQTRKWQDQSGQDRYSTEVVVQGYNGI...................MQMLGGRAQQGGMPAQGGM......NV.... 131
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FDDEDIPF
NTDB id 1103 NMB RS07590 WP 002212976.1 ................SDAPS......HPQEAP......AAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 1390 A4U84 RS00055 WP 021115958.1 ....DNYAQNNNF..NGGNATR....PQPAQKP............AAQAEPPMDNFDDDIPF 180
NTDB id 159918 AR456 RS01850 WP 021819633.1 QGGGQQYGGAPQQGGYGGAPQQPAG.GQPQNRPAPNQGGGQKGNFGAPDPGSFDDFDDEIPF 220
NTDB id 1166 A1552VC RS00795 WP 000168289.1 ..........PAQQGSWGQPQQPAKQHQPMQQSAPQQYSQ..PQY....NEPPMDFDDDIPF 177
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