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NTDB id 1166 A1552VC RS00795 WP 000168289.1 MASRGVNKVILIGNLGQDPEVRYMPSGGAVANITIATSETWRDKATGEQKEKTEWHRVTLYGKLAEVAGEYLRKGSQVYI 80
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NTDB id 113 BSU 40900 NP 391970.1 DGRLQTRNYENQQGQRVFVTEVQA....ESVQFLEPKNGGGSGSG....GYNEGNSG.........GGQYFGG.GQNDNP 135
NTDB id 1131 NGFG RS05740 WP 003695064.1 EGRIQSRKYQGKDGIERTAYDIVA....NEMKMLGGRNENSGGAPYD.EGYGQ..SQEAYQRPAQQ.SRQ.....PA.PD 142
NTDB id 1103 NMB RS07590 WP 002212976.1 EGRIQSRKYQGKDGIERTAYDIVA....NEMKMLGGRNENSGGAPYE.EGYGQ..SQEAYQRPAQQ.SRQ.....PA.SD 142
NTDB id 81431 PPGU16 RS01880 WP 180721458.1 EGRIRTRKYQAQDGTDRYSTEIVA....DQMQMLGGRSGAGGGGGGDDGGYSRGESME...RGGGGGGRMSGGGGGAGRV 151
NTDB id 1390 A4U84 RS00055 WP 021115958.1 EGKLKTRKWQDQNGQDRYTTEIQG....DVLQMLDSRSSGGDFGGNQGSGWNQAPAQTNYNQGGYSDNYA.....QN.NN 148
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NTDB id 113 BSU 40900 NP 391970.1 FGGNQNNQRRNQGNSFNDDPFANDGKPIDISDDDLPF 172
NTDB id 1131 NGFG RS05740 WP 003695064.1 APSHPQ.....EAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 1103 NMB RS07590 WP 002212976.1 APSHPQ.....EAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 81431 PPGU16 RS01880 WP 180721458.1 SGGGGG.........GQSRPSAPAGGGFDEMDDDIPF 179
NTDB id 1390 A4U84 RS00055 WP 021115958.1 FNGGNA.....TRPQPAQKPAAQAEPPMDNFDDDIPF 180
NTDB id 1166 A1552VC RS00795 WP 000168289.1 HQ..PM.....QQSAPQQYSQPQYNEPPMDFDDDIPF 177
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