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NTDB id 413141 PI93 RS02895 WP 039373799.1 ..MASVNKVILVGNLGADPEVRYLPSGDAVANIRLATTDRYKDKQSGEFKEMTEWHRVSFFGRLAEIVNEYLKKGSSVYI 78
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NTDB id 113 BSU 40900 NP 391970.1 NQNNQRRNQ.....GNSFNDDPFANDGKPIDISDDDLPF 172
NTDB id 1103 NMB RS07590 WP 002212976.1 SRQPASDAPSHPQEAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 1131 NGFG RS05740 WP 003695064.1 SRQPAPDAPSHPQEAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 1390 A4U84 RS00055 WP 021115958.1 NGGNATRPQ..P......AQKPAAQAEPPMDNFDDDIPF 180
NTDB id 413141 PI93 RS02895 WP 039373799.1 GGGGARQQA..P......A....KQSGGGFDDMDDDIPF 169
NTDB id 1166 A1552VC RS00795 WP 000168289.1 .QQPAKQHQ..PMQQSAPQQYSQPQYNEPPMDFDDDIPF 177
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