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NTDB id 113 BSU 40900 NP 391970.1 ....MLNRVVLVGRLTKDPELRYTPNGAAVATFTLAVNRTFTNQ.SGER..EADFINCVTWRRQAENVANFLKKGSLAGV 73
NTDB id 1131 NGFG RS05740 WP 003695064.1 ...MSLNKVILIGRLGRDPEVRYMPNGEAVCNFSVATSETWNDR.NGQRVERTEWHNITMYRKLAEIAGQYLKKGGLVYL 76
NTDB id 1103 NMB RS07590 WP 002212976.1 ...MSLNKVILIGRLGRDPEVRYMPNGEAVCNFSVATSETWNDR.NGQRVERTEWHNITMYRKLAEIAGQYLKKGGLVYL 76
NTDB id 1390 A4U84 RS00055 WP 021115958.1 ..MAGVNKVIIVGNLGNDPDMRTMPNGDAVATLSVATSESWNDKMTGERREVTEWHRIVFFRRQAEVAGQYLRKGSKVYV 78
NTDB id 66029 BRPE67 RS01330 WP 045450306.1 ..MASVNKVILVGNLGADPETRYLPSGDAVANIRLATTDRYKDKASGEFKELTEWHRVAFFGRLAEIVNEYLKKGSSVYI 78
NTDB id 1166 A1552VC RS00795 WP 000168289.1 MASRGVNKVILIGNLGQDPEVRYMPSGGAVANITIATSETWRDKATGEQKEKTEWHRVTLYGKLAEVAGEYLRKGSQVYI 80
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NTDB id 113 BSU 40900 NP 391970.1 DGRLQTRNYENQQGQRVFVTEVQAE....SVQFLEPKNGGGSG....SGGYNEGNSGGGQYFGGGQNDNPFGGNQNNQRR 145
NTDB id 1131 NGFG RS05740 WP 003695064.1 EGRIQSRKYQGKDGIERTAYDIVAN....EMKMLGGRNENSG.GAPYDEGYGQSQ...EAYQRPAQQ.SRQPAPDAPSHP 147
NTDB id 1103 NMB RS07590 WP 002212976.1 EGRIQSRKYQGKDGIERTAYDIVAN....EMKMLGGRNENSG.GAPYEEGYGQSQ...EAYQRPAQQ.SRQPASDAPSHP 147
NTDB id 1390 A4U84 RS00055 WP 021115958.1 EGKLKTRKWQDQNGQDRYTTEIQGD....VLQMLDSRSSGGDFGGNQGSGWNQAPA.QTNYNQGGYSDNYAQNNNFNGGN 153
NTDB id 66029 BRPE67 RS01330 WP 045450306.1 EGRIRTRKWTDQAGQERYSTEIVAD....QMQMLGGRGGAG..GGDEGG.YSRSAP.MERSGGGRA.....PAGGRASG. 144
NTDB id 1166 A1552VC RS00795 WP 000168289.1 EGQLQTRKWQDQSGQDRYSTEVVVQGYNGIMQMLGGRAQQG..GMPAQGGMNVPAQ.QGSWGQPQQ.....PAKQHQPMQ 152
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NTDB id 113 BSU 40900 NP 391970.1 NQGNSFNDDPFANDGKPIDISDDDLPF 172
NTDB id 1131 NGFG RS05740 WP 003695064.1 QEAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 1103 NMB RS07590 WP 002212976.1 QEAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 1390 A4U84 RS00055 WP 021115958.1 ATRPQPAQKPAAQAEPPMDNFDDDIPF 180
NTDB id 66029 BRPE67 RS01330 WP 045450306.1 GGAGGGSSRPSAPAGGGFDDMDDDIPF 171
NTDB id 1166 A1552VC RS00795 WP 000168289.1 QSAPQQYSQ..PQYNEPPMDFDDDIPF 177
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