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NTDB id 624 LCA RS00040 WP 011373726.1 ..MINRVVLVGRLTRDVDLRYTSSGAAVGTFSMAVNRQFTNA.NGDR..EADFINCVIWRKSAENFANFTKKGSLVGVDG 75
NTDB id 112 BSU 36310 NP 391512.2 ..MFNQVMLVGRLTKDPDLRYTSAGAAVAHVTLAVNRSFKNA.SGEI..EADYVNCTLWRKTAENTALYCQKGSLVGVSG 75
NTDB id 964667 NST31 RS11280 WP 077112040.1 ..MMNRVVLVGRLTRDPELRYTPSGVPVANFTLAVNRTFTNQ.QGER..EADFINCVIWRRPAENVANYLKKGSLAGVDG 75
NTDB id 113 BSU 40900 NP 391970.1 ..MLNRVVLVGRLTKDPELRYTPNGAAVATFTLAVNRTFTNQ.SGER..EADFINCVTWRRQAENVANFLKKGSLAGVDG 75
NTDB id 1103 NMB RS07590 WP 002212976.1 .MSLNKVILIGRLGRDPEVRYMPNGEAVCNFSVATSETWNDR.NGQRVERTEWHNITMYRKLAEIAGQYLKKGGLVYLEG 78
NTDB id 1131 NGFG RS05740 WP 003695064.1 .MSLNKVILIGRLGRDPEVRYMPNGEAVCNFSVATSETWNDR.NGQRVERTEWHNITMYRKLAEIAGQYLKKGGLVYLEG 78
NTDB id 1390 A4U84 RS00055 WP 021115958.1 MAGVNKVIIVGNLGNDPDMRTMPNGDAVATLSVATSESWNDKMTGERREVTEWHRIVFFRRQAEVAGQYLRKGSKVYVEG 80
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NTDB id 624 LCA RS00040 WP 011373726.1 RLQTRNYENQQGQRVYVTEVVVDNFSLLESRTTTEQRQGDGASQNFNSNQSNGSQQ.........SGFTSPQQ..T.GNA 143
NTDB id 112 BSU 36310 NP 391512.2 RIQTRSYENEEGVNVYVTEVLADTVRFMDPKPREKAAD.......................................... 113
NTDB id 964667 NST31 RS11280 WP 077112040.1 RIQSRSYEGQDGKRVYVTEVVADSVQFLEPRSATQQDRGGD....FGGSQFGGGTQKS.......QGYSYGQQ..EQQGS 142
NTDB id 113 BSU 40900 NP 391970.1 RLQTRNYENQQGQRVFVTEVQAESVQFLEPKNGGGSGSGGYNEGNSGGGQYFGGGQND.......NPFGGNQN..NQRRN 146
NTDB id 1103 NMB RS07590 WP 002212976.1 RIQSRKYQGKDGIERTAYDIVANEMKMLGGRNENSG..........GAPYEEGYGQS.......QEAYQRPAQQSRQPAS 141
NTDB id 1131 NGFG RS05740 WP 003695064.1 RIQSRKYQGKDGIERTAYDIVANEMKMLGGRNENSG..........GAPYDEGYGQS.......QEAYQRPAQQSRQPAP 141
NTDB id 1390 A4U84 RS00055 WP 021115958.1 KLKTRKWQDQNGQDRYTTEIQGDVLQMLDSRSSGGDF.........GGNQGSGWNQAPAQTNYNQGGYSDNYAQNNNFNG 151
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NTDB id 624 LCA RS00040 WP 011373726.1 P......AANNTQADPFANNGQAIDISDDDLPF 170
NTDB id 112 BSU 36310 NP 391512.2 ................................. 113
NTDB id 964667 NST31 RS11280 WP 077112040.1 Q......GYTRTDEDPFSNDGQPIDISDDDLPF 169
NTDB id 113 BSU 40900 NP 391970.1 Q......G.NSFNDDPFANDGKPIDISDDDLPF 172
NTDB id 1103 NMB RS07590 WP 002212976.1 DAPSHPQEAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 1131 NGFG RS05740 WP 003695064.1 DAPSHPQEAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 1390 A4U84 RS00055 WP 021115958.1 GNA....TRPQPAQKPAAQAEPPMDNFDDDIPF 180
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