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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 970006 NST93 RS14130 WP 405098109.1 ..MLNRVVLVGRLTRDPDLRYTPNGVAVANFNIAVNRPFSNQ.QGER..EADFINGVVWRRQAENLANYMKKGNLIGVDG 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 RLQTRNYENQQGQRVYVTEVVVDNFSLLESRTTTEQRQGDGASQNFNSNQS....NG.......SQQSGFTSPQQTGNAP 144
NTDB id 112 BSU 36310 NP 391512.2 RIQTRSYENEEGVNVYVTEVLADTVRFMDPKPREKAAD.......................................... 113
NTDB id 970006 NST93 RS14130 WP 405098109.1 RIQTRNYEGQDGKTVYVTEVVADSIQFLETKGASGGQG.AG.PSGYQQNQN.....QNQY....QNQNQFQPNQ....NQ 140
NTDB id 113 BSU 40900 NP 391970.1 RLQTRNYENQQGQRVFVTEVQAESVQFLEPKNGGGS....G.SGGYNEGNS....GGGQYFGGGQNDNPFGGNQNNQRRN 146
NTDB id 1103 NMB RS07590 WP 002212976.1 RIQSRKYQGKDGIERTAYDIVANEMKMLGGRNENSG.GAPY.EEGYGQS.......QEAYQRPAQQSRQPASDAPS.HPQ 148
NTDB id 1131 NGFG RS05740 WP 003695064.1 RIQSRKYQGKDGIERTAYDIVANEMKMLGGRNENSG.GAPY.DEGYGQS.......QEAYQRPAQQSRQPAPDAPS.HPQ 148
NTDB id 1390 A4U84 RS00055 WP 021115958.1 KLKTRKWQDQNGQDRYTTEIQGDVLQMLDSRSSGGDFGGNQ.GSGWNQAPAQTNYNQGGYSDNYAQNNNFNGGNA..... 154
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NTDB id 624 LCA RS00040 WP 011373726.1 AANNTQADPFANNGQAIDISDDDLPF 170
NTDB id 112 BSU 36310 NP 391512.2 .......................... 113
NTDB id 970006 NST93 RS14130 WP 405098109.1 NQNQSNDDPFRNNGEPIDISDDDLPF 166
NTDB id 113 BSU 40900 NP 391970.1 QGNSFNDDPFANDGKPIDISDDDLPF 172
NTDB id 1103 NMB RS07590 WP 002212976.1 EAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 1131 NGFG RS05740 WP 003695064.1 EAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 1390 A4U84 RS00055 WP 021115958.1 TRPQPAQKPAAQAEPPMDNFDDDIPF 180
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