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NTDB id 1390 A4U84 RS00055 WP 021115958.1 MAGVNKVIIVGNLGNDPDMRTMPNGDAVATLSVATSESWNDKMTGERREVTEWHRIVFFRRQAEVAGQYLRKGSKVYVEG 80
NTDB id 409 SMU RS08940 WP 002263454.1 ..MYNKVILIGRLVATPEMVKTPKDKSVTRVTLAVNRRFKSQDG...EKQADFVNVVLWGRLAETIASYGSKGSLISLDG 75
NTDB id 624 LCA RS00040 WP 011373726.1 ..MINRVVLVGRLTRDVDLRYTSSGAAVGTFSMAVNRQFTNANG...DREADFINCVIWRKSAENFANFTKKGSLVGVDG 75
NTDB id 112 BSU 36310 NP 391512.2 ..MFNQVMLVGRLTKDPDLRYTSAGAAVAHVTLAVNRSFKNASG...EIEADYVNCTLWRKTAENTALYCQKGSLVGVSG 75
NTDB id 419512 GWK91 RS13060 WP 044164553.1 ..MMNRVVLVGRLTKDPDLRYTPNGVAVANFTVACNRPFSNQQG...NREADFINCVVWRRAAENLANYMKKGSMIGVDG 75
NTDB id 113 BSU 40900 NP 391970.1 ..MLNRVVLVGRLTKDPELRYTPNGAAVATFTLAVNRTFTNQSG...EREADFINCVTWRRQAENVANFLKKGSLAGVDG 75
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LDEPSKRAGNPSTGQRTSERSTGAEKQGADMSQAFGREGQSDNRGDGNGQYSAEGNENSQGWNQAPAQTNFSYGNGQSNSGGQYFSDGSGNYGAQSNQDNQSNNPGFGNRTASGDGNPNQANQNTGPQRNRPARQDNPANQ

NTDB id 1390 A4U84 RS00055 WP 021115958.1 KLKTRKWQDQNGQDRYTTEIQGDVLQMLDSRSSGGDFGGNQGSGWNQAPAQTNYNQGGYSDNYAQNNNFNGGNATRPQ.. 158
NTDB id 409 SMU RS08940 WP 002263454.1 ELRTRKYEK.DGVTHFVTEVLGHSFQLLESRAQRAMRENNSEN..................................... 117
NTDB id 624 LCA RS00040 WP 011373726.1 RLQTRNYENQQGQRVYVTEVVVDNFSLLESRTTTEQRQGDGASQ........NFNSNQ..SNGSQQSGFTSPQQTGNAPA 145
NTDB id 112 BSU 36310 NP 391512.2 RIQTRSYENEEGVNVYVTEVLADTVRFMDPKPREKAAD.......................................... 113
NTDB id 419512 GWK91 RS13060 WP 044164553.1 RIQTRSFDNQEGRRVFVTEVVAESVQFLESRGSSQQGDRGS...............S..........GFRADQ.NPPQDN 129
NTDB id 113 BSU 40900 NP 391970.1 RLQTRNYENQQGQRVFVTEVQAESVQFLEPKNGGGSGSGGYNEG........NSGGGQYFGGGQNDNPFGGNQNNQRRNQ 147
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NTDB id 1390 A4U84 RS00055 WP 021115958.1 ...PAQKPAAQAEPPMDNFDDDIPF 180
NTDB id 409 SMU RS08940 WP 002263454.1 ...........DLADLVLEEEELPF 131
NTDB id 624 LCA RS00040 WP 011373726.1 ANNTQADPFANNGQAIDISDDDLPF 170
NTDB id 112 BSU 36310 NP 391512.2 ......................... 113
NTDB id 419512 GWK91 RS13060 WP 044164553.1 NNRREEDPFADNGEPIDLSDDDLPF 154
NTDB id 113 BSU 40900 NP 391970.1 GNSFNDDPFANDGKPIDISDDDLPF 172
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