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NTDB id 1131 NGFG RS05740 WP 003695064.1 MSLNKVILIGRLGRDPEVRYMPNGEAVCNFSVATSETWNDRNGQRVERTEWHNITMYRKLAEIAGQYLKKGGLVYLEGRI 80
NTDB id 1103 NMB RS07590 WP 002212976.1 MSLNKVILIGRLGRDPEVRYMPNGEAVCNFSVATSETWNDRNGQRVERTEWHNITMYRKLAEIAGQYLKKGGLVYLEGRI 80
NTDB id 624 LCA RS00040 WP 011373726.1 .MINRVVLVGRLTRDVDLRYTSSGAAVGTFSMAVNRQFTNANGDR..EADFINCVIWRKSAENFANFTKKGSLVGVDGRL 77
NTDB id 112 BSU 36310 NP 391512.2 .MFNQVMLVGRLTKDPDLRYTSAGAAVAHVTLAVNRSFKNASGEI..EADYVNCTLWRKTAENTALYCQKGSLVGVSGRI 77
NTDB id 1106103 ACM595 RS00410 WP 419744374.1 .MINRVVLVGRLTKDPEFRTTPSGVSIANFTLAVNRTFTNSQGER..EADFINVVVFRKQAENVNNYLFKGHLAGVDGRM 77
NTDB id 113 BSU 40900 NP 391970.1 .MLNRVVLVGRLTKDPELRYTPNGAAVATFTLAVNRTFTNQSGER..EADFINCVTWRRQAENVANFLKKGSLAGVDGRL 77
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NTDB id 1131 NGFG RS05740 WP 003695064.1 QSRKYQGKDGIERTAYDIVANEMKMLGGRNENS......GGAPYDE.........GYGQSQEAYQRPAQQSRQPAPDAPS 145
NTDB id 1103 NMB RS07590 WP 002212976.1 QSRKYQGKDGIERTAYDIVANEMKMLGGRNENS......GGAPYEE.........GYGQSQEAYQRPAQQSRQPASDAPS 145
NTDB id 624 LCA RS00040 WP 011373726.1 QTRNYENQQGQRVYVTEVVVDNFSLLESRTTTEQRQGDGASQNFNSNQSNGSQQ.......SGFTSPQQTGNAPAA...N 147
NTDB id 112 BSU 36310 NP 391512.2 QTRSYENEEGVNVYVTEVLADTVRFMDPKPREK.....AAD....................................... 113
NTDB id 1106103 ACM595 RS00410 WP 419744374.1 QSRSYENNEGKRIFVTEVVADSVQFMEPKSQSK.....GQSQ....QQSGQ....................AKSQQ...S 125
NTDB id 113 BSU 40900 NP 391970.1 QTRNYENQQGQRVFVTEVQAESVQFLEPKNGGG.....SGSGGYNEGNSGGGQYFGGGQNDNPFGGNQNNQRRNQG...N 149
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NTDB id 1131 NGFG RS05740 WP 003695064.1 HPQEAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 1103 NMB RS07590 WP 002212976.1 HPQEAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 624 LCA RS00040 WP 011373726.1 NTQADPFA......NNGQAIDISDDDLPF 170
NTDB id 112 BSU 36310 NP 391512.2 ............................. 113
NTDB id 1106103 ACM595 RS00410 WP 419744374.1 PDKDNPFA......NGN..ADIDTDDLPF 146
NTDB id 113 BSU 40900 NP 391970.1 SFNDDPFA......NDGKPIDISDDDLPF 172
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X non conserved

X similar

X ≥ 50% conserved


