
logo MLHYKHVINLLAPWRDEANRQREAEHKRRRF ILVGLVI LTVLGAVLI LAAVLLGMVQFWAGAIGEKYLYGQGYQMQADLQQQEQRI
L
G
DYLQAQHHYI FSSQLDKQTQRIAEKALMKIAEEQEHGKS

NTDB id 1172 A1552VC RS12120 WP 000902745.1 MLHKVNLLPWRDARREAHKRRFLGLVTLGVLLAVLMQFAAGEYLGGQMALQQERIGYLQQHIFSLDQQIAKLKIAEEEHK 80
NTDB id 263790 C1S73 RS12435 WP 038865500.1 MLYHINLLPWRENQREEHRRRFVGLIVLGVIAALGVQWGIGKYYQYQQDQQQQRLDYLAHYISQLDKRIEAMKIAEQEHG 80
NTDB id 1405 DSB67 RS13995 WP 010643496.1 MLYHINLLAWRENQREEHRRRFIGLILLGAIAALGVQWGIGKYYQYQQDQQQQRLDYLAHYISQLDTRIEAMKIAEQEHS 80
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NTDB id 1172 A1552VC RS12120 WP 000902745.1 ALLTRLTVVEQLQQKRNKTTEFMNQMPNLIPEGVYVDKIKMNGHQIEITGISDSTARLATMLDNLEKSDKLTDVEMHEIV 160
NTDB id 263790 C1S73 RS12435 WP 038865500.1 KILERLKTVEGLQNGRNKTTEFMNLMPSVIPDGVYVDKIKMNDFEIEISGISDSTPRLATMLDNMERSAKLLDVEMHSIV 160
NTDB id 1405 DSB67 RS13995 WP 010643496.1 KILERLKTVEGLQNGRNKTTEFMNLMPSVIPEGVYVDKIKMNDYEIEISGISDSTSRLATMLDNMERSAKLLDVDMHSIV 160
consensus **!*!!**!!*!!**!!!!!!!!!*!!**!!*!!!!!!!!!!***!!!*!!!!!! !!!!!!!!*!*!*!!*!!*!!*!!
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NTDB id 1172 A1552VC RS12120 WP 000902745.1 SGNKRFGKQFQSFKVSFQILTPASNPQAGGAHNG 194
NTDB id 263790 C1S73 RS12435 WP 038865500.1 HGKARFGKEFQTFKVSFMFKEAEG...E...QRG 188
NTDB id 1405 DSB67 RS13995 WP 010643496.1 HGKARFGKEFQTFKVSFMFKDASI...KGGKQHG 191
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X similar

X ≥ 50% conserved


