
logo MNARKGIALVATLALMVVIALLVFGTFFTTQI ELWTTRNDTTSVQAFYAAEAGLQKYKAALFQQYVWREQRGGTGGGGGCF
NTDB id 45781 THTHE16 RS06285 WP 014510474.1 MNRKGIALVATLALMVVIALLVFGTFFTTQIELWTTRNDTTSVQAFYAAEAGLQKYKAALFQQYVWREQRGGTGGGGGCF 80
NTDB id 1036 TT RS04330 WP 011173286.1 MNAKGIALVATLALMVVIALLVFGTFFTTQIELWTTRNDTTSVQAFYAAEAGLQKYKAALFQQYVWREQRGGTGGGGGCF 80
consensus !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TSLARGLDLDRDGI
T
I
LTPFVNNRLVLAQNEVVTDANGNPVGRYTATLYKDAQDDGQLFTLVSEGTSGGAKARVQATFR I SNS

NTDB id 45781 THTHE16 RS06285 WP 014510474.1 TSLARGLDLDRDGILTPFVNNRLVLAQNEVVTDANGNPVGRYTATLYKDAQDGQLFTLVSEGTSGGAKARVQATFRISNS 160
NTDB id 1036 TT RS04330 WP 011173286.1 TSLARGLDLDRDGTITPFVNNRLVLAQNEVVTDANGNPVGRYTATLYKDAQDDQLFTLVSEGTSGGAKARVQATFRISNS 160
consensus !!!!!!!!!!!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DYLEQAI FAGAGQANKWLNGGRATIRGGVYVVGNSPNDNPDQYVI EKATNGNFALYNRWYDLTTYSEGI
V
A
T
D
NRVEPRSYQRQRVNQDLCASL

NTDB id 45781 THTHE16 RS06285 WP 014510474.1 DYLEQAIFAGAGQANKWLNGRATIRGGVYVVGSPNNPDQYVIKTNGNFALYNWYDLTTYSGIADRVERSYQRVNDLCASL 240
NTDB id 1036 TT RS04330 WP 011173286.1 DYLEQAIFAGAGQANKWLNGGATIRGGVYVVGNPNDPDQYVIEANGNFALYNRYDLTTYSEVTNRVEPSYRQVQDLCASL 240
consensus !!!!!!!!!!!!!!!!!!!! !!!!!!!!!!! !! !!!!!! !!!!!!!! !!!!!!! * !!!*!! !*!!!!!!

logo RVQYGKI SVGGSTQIGEPDNNKVKGVFVGRGAQDITGENNEVDGVCQRNSNKGVCTEAMGGPFDLSDNPPPFPTLDAKLDNSDPACESASYPS
NTDB id 45781 THTHE16 RS06285 WP 014510474.1 RVQYGKISVGGSTQIGEPDNKVKGVFVGRGAQDITGNNEDVCQSNKGVCTEAMGPFDLSNPPPFPTLDAKLNSPACESYS 320
NTDB id 1036 TT RS04330 WP 011173286.1 RVQYGKISVGGSTQIGEPNNKVKGVFVGRGAQDITGENVGVCRNNKGVCTEAMGGFDLSDPPPFPTLDAKLDSDACSAYP 320
consensus !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!! ! !! !!!!!!!!!!*!!!! !!!!!!!!!!! !*!! !*

logo TWRASCLQDGKAALHR IQR IGNEI LVSVAKSPLPNSAVTLNSPSSTCLQSAMQTSTGTLTLDNTQTSTVDCTFTQRLDGSTLRGGFKRYTYATGGQEGLLELVFYG
NTDB id 45781 THTHE16 RS06285 WP 014510474.1 TWRSCLQDKAALHIQRIGNEVSVAKPLSVTLNSTCLSAMTTGTLTLDNTTVDCTFTQLDGTLGGFKYTYAGGQGLLELYG 400
NTDB id 1036 TT RS04330 WP 011173286.1 TWRACLQGKAALRIQRIGNILSVASPPNATLSPSCLQAMQSGTLTLDTQSVDCTFTRLDGSRGGFRYTYTGGQELLEVFG 400
consensus !!! !!! !!!!*!!!!!! *!!! !* !! **!! !! *!!!!!! *!!!!!! !!!* !!!*!!! !!! !!!**!

logo DVVLEGI
L
D
N
A
L
E
VLKNQRAPTVDEYKRALQSGSTAKKSATLAVVLKLRGNGNNQGGDNLVDINGNLLPDQATSTFHGLFPNHAVLGFLVAEGDIYQQRGQHYVMAPLV

NTDB id 45781 THTHE16 RS06285 WP 014510474.1 DVVLEGLNLELKQATEYKALSGTKKSATLVVLKRNNQGGDVDINGNLLPQTSHGLFPNHVLGLVAEGDIYQQGQYVMAPL 480
NTDB id 1036 TT RS04330 WP 011173286.1 DVVLEGIDAVLNRPVDYRAQSGSAKSATLAVLKLGGNGGNLDINGNLLPDATFGLFPNHALGFVAEGDIYQRGQHVMAPV 480
consensus !!!!!!* ! * *!*! !!* !!!!! !!! *!! *!!!!!!!! **!!!!!! !! !!!!!!!! !!*!!!!*

logo YAGGTFRVVKQDGNVLFGSVIASNEQFCTTSAGGNQNTGNQGGNKNNKNEEKEDMQSCNAGSQKAEVVYIR IPKENRPALLPSLKRGGK
NTDB id 45781 THTHE16 RS06285 WP 014510474.1 YAGGTFRVVQDNVLFGSVIANEFCTTSAGGQNTGNQGGNKNNKNEEKEDQCNAGQKAEVVYIRIPKENRPALLPSLKGGK 560
NTDB id 1036 TT RS04330 WP 011173286.1 YAGGTFRVVKGNVLFGSVISNQFCTTSAGNQ.................MSCNASQKAEVVYIRIPKENRPALLPSLRGGK 543
consensus !!!!!!!!! !!!!!!!! ! !!!!!!! !***************** !!! !!!!!!!!!!!!!!!!!!!!!!*!!!



logo PVFQI
VLSYERR

NTDB id 45781 THTHE16 RS06285 WP 014510474.1 PVFQILSYERR 571
NTDB id 1036 TT RS04330 WP 011173286.1 PVFQVLSYERR 554
consensus !!!!*!!!!!!

X non conserved

X similar

X ≥ 50% conserved


