
logo MNAKGIALVATLALMVVIALLVFGTFFTTQI ELWTTRNDTTSVQAFYAAEAGLQKYKAALFQQYVWREQRSGGTGGGGSGCF
NTDB id 108784 ABWW09 RS04260 WP 353300791.1 MNAKGIALVATLALMVVIALLVFGTFFTTQIELWTTRNDTTSVQAFYAAEAGLQKYKAALFQQYVWREQS.GTGGGSGCF 79
NTDB id 1036 TT RS04330 WP 011173286.1 MNAKGIALVATLALMVVIALLVFGTFFTTQIELWTTRNDTTSVQAFYAAEAGLQKYKAALFQQYVWREQRGGTGGGGGCF 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!!! !!!

logo TSLAVRTGLDLDYRDNGTI
V
M
TPFAVNNQRLVLAQNEVVTDANGNPVGRYTATLYKDAQDDGQLFTLVSEGTSGGAKARVQATFR I SNST

NTDB id 108784 ABWW09 RS04260 WP 353300791.1 TSLVTGLDLYRNGTVMPFANNQLVLAQNEVVTDANGNPVGRYTATLYKDAQDGQLFTLVSEGTSGGAKARVQATFRISNT 159
NTDB id 1036 TT RS04330 WP 011173286.1 TSLARGLDLDRDGTITPFVNNRLVLAQNEVVTDANGNPVGRYTATLYKDAQDDQLFTLVSEGTSGGAKARVQATFRISNS 160
consensus !!! !!!! ! !!* !! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!*

logo

D
GYLEQAI FAGAGQANKWLNGGATIRGGVYVVGNPNDPDQYVI EANGNFALYNRWYDLNTTYSEGVATNRVEPSYQRQRAVQDLCASL

NTDB id 108784 ABWW09 RS04260 WP 353300791.1 GYLEQAIFAGAGQANKWLNGGATIRGGVYVVGNPNDPDQYVIEANGNFALYNWYDLNTYSGVANRVEPSYQRAQDLCASL 239
NTDB id 1036 TT RS04330 WP 011173286.1 DYLEQAIFAGAGQANKWLNGGATIRGGVYVVGNPNDPDQYVIEANGNFALYNRYDLTTYSEVTNRVEPSYRQVQDLCASL 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!! ! !!!!!!! !!!!!!!

logo RVQYGKI SVGGSTQIGEPNNKVKGVFVGRGAQDITGEQNVGVCQRNNKGVCTEAMGGFDLSDPPPFPTLDAKLDSDEACKSADYPS
NTDB id 108784 ABWW09 RS04260 WP 353300791.1 RVQYGKISVGGSTQIGEPNNKVKGVFVGRGAQDITGQNVGVCQNNKGVCTEAMGGFDLSDPPPFPTLDAKLDSEACKDYS 319
NTDB id 1036 TT RS04330 WP 011173286.1 RVQYGKISVGGSTQIGEPNNKVKGVFVGRGAQDITGENVGVCRNNKGVCTEAMGGFDLSDPPPFPTLDAKLDSDACSAYP 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! !*

logo TWRACLQGKAALR IQR IGNI LSVASPPNATLSPSCLQAMQSGTLTLDTQGSVDCTFTRLDGSQRGGFRYTYTGDKKSGQEGLL
NTDB id 108784 ABWW09 RS04260 WP 353300791.1 TWRACLQGKAALRIQRIGNILSVASPPNATLSPSCLQAMQSGTLTLDTQGVDCTFTRLDGSQGGFRYTYTGDKKSGQGLL 399
NTDB id 1036 TT RS04330 WP 011173286.1 TWRACLQGKAALRIQRIGNILSVASPPNATLSPSCLQAMQSGTLTLDTQSVDCTFTRLDGSRGGFRYTYTG....GQELL 396
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!! !!!!!!!!!****!! !!

logo E I
VFGDVVLEGIDNAVVLNRPVDYRAQSGSATKSATLAVLKLGNGKNGGNLDINGNLLPDATFGLFPNHALGFVAEGDIYQRGQHV

NTDB id 108784 ABWW09 RS04260 WP 353300791.1 EIFGDVVLEGINVVLNRPVDYRAQSGSTKSATLAVLKLNGKGGNLDINGNLLPDATFGLFPNHALGFVAEGDIYQRGQHV 479
NTDB id 1036 TT RS04330 WP 011173286.1 EVFGDVVLEGIDAVLNRPVDYRAQSGSAKSATLAVLKLGGNGGNLDINGNLLPDATFGLFPNHALGFVAEGDIYQRGQHV 476
consensus !*!!!!!!!!! !!!!!!!!!!!!!! !!!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo MAPVYAGGTFRVVKGNVLFGSVI SNQFCTTSAGNQMTNSCNAGSQKAEVVYIR IPKENRPALLPSLRGGKPVFQVLSYERR
NTDB id 108784 ABWW09 RS04260 WP 353300791.1 MAPVYAGGTFRVVKGNVLFGSVISNQFCTTSAGNQTNCNAGQKAEVVYIRIPKENRPALLPSLRGGKPVFQVLSYERR 557
NTDB id 1036 TT RS04330 WP 011173286.1 MAPVYAGGTFRVVKGNVLFGSVISNQFCTTSAGNQMSCNASQKAEVVYIRIPKENRPALLPSLRGGKPVFQVLSYERR 554
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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