
logo MNARKGIALVATLALMVVIALLVFGTFFTTQI ELWTTRNDTTSVQAFYAAEAGLQKYKAALFQQYVWREQQRGGTGGGGSGCF
NTDB id 74049 AA2Tth RS06395 WP 143585829.1 MNRKGIALVATLALMVVIALLVFGTFFTTQIELWTTRNDTTSVQAFYAAEAGLQKYKAALFQQYVWREQQGGTGGGSGCF 80
NTDB id 1036 TT RS04330 WP 011173286.1 MNAKGIALVATLALMVVIALLVFGTFFTTQIELWTTRNDTTSVQAFYAAEAGLQKYKAALFQQYVWREQRGGTGGGGGCF 80
consensus !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!! !!!

logo TSLARGLDLDRDGTI
LTPFVNNRLVLAQDNEVVTDANGNPVGRYTAVTLYKDAEQDDGQLFTLVSEGTSGGAKARVQATFR I SNS

NTDB id 74049 AA2Tth RS06395 WP 143585829.1 TSLARGLDLDRDGTLTPFVNNRLVLAQDEVVTDANGNPVGRYTVTLYKDAEDGQLFTLVSEGTSGGAKARVQATFRISNS 160
NTDB id 1036 TT RS04330 WP 011173286.1 TSLARGLDLDRDGTITPFVNNRLVLAQNEVVTDANGNPVGRYTATLYKDAQDDQLFTLVSEGTSGGAKARVQATFRISNS 160
consensus !!!!!!!!!!!!!!*!!!!!!!!!!!! !!!!!!!!!!!!!!! !!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DYLEQAI FAGAGQANKRWLNGGATIRGGVYVVGNSPNDPDQYVI EANGNFALYNRWYDLTTYSEVTNRVEPSYRQVQDLCASL
NTDB id 74049 AA2Tth RS06395 WP 143585829.1 DYLEQAIFAGAGQANRWLNGGATIRGGVYVVGSPNDPDQYVIEANGNFALYNWYDLTTYSEVTNRVEPSYRQVQDLCASL 240
NTDB id 1036 TT RS04330 WP 011173286.1 DYLEQAIFAGAGQANKWLNGGATIRGGVYVVGNPNDPDQYVIEANGNFALYNRYDLTTYSEVTNRVEPSYRQVQDLCASL 240
consensus !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RVQYGKI SVGGSTQIGEPNNKVKGVFVGRGAQDITGENVGVCQRNNKGVCTEAMGGFDLSDPPPFPTLDAKLDSDEACKSAGYPS
NTDB id 74049 AA2Tth RS06395 WP 143585829.1 RVQYGKISVGGSTQIGEPNNKVKGVFVGRGAQDITGENVGVCQNNKGVCTEAMGGFDLSDPPPFPTLDAKLDSEACKGYS 320
NTDB id 1036 TT RS04330 WP 011173286.1 RVQYGKISVGGSTQIGEPNNKVKGVFVGRGAQDITGENVGVCRNNKGVCTEAMGGFDLSDPPPFPTLDAKLDSDACSAYP 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! *!*

logo TWRACLQGKAALR IQR IGNI
VLSVASPPSDNATLPSPSPSCLQAMEQSGTLTLDTQSVDCTFTRLDGSQRGGFRYTYTGDKKSGQEGLL

NTDB id 74049 AA2Tth RS06395 WP 143585829.1 TWRACLQGKAALRIQRIGNVLSVASPSDATLPSPCLQAMESGTLTLDTQSVDCTFTRLDGSQGGFRYTYTGDKKSGQGLL 400
NTDB id 1036 TT RS04330 WP 011173286.1 TWRACLQGKAALRIQRIGNILSVASPPNATLSPSCLQAMQSGTLTLDTQSVDCTFTRLDGSRGGFRYTYTG....GQELL 396
consensus !!!!!!!!!!!!!!!!!!!*!!!!!!* !!!***!!!!! !!!!!!!!!!!!!!!!!!!!! !!!!!!!!!****!! !!

logo EVFGDVVLEGIDAVVLNRPVDYRAQSGSATKSATLAVLKLGNGNGGNLDINGNLLPDATFGLFPNHALGFLVAEGDIYQRGQHYV
NTDB id 74049 AA2Tth RS06395 WP 143585829.1 EVFGDVVLEGIDVVLNRPVDYRAQSGSTKSATLAVLKLNGNGGNLDINGNLLPDATFGLFPNHALGFLAEGDIYQRGQYV 480
NTDB id 1036 TT RS04330 WP 011173286.1 EVFGDVVLEGIDAVLNRPVDYRAQSGSAKSATLAVLKLGGNGGNLDINGNLLPDATFGLFPNHALGFVAEGDIYQRGQHV 476
consensus !!!!!!!!!!!! !!!!!!!!!!!!!! !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!*!

logo MAPLVYAGGTFRVVKDGNVLFGSVI SNQFCTTSAGNQMTQSCNAGSQKAEVVYIR IPKENRPAVLLPSLRGGKPVFQVLSYERR
NTDB id 74049 AA2Tth RS06395 WP 143585829.1 MAPLYAGGTFRVVKDNVLFGSVISNQFCTTSAGNQTQCNAGQKAEVVYIRIPKENRPVLLPSLRGGKPVFQVLSYERR 558
NTDB id 1036 TT RS04330 WP 011173286.1 MAPVYAGGTFRVVKGNVLFGSVISNQFCTTSAGNQMSCNASQKAEVVYIRIPKENRPALLPSLRGGKPVFQVLSYERR 554
consensus !!!*!!!!!!!!!! !!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!
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