
logo MNAKGIALVATLALMVVIALLVFGTFFTTQI ELWTTRNDTTSVQAFYAAEAGLQKYKAALFQQYVWREQRGGTGGGGGCF
NTDB id 74170 TthHC11 RS06580 WP 143591261.1 MNAKGIALVATLALMVVIALLVFGTFFTTQIELWTTRNDTTSVQAFYAAEAGLQKYKAALFQQYVWREQRGGTGGGGGCF 80
NTDB id 1036 TT RS04330 WP 011173286.1 MNAKGIALVATLALMVVIALLVFGTFFTTQIELWTTRNDTTSVQAFYAAEAGLQKYKAALFQQYVWREQRGGTGGGGGCF 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TSLARGLDLDRDGTITPFVNNRLVLAQNEVVTDANGNPVGRYTAVTLYKDAQDDGQLFTLVSEGTSGGAKARVQATFR I SNST
NTDB id 74170 TthHC11 RS06580 WP 143591261.1 TSLARGLDLDRDGTITPFVNNRLVLAQNEVVTDANGNPVGRYTVTLYKDAQDGQLFTLVSEGTSGGAKARVQATFRISNT 160
NTDB id 1036 TT RS04330 WP 011173286.1 TSLARGLDLDRDGTITPFVNNRLVLAQNEVVTDANGNPVGRYTATLYKDAQDDQLFTLVSEGTSGGAKARVQATFRISNS 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!*

logo

D
GYLEQAI FAGATGQANKWLNGGATIRGGVYVVGNSPNDPDQYVI EANGNFALYNRWYDLTTYSEVATNRVEPSYRQVQDLCASL

NTDB id 74170 TthHC11 RS06580 WP 143591261.1 GYLEQAIFAGTGQANKWLNGGATIRGGVYVVGSPNDPDQYVIEANGNFALYNWYDLTTYSEVANRVEPSYRQVQDLCASL 240
NTDB id 1036 TT RS04330 WP 011173286.1 DYLEQAIFAGAGQANKWLNGGATIRGGVYVVGNPNDPDQYVIEANGNFALYNRYDLTTYSEVTNRVEPSYRQVQDLCASL 240
consensus !!!!!!!!! !!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!!!!!!!! !!!!!!!!!!!!!!!!!

logo RVQYGKI SVGGSTQIGEPNNKVKGVFVGRGAQDITGEQNVDGVCQRNNKGVCTEAMGGFDLSDPPPFP I
TLDAKLDSDACSAYP

NTDB id 74170 TthHC11 RS06580 WP 143591261.1 RVQYGKISVGGSTQIGEPNNKVKGVFVGRGAQDITGQNVDVCQNNKGVCTEAMGGFDLSDPPPFPILDAKLDSDACSAYP 320
NTDB id 1036 TT RS04330 WP 011173286.1 RVQYGKISVGGSTQIGEPNNKVKGVFVGRGAQDITGENVGVCRNNKGVCTEAMGGFDLSDPPPFPTLDAKLDSDACSAYP 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !! !! !!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!

logo TWRACLQGTKAALR IQR I
RGNI

VLSVASPLPDNAVTLPSPSCLQAMQRSGTLTLDTQNSVDCTFTRLDGSRGGFRYTYTGGQEGLLEVFG
NTDB id 74170 TthHC11 RS06580 WP 143591261.1 TWRACLQTKAALRIQRRGNVLSVASPLDVTLPPSCLQAMRSGTLTLDTQNVDCTFTRLDGSRGGFRYTYTGGQGLLEVFG 400
NTDB id 1036 TT RS04330 WP 011173286.1 TWRACLQGKAALRIQRIGNILSVASPPNATLSPSCLQAMQSGTLTLDTQSVDCTFTRLDGSRGGFRYTYTGGQELLEVFG 400
consensus !!!!!!! !!!!!!!! !!*!!!!!!* !!*!!!!!!! !!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!! !!!!!!

logo DVVLEGIDAVVLNRPVDYRAQSGSAKSATLAVLKLGGNGGNLDINGNLLPDATFGLFPNHALGFLVAEGDAIYQRGQHYVMAPLV
NTDB id 74170 TthHC11 RS06580 WP 143591261.1 DVVLEGIDVVLNRPVDYRAQSGSAKSATLAVLKLGGNGGNLDINGNLLPDATFGLFPNHALGLVAEGDAYQRGQYVMAPL 480
NTDB id 1036 TT RS04330 WP 011173286.1 DVVLEGIDAVLNRPVDYRAQSGSAKSATLAVLKLGGNGGNLDINGNLLPDATFGLFPNHALGFVAEGDIYQRGQHVMAPV 480
consensus !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! !!!!!*!!!!*

logo YAGGTFRVVKGNVLFGSVI SNQFCTTSAGNQMSCNAGSQKAEVVYIR IPKENRPALLPSLRGGKPVFQVLSYERR
NTDB id 74170 TthHC11 RS06580 WP 143591261.1 YAGGTFRVVKGNVLFGSVISNQFCTTSAGNQMSCNAGQKAEVVYIRIPKENRPALLPSLRGGKPVFQVLSYERR 554
NTDB id 1036 TT RS04330 WP 011173286.1 YAGGTFRVVKGNVLFGSVISNQFCTTSAGNQMSCNASQKAEVVYIRIPKENRPALLPSLRGGKPVFQVLSYERR 554
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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