
logo MNARKGIALVATLALMVVIALLVFGTFFTTQI ELWTTRNDTTSVQAFYAAEAGLQKYKAALFQQYVWREQQRGGTGGGGSGCFTSLAR
NTDB id 89534 LDO80 RS06750 WP 223965554.1 MNRKGIALVATLALMVVIALLVFGTFFTTQIELWTTRNDTTSVQAFYAAEAGLQKYKAALFQQYVWREQQGGTGGGSGCFTSLAR 85
NTDB id 1036 TT RS04330 WP 011173286.1 MNAKGIALVATLALMVVIALLVFGTFFTTQIELWTTRNDTTSVQAFYAAEAGLQKYKAALFQQYVWREQRGGTGGGGGCFTSLAR 85
consensus !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!! !!!!!!!!

logo GLDLDRDGTI
LTPFVNNRLVLAQDNEVVTDANGNPVGRYTAVTLYKDAEQDDGQLFTLVSEGTSGGAKARVQATFR I SNSTDGYLEQAI FAG

NTDB id 89534 LDO80 RS06750 WP 223965554.1 GLDLDRDGTLTPFVNNRLVLAQDEVVTDANGNPVGRYTVTLYKDAEDGQLFTLVSEGTSGGAKARVQATFRISNTGYLEQAIFAG 170
NTDB id 1036 TT RS04330 WP 011173286.1 GLDLDRDGTITPFVNNRLVLAQNEVVTDANGNPVGRYTATLYKDAQDDQLFTLVSEGTSGGAKARVQATFRISNSDYLEQAIFAG 170
consensus !!!!!!!!!*!!!!!!!!!!!! !!!!!!!!!!!!!!! !!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!* !!!!!!!!!

logo AGQANKWLNGGATIRGGVYVVGNSPNDPDQYVI EANGNFALYNRWYDLTTYSEVTNRVEPSYQRQRAVQDLCASLRVQYGKI SVGGSTQI
NTDB id 89534 LDO80 RS06750 WP 223965554.1 AGQANKWLNGGATIRGGVYVVGSPNDPDQYVIEANGNFALYNWYDLTTYSEVTNRVEPSYQRAQDLCASLRVQYGKISVGGSTQI 255
NTDB id 1036 TT RS04330 WP 011173286.1 AGQANKWLNGGATIRGGVYVVGNPNDPDQYVIEANGNFALYNRYDLTTYSEVTNRVEPSYRQVQDLCASLRVQYGKISVGGSTQI 255
consensus !!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo GEPNNKVKGVFVGRGAQDITGENVGVCQRNNKGVCTEAMGGFDLSDPPPFPTLDAKLDSDACSAYPTWRACLQGKAALR IQR IGNI
V

NTDB id 89534 LDO80 RS06750 WP 223965554.1 GEPNNKVKGVFVGRGAQDITGENVGVCQNNKGVCTEAMGGFDLSDPPPFPTLDAKLDSDACSAYPTWRACLQGKAALRIQRIGNV 340
NTDB id 1036 TT RS04330 WP 011173286.1 GEPNNKVKGVFVGRGAQDITGENVGVCRNNKGVCTEAMGGFDLSDPPPFPTLDAKLDSDACSAYPTWRACLQGKAALRIQRIGNI 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*

logo LSVASPPSDNATLPSPSSCLQAMEQSGTLTLDTQSVDCTFTHRLDGSRGGFRYTYTGDKKSGQEGLLEVFGDVVLEGIDAVVLNRPVDYRAQS
NTDB id 89534 LDO80 RS06750 WP 223965554.1 LSVASPSDATLPSSCLQAMESGTLTLDTQSVDCTFTHLDGSRGGFRYTYTGDKKSGQGLLEVFGDVVLEGIDVVLNRPVDYRAQS 425
NTDB id 1036 TT RS04330 WP 011173286.1 LSVASPPNATLSPSCLQAMQSGTLTLDTQSVDCTFTRLDGSRGGFRYTYTG....GQELLEVFGDVVLEGIDAVLNRPVDYRAQS 421
consensus !!!!!!* !!!**!!!!!! !!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!****!! !!!!!!!!!!!!!! !!!!!!!!!!!!

logo GSATKSATLAVLKLGSGKNGGNLDINGNLLPDATFGLFPNHALGFLLVAEGDIYQRGQHYVMAPLVYAGGTFRVVKDGNVLFGSVI SNQFCTT
NTDB id 89534 LDO80 RS06750 WP 223965554.1 GSTKSATLAVLKLSGKGGNLDINGNLLPDATFGLFPNHALGLLAEGDIYQRGQYVMAPLYAGGTFRVVKDNVLFGSVISNQFCTT 510
NTDB id 1036 TT RS04330 WP 011173286.1 GSAKSATLAVLKLGGNGGNLDINGNLLPDATFGLFPNHALGFVAEGDIYQRGQHVMAPVYAGGTFRVVKGNVLFGSVISNQFCTT 506
consensus !! !!!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!! *!!!!!!!!!!*!!!!*!!!!!!!!!! !!!!!!!!!!!!!!!

logo SAGNQMTQSCNAGSQKAEVVYIR IPKENRPAVLLPSLRGGKPVFQVLSYERR
NTDB id 89534 LDO80 RS06750 WP 223965554.1 SAGNQTQCNAGQKAEVVYIRIPKENRPVLLPSLRGGKPVFQVLSYERR 558
NTDB id 1036 TT RS04330 WP 011173286.1 SAGNQMSCNASQKAEVVYIRIPKENRPALLPSLRGGKPVFQVLSYERR 554
consensus !!!!! !!! !!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!
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