
logo MNARKGIALVATLALMVVIALLVFGTFFTTQI ELWTTRNDTTSVQAFYAAEAGLQKYKAALFQQYVWREQQRDGGRTGGGGSGCF
NTDB id 49121 TTJL18 RS04145 WP 014629426.1 MNRKGIALVATLALMVVIALLVFGTFFTTQIELWTTRNDTTSVQAFYAAEAGLQKYKAALFQQYVWREQQDRTGGGSGCF 80
NTDB id 1036 TT RS04330 WP 011173286.1 MNAKGIALVATLALMVVIALLVFGTFFTTQIELWTTRNDTTSVQAFYAAEAGLQKYKAALFQQYVWREQRGGTGGGGGCF 80
consensus !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!! !!!

logo TSLARTGLDLDRDGTI
LTPFVNNRLVLAQGNEVVTDANGNPVGRYTAVTLYKDAEQDDSQLFTLVSEGTSGGAKARVQATFR I SNS

NTDB id 49121 TTJL18 RS04145 WP 014629426.1 TSLATGLDLDRDGTLTPFVNNRLVLAQGEVVTDANGNPVGRYTVTLYKDAEDSQLFTLVSEGTSGGAKARVQATFRISNS 160
NTDB id 1036 TT RS04330 WP 011173286.1 TSLARGLDLDRDGTITPFVNNRLVLAQNEVVTDANGNPVGRYTATLYKDAQDDQLFTLVSEGTSGGAKARVQATFRISNS 160
consensus !!!! !!!!!!!!!*!!!!!!!!!!!! !!!!!!!!!!!!!!! !!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DYLEQAI FAGAGQANKWLNGGAI
TIRGGLVYVVGNPDNDNPDQTYVI EANGNFALYNRWYDLGTDTYASESVSTNRVEPASYQRQRAVDQDLCASL

NTDB id 49121 TTJL18 RS04145 WP 014629426.1 DYLEQAIFAGAGQANKWLNGGAIIRGGLYVVGNPDNPDQTVIEANGNFALYNWYDLGDYASVSNRVEPAYQRADDLCASL 240
NTDB id 1036 TT RS04330 WP 011173286.1 DYLEQAIFAGAGQANKWLNGGATIRGGVYVVGNPNDPDQYVIEANGNFALYNRYDLTTYSEVTNRVEPSYRQVQDLCASL 240
consensus !!!!!!!!!!!!!!!!!!!!!! !!!!*!!!!!! !!! !!!!!!!!!!!! !!! ! !*!!!!! ! !!!!!!

logo RVQYGKI SVGGSTQIGEPENNKRVKGVFVGRGATQDITGEQNVGVCQRNNKGVCTEAMGGFDLSDPPPFPTLDAKLDSDEACQSANYP
NTDB id 49121 TTJL18 RS04145 WP 014629426.1 RVQYGKISVGGSTQIGEPENRVKGVFVGRGTQDITGQNVGVCQNNKGVCTEAMGGFDLSDPPPFPTLDAKLDSEACQNYP 320
NTDB id 1036 TT RS04330 WP 011173286.1 RVQYGKISVGGSTQIGEPNNKVKGVFVGRGAQDITGENVGVCRNNKGVCTEAMGGFDLSDPPPFPTLDAKLDSDACSAYP 320
consensus !!!!!!!!!!!!!!!!!! !*!!!!!!!!! !!!!! !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! !!

logo TWRACLQRDGKRAGALR IQRRWDIGDNEI LVRS IVAQSPPQDNAQETLKSPNSCLNQAVLMQGVLENGGNRNKGNRGQDSGTVLTVLDQTQSTVDCTFTRLPDGSKRGGF
NTDB id 49121 TTJL18 RS04145 WP 014629426.1 TWRACLRDRGALRIRWDGDEVRIAQPQDQELK.NCLNVLQGVLENGGNRNKGNRGDGVLVLDQQTVDCTFTRPDGSKGGF 399
NTDB id 1036 TT RS04330 WP 011173286.1 TWRACLQGKAALRIQRIGNILSVASPPNATLSPSCLQAM...............QSGTLTLDTQSVDCTFTRLDGSRGGF 385
consensus !!!!!! **!!!! ! * *! !* ! * !!* **************** ! ! !! !*!!!!!!!*!!!*!!!

logo

K
RYTYTGGKKSGQEGLLEVFYGDVVLEGIDNAVVLNQRPTVDEYRAQSGSAKSATLAVLAKLYGGMNGGNLMDINGNLLPDATI

T
F
HGLFPNSHAL

NTDB id 49121 TTJL18 RS04145 WP 014629426.1 KYTYTGGKKSGQGLLEVYGDVVLEGINVVLNQPTEYRAQSGSAKSATLAVLAYGGMGGNMDINGNLLPDTIHGLFPSHAL 479
NTDB id 1036 TT RS04330 WP 011173286.1 RYTYTGG....QELLEVFGDVVLEGIDAVLNRPVDYRAQSGSAKSATLAVLKLGGNGGNLDINGNLLPDATFGLFPNHAL 461
consensus *!!!!!!****! !!!!*!!!!!!!! !!! ! *!!!!!!!!!!!!!!!! !! !!!*!!!!!!!!! *!!!! !!!

logo GFL IVAEGDNIYQRGQHYVMAPVYAGGATFRVVKDGNVLFGSVI SNEQFCTTSAGDNKQMTDSCNAGSQKAEVVYIR IPKENRPAVLLPSLRG
NTDB id 49121 TTJL18 RS04145 WP 014629426.1 GLIAEGNIYQRGQYVMAPVYAGGAFRVVKDNVLFGSVISNEFCTTSAGDKTDCNAGQKAEVVYIRIPKENRPVLLPSLRG 559
NTDB id 1036 TT RS04330 WP 011173286.1 GFVAEGDIYQRGQHVMAPVYAGGTFRVVKGNVLFGSVISNQFCTTSAGNQMSCNASQKAEVVYIRIPKENRPALLPSLRG 541
consensus ! *!!! !!!!!!*!!!!!!!!! !!!!! !!!!!!!!!! !!!!!!! !!! !!!!!!!!!!!!!!!! !!!!!!!



logo GKPVFQVLSYERR
NTDB id 49121 TTJL18 RS04145 WP 014629426.1 GKPVFQVLSYERR 572
NTDB id 1036 TT RS04330 WP 011173286.1 GKPVFQVLSYERR 554
consensus !!!!!!!!!!!!!
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