
logo MKSAWIRAAVIALAGLGAFALAGSFPEEPRFQAPVNLKVSESQVKAGQTLPLDVVLEALARSVGLQPL IYRAYDPSGDPA
NTDB id 1115712 TTHNP4 RS01380 WP 124104239.1 MKSAWIRAAVIALAGLGAFALAGSFPEEPRFQAPVNLKVSESQVKAGQTLPLDVVLEALARSVGLQPLIYRAYDPSGDPA 80
NTDB id 1027 TT RS05145 WP 011173436.1 MKSAWIRAAVIALAGLGAFALAGSFPEEPRFQAPVNLKVSESQVKAGQTLPLDVVLEALARSVGLQPLIYRAYDPSGDPA 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

K
TAQPPLPNI

VKLDFQGKPFREVWDLLFATYGANQYGSLDYLFLPPDVVVVAPTQVITALVDAPSRTGAMERRPYI
LVGI

VPEAIAY
NTDB id 1115712 TTHNP4 RS01380 WP 124104239.1 KAQPPLPNIKLDFQGKPFREVWDLLFATYGAQYGLDYLFLPPDVVVVAPTQVITALVDAPSRTGAMERRPYLVGIPEAAY 160
NTDB id 1027 TT RS05145 WP 011173436.1 TAQPPLPNVKLDFQGKPFREVWDLLFATYGNQYSLDYLFLPPDVVVVAPTQVITALVDAPSRTGAMERRPYIVGVPEIAY 160
consensus !!!!!!!*!!!!!!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!*!! !!

logo
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QGQPVQRTVTVSVNI

VEAGAKAWVQNDLLPFLSREAAGLNVNWIVVEEGGRLKAVLSVLATPEQHARFSDI LQRAGIDFR
NTDB id 1115712 TTHNP4 RS01380 WP 124104239.1 RVAVQGQGGQVQVTSNVEAAKAWVQNDLLPFLSREAAGLNVNWIVVEEGGRLKAVLSVLATPEQHARFSDILQRAGIDFR 240
NTDB id 1027 TT RS05145 WP 011173436.1 KRTETDAQGQPRTVVNIEGAKAWVQNDLLPFLSREAAGLNVNWIVVEEGGRLKAVLSVLATPEQHARFSDILQRAGIDFR 240
consensus * !!* !*!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo PLPALAQPKPRVEKTYTLTYATFPDLLAFLQSRLPEAQIGSVVPTNPQRAIVLATEEDHARLSELLKTADVPKTVRRVYATL
NTDB id 1115712 TTHNP4 RS01380 WP 124104239.1 PLPALAQPKPRVEKTYTLTYATFPDLLAFLQSRLPEAQISVVPTNPQRAIVLATEEDHARLSELLKTADVPKTVRRVYAL 320
NTDB id 1027 TT RS05145 WP 011173436.1 PLPALAQPKPRVEKTYTLTYATFPDLLAFLQSRLPEAQIGVVPTNPQRAIVLATEEDHARLSELLKTADVPKTVRRVYTL 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !

logo QNLTFAREAQERLKPLLEKDLKGARLESLPGNPKALLLEAPEAEHALFAE I LKALDVPPQAPEQAPQEATLRRLYPLHRYANA
NTDB id 1115712 TTHNP4 RS01380 WP 124104239.1 QNLTFREAQERLKPLLEKDLKGARLESLPGNPKALLLEAPEAEHALFAEILKALDVPPQAPEAPQEATLRRLYPLRYANA 400
NTDB id 1027 TT RS05145 WP 011173436.1 QNLTFAEAQERLKPLLEKDLKGARLESLPGNPKALLLEAPEAEHALFAEILKALDVPPQAPQAPQEATLRRLYPLHYANA 400
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!*!!!!

logo EQVAPFLAREVPGIVVQTVPGQP I
LLSVRGTEARQLAREVESLLAQIDRAPPEQGPPVFQRAYQLSNAKAVELAQVLQEALKAR

NTDB id 1115712 TTHNP4 RS01380 WP 124104239.1 EQVAPFLAREVPGIVVQTVPGQPILSVRGTERQLAEVESLLAQIDRAPEQGPPVFQRAYQLSNAKAVELAQVLQEALKAR 480
NTDB id 1027 TT RS05145 WP 011173436.1 EQVAPFLAREVPGIVVQTVPGQPLLSVRGTEAQLREVESLLAQIDRPPEQGPPVFQRAYQLSNAKAVELAQVLQEALKAR 480
consensus !!!!!!!!!!!!!!!!!!!!!!!*!!!!!!! !! !!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QAQNQGQQNQAPPTREATVVADPRTNTL IVTGTQEDLALVEGL IPKLDQPVPQVNLRVR IQEVQSNLTRSLGLKWNS IAG
NTDB id 1115712 TTHNP4 RS01380 WP 124104239.1 QAQNQGQQNQAPPTREATVVADPRTNTLIVTGTQEDLALVEGLIPKLDQPVPQVNLRVRIQEVQSNLTRSLGLKWNSIAG 560
NTDB id 1027 TT RS05145 WP 011173436.1 QAQNQGQQNQAPPTREATVVADPRTNTLIVTGTQEDLALVEGLIPKLDQPVPQVNLRVRIQEVQSNLTRSLGLKWNSIAG 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo GNVAAS I LDSGLSL I FDSTRSLAALNIMATLDALQQQGLSRALRDVNQTVLNNQTARLQSGETFF IRRVVENDGNQVERVPFD
NTDB id 1115712 TTHNP4 RS01380 WP 124104239.1 GNVAASILDSGLSLIFDSTRSLAALNIMATLDALQQQGLSRALRDVNQTVLNNQTARLQSGETFFIRRVVEGNVERVPFD 640
NTDB id 1027 TT RS05145 WP 011173436.1 GNVAASILDSGLSLIFDSTRSLAALNIMATLDALQQQGLSRALRDVNQTVLNNQTARLQSGETFFIRRVVNDQVERVPFD 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!!!!!

logo

I
VGL IVEVTPQITADGQI LLNIKRAEVSGNVQRNPVDGDVDRFTKQVVTTTLRVKDGETVVLGGLTSQESNQSQQGVPLLMD

NTDB id 1115712 TTHNP4 RS01380 WP 124104239.1 IGLIVEVTPQITADGQILLNIRAEVSGNVQRNPVDGDVDRFTKQVVTTTLRVKDGETVVLGGLTSQESNQSQQGVPLLMD 720
NTDB id 1027 TT RS05145 WP 011173436.1 VGLIVEVTPQITADGQILLNIKAEVSGNVQRNPVDGDVDRFTKQVVTTTLRVKDGETVVLGGLTSQESNQSQQGVPLLMD 720
consensus *!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I PL IGELFKQRTNERSTDKELLVVITADI LKEATASANP
NTDB id 1115712 TTHNP4 RS01380 WP 124104239.1 IPLIGELFKQRTNERTDKELLVVITADILKETASANP 757
NTDB id 1027 TT RS05145 WP 011173436.1 IPLIGELFKQRTNESTDKELLVVITADILKEAASANP 757
consensus !!!!!!!!!!!!!! !!!!!!!!!!!!!!!! !!!!!
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