
logo MKSAWIRAAVIALAGLGAFALAGSFPEEPRFQAPVNLKVSESQVKAGQTLPLDVVLEALARSVGLQPL IYRAYDPTSGDPAKTAQPP
NTDB id 93033 SNM RS03295 WP 244347033.1 MKSAWIRAAVIALAGLGAFALAGSFPEEPRFQAPVNLKVSESQVKAGQTLPLDVVLEALARSVGLQPLIYRAYDTSGDPAKAQPP 85
NTDB id 1027 TT RS05145 WP 011173436.1 MKSAWIRAAVIALAGLGAFALAGSFPEEPRFQAPVNLKVSESQVKAGQTLPLDVVLEALARSVGLQPLIYRAYDPSGDPATAQPP 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!! !!!!

logo LPNI
VKLDFQGKPFREVWDLLFATYGNQYSLDYLFLPPDVVVVAPTQVITALVDAPSRTGAMERRPYIVGI

VPE IAYKRTETDAQGQ
NTDB id 93033 SNM RS03295 WP 244347033.1 LPNIKLDFQGKPFREVWDLLFATYGNQYSLDYLFLPPDVVVVAPTQVITALVDAPSRTGAMERRPYIVGIPEIAYKRTETDAQGQ 170
NTDB id 1027 TT RS05145 WP 011173436.1 LPNVKLDFQGKPFREVWDLLFATYGNQYSLDYLFLPPDVVVVAPTQVITALVDAPSRTGAMERRPYIVGVPEIAYKRTETDAQGQ 170
consensus !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!

logo PRTVVNIDEGAKAWVQNDLLPFLSREAAGLNVNWIVVEEGGRLKAVLSVLATPEQHARFSDI LQRAGIDFRPLPALAQPKPRVEKT
NTDB id 93033 SNM RS03295 WP 244347033.1 PRTVVNIDGAKAWVQNDLLPFLSREAAGLNVNWIVVEEGGRLKAVLSVLATPEQHARFSDILQRAGIDFRPLPALAQPKPRVEKT 255
NTDB id 1027 TT RS05145 WP 011173436.1 PRTVVNIEGAKAWVQNDLLPFLSREAAGLNVNWIVVEEGGRLKAVLSVLATPEQHARFSDILQRAGIDFRPLPALAQPKPRVEKT 255
consensus !!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo YTLTYATFPDELLAFLQSRLPEAQIGSVVPTNPQRAIVLATEEDHARLSELLKTADVPKTVRRVYATLQNLTFAREAQERLKPLLEKDL
NTDB id 93033 SNM RS03295 WP 244347033.1 YTLTYATFPELLAFLQSRLPEAQISVVPTNPQRAIVLATEEDHARLSELLKTADVPKTVRRVYALQNLTFREAQERLKPLLEKDL 340
NTDB id 1027 TT RS05145 WP 011173436.1 YTLTYATFPDLLAFLQSRLPEAQIGVVPTNPQRAIVLATEEDHARLSELLKTADVPKTVRRVYTLQNLTFAEAQERLKPLLEKDL 340
consensus !!!!!!!!!*!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!! !!!!!!!!!!!!!!

logo KGARLESLPGNPKALLLEAPEAEHALFAE I LKALDVPPQAPEQAPQEATLRRLYPLHRYANAEQVAPFLAREVPGIVVQTVPGQPLVL
NTDB id 93033 SNM RS03295 WP 244347033.1 KGARLESLPGNPKALLLEAPEAEHALFAEILKALDVPPQAPEAPQEATLRRLYPLRYANAEQVAPFLAREVPGIVVQTVPGQPVL 425
NTDB id 1027 TT RS05145 WP 011173436.1 KGARLESLPGNPKALLLEAPEAEHALFAEILKALDVPPQAPQAPQEATLRRLYPLHYANAEQVAPFLAREVPGIVVQTVPGQPLL 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!*!

logo SVRGTEAKQLAREVESLLAQIDRAPPEQGPPVFQRAYQLSNAKAVELAQVLQEALKARQAQNQGQQNQAPPTREATVVADPRTNTL IV
NTDB id 93033 SNM RS03295 WP 244347033.1 SVRGTEKQLAEVESLLAQIDRAPEQGPPVFQRAYQLSNAKAVELAQVLQEALKARQAQNQGQQNQAPPTREATVVADPRTNTLIV 510
NTDB id 1027 TT RS05145 WP 011173436.1 SVRGTEAQLREVESLLAQIDRPPEQGPPVFQRAYQLSNAKAVELAQVLQEALKARQAQNQGQQNQAPPTREATVVADPRTNTLIV 510
consensus !!!!!! !! !!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TGTQEDLALVEGL IPKLDQPVPQVNSLRVR IQEVQSNLTRSLGLKWNS IAGGNVAAS I LDSGLSL I FDSTRSLAALNIMATLDALQ
NTDB id 93033 SNM RS03295 WP 244347033.1 TGTQEDLALVEGLIPKLDQPVPQVSLRVRIQEVQSNLTRSLGLKWNSIAGGNVAASILDSGLSLIFDSTRSLAALNIMATLDALQ 595
NTDB id 1027 TT RS05145 WP 011173436.1 TGTQEDLALVEGLIPKLDQPVPQVNLRVRIQEVQSNLTRSLGLKWNSIAGGNVAASILDSGLSLIFDSTRSLAALNIMATLDALQ 595
consensus !!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo QQGLSRALRDVNQTVLNNQTARLQSGETFF IRRVVNDQVERVPFDVGL IVEVTPQITADGQI LLNIKAEVSGNVQRNPVDGDVDR
NTDB id 93033 SNM RS03295 WP 244347033.1 QQGLSRALRDVNQTVLNNQTARLQSGETFFIRRVVNDQVERVPFDVGLIVEVTPQITADGQILLNIKAEVSGNVQRNPVDGDVDR 680
NTDB id 1027 TT RS05145 WP 011173436.1 QQGLSRALRDVNQTVLNNQTARLQSGETFFIRRVVNDQVERVPFDVGLIVEVTPQITADGQILLNIKAEVSGNVQRNPVDGDVDR 680
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FTKQVVTTTLRVKDGETVVLGGLTSQESNQSQQGVPLLMDIPL IGELFKQRTNESTDKELLVVITADI LEKEATASANP
NTDB id 93033 SNM RS03295 WP 244347033.1 FTKQVVTTTLRVKDGETVVLGGLTSQESNQSQQGVPLLMDIPLIGELFKQRTNESTDKELLVVITADILEETASANP 757
NTDB id 1027 TT RS05145 WP 011173436.1 FTKQVVTTTLRVKDGETVVLGGLTSQESNQSQQGVPLLMDIPLIGELFKQRTNESTDKELLVVITADILKEAASANP 757
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!!!!
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