
logo MKSAWIRAAVIALAGLGAFALAGSFPEEPRFQAPVNLKVSESQVKAGQTLPLDVVLEALARSVGLQPL IYRAYDPTSGDPA
NTDB id 168671 AV541 RS03810 WP 060384270.1 MKSAWIRAAVIALAGLGAFALAGSFPEEPRFQAPVNLKVSESQVKAGQTLPLDVVLEALARSVGLQPLIYRAYDTSGDPA 80
NTDB id 1027 TT RS05145 WP 011173436.1 MKSAWIRAAVIALAGLGAFALAGSFPEEPRFQAPVNLKVSESQVKAGQTLPLDVVLEALARSVGLQPLIYRAYDPSGDPA 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!

logo

K
TAEQPPLPNVKLDFQGKPFREVWDLLFATYGNTQFYNSLDYLFLPPDVVVVAPTQVITALVDAPSRTGAMERRPYIVGVPE IAY

NTDB id 168671 AV541 RS03810 WP 060384270.1 KAEPPLPNVKLDFQGKPFREVWDLLFATYGTQFNLDYLFLPPDVVVVAPTQVITALVDAPSRTGAMERRPYIVGVPEIAY 160
NTDB id 1027 TT RS05145 WP 011173436.1 TAQPPLPNVKLDFQGKPFREVWDLLFATYGNQYSLDYLFLPPDVVVVAPTQVITALVDAPSRTGAMERRPYIVGVPEIAY 160
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KRTETDAQGQPTRTVVNI EGAKAWVQNDLLPFLSREAAGLNVNWIVVEEGGRLKAVLSVLATPEQHARFSDI LQRAGIDFR
NTDB id 168671 AV541 RS03810 WP 060384270.1 KRTETDAQGQTRTVVNIEGAKAWVQNDLLPFLSREAAGLNVNWIVVEEGGRLKAVLSVLATPEQHARFSDILQRAGIDFR 240
NTDB id 1027 TT RS05145 WP 011173436.1 KRTETDAQGQPRTVVNIEGAKAWVQNDLLPFLSREAAGLNVNWIVVEEGGRLKAVLSVLATPEQHARFSDILQRAGIDFR 240
consensus !!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo PLPALAQPKPRVEKTYTLTYATFPDELLAFLQSRLPEAQIGSVVPTNPQRAIVLATEEDHARLASELLKTADVPKTVRRVYATL
NTDB id 168671 AV541 RS03810 WP 060384270.1 PLPALAQPKPRVEKTYTLTYATFPELLAFLQSRLPEAQISVVPTNPQRAIVLATEEDHARLAELLKTADVPKTVRRVYAL 320
NTDB id 1027 TT RS05145 WP 011173436.1 PLPALAQPKPRVEKTYTLTYATFPDLLAFLQSRLPEAQIGVVPTNPQRAIVLATEEDHARLSELLKTADVPKTVRRVYTL 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!! !

logo QNLTFAREAQERLKPLLEKDLKGARLESLPGNPKALLLEAPEAEHALFAE I LKALDVPPQAPQAPQEATLRRLYPLHRYANA
NTDB id 168671 AV541 RS03810 WP 060384270.1 QNLTFREAQERLKPLLEKDLKGARLESLPGNPKALLLEAPEAEHALFAEILKALDVPPQAPQAPQEATLRRLYPLRYANA 400
NTDB id 1027 TT RS05145 WP 011173436.1 QNLTFAEAQERLKPLLEKDLKGARLESLPGNPKALLLEAPEAEHALFAEILKALDVPPQAPQAPQEATLRRLYPLHYANA 400
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!

logo EQVAPFLAREVPGIVVQTVPGQPLVLSVRGTEAKQLAREVESLLAQIDRAPPEQGPPVFQRAYQLSNAKAVELAQVLQEALKAR
NTDB id 168671 AV541 RS03810 WP 060384270.1 EQVAPFLAREVPGIVVQTVPGQPVLSVRGTEKQLAEVESLLAQIDRAPEQGPPVFQRAYQLSNAKAVELAQVLQEALKAR 480
NTDB id 1027 TT RS05145 WP 011173436.1 EQVAPFLAREVPGIVVQTVPGQPLLSVRGTEAQLREVESLLAQIDRPPEQGPPVFQRAYQLSNAKAVELAQVLQEALKAR 480
consensus !!!!!!!!!!!!!!!!!!!!!!!*!!!!!!! !! !!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QAQNQGQQNQAPPTREATVVADPRTNTL IVTGTQEDLALVEGL IPKLDQPVPQVNSLRVR IQEVQSNLTRSLGLKWNS IAG
NTDB id 168671 AV541 RS03810 WP 060384270.1 QAQNQGQQNQAPPTREATVVADPRTNTLIVTGTQEDLALVEGLIPKLDQPVPQVSLRVRIQEVQSNLTRSLGLKWNSIAG 560
NTDB id 1027 TT RS05145 WP 011173436.1 QAQNQGQQNQAPPTREATVVADPRTNTLIVTGTQEDLALVEGLIPKLDQPVPQVNLRVRIQEVQSNLTRSLGLKWNSIAG 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!



logo GNAVAAS I LDSGLSL I FDSTRSLAALNIMATLDALQQQGLSRALRDVNQTVLNNQTARLQSGETFF IRRVVNDQVERVPFD
NTDB id 168671 AV541 RS03810 WP 060384270.1 GNAAASILDSGLSLIFDSTRSLAALNIMATLDALQQQGLSRALRDVNQTVLNNQTARLQSGETFFIRRVVNDQVERVPFD 640
NTDB id 1027 TT RS05145 WP 011173436.1 GNVAASILDSGLSLIFDSTRSLAALNIMATLDALQQQGLSRALRDVNQTVLNNQTARLQSGETFFIRRVVNDQVERVPFD 640
consensus !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VGL IVEVTPQITADGQI LLNIKAEVSGNVQRNPVDGDVDRFTKQVVTTTLRVKRDGETVVLGGLTSQESNQSQQGVPLLMD
NTDB id 168671 AV541 RS03810 WP 060384270.1 VGLIVEVTPQITADGQILLNIKAEVSGNVQRNPVDGDVDRFTKQVVTTTLRVRDGETVVLGGLTSQESNQSQQGVPLLMD 720
NTDB id 1027 TT RS05145 WP 011173436.1 VGLIVEVTPQITADGQILLNIKAEVSGNVQRNPVDGDVDRFTKQVVTTTLRVKDGETVVLGGLTSQESNQSQQGVPLLMD 720
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I PL IGELFKQRTNERSTDKELLVVITADI LEKEATASANP
NTDB id 168671 AV541 RS03810 WP 060384270.1 IPLIGELFKQRTNERTDKELLVVITADILEETASANP 757
NTDB id 1027 TT RS05145 WP 011173436.1 IPLIGELFKQRTNESTDKELLVVITADILKEAASANP 757
consensus !!!!!!!!!!!!!! !!!!!!!!!!!!!! ! !!!!!
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