
logo MKSAWIRAAVIALAGLGAFAGLAGSFPEEPRFQAPVNLKVSESQVKAGQTLPLDVVLEALARSVGLQPL IYRAYDPTSGDPA
NTDB id 90164 TthTMY RS02920 WP 096412261.1 MKSAWIRAAVIALAGLGAFGLAGSFPEEPRFQAPVNLKVSESQVKAGQTLPLDVVLEALARSVGLQPLIYRAYDTSGDPA 80
NTDB id 1027 TT RS05145 WP 011173436.1 MKSAWIRAAVIALAGLGAFALAGSFPEEPRFQAPVNLKVSESQVKAGQTLPLDVVLEALARSVGLQPLIYRAYDPSGDPA 80
consensus !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!

logo

K
TAQPPLPNI

VKLDFQGKPFREVWDLLFATYGNVQYGSLDYLFLPPDVVVVAPTQVITALVDAPSRATGATMTERRPYIVGI
VPE IAY

NTDB id 90164 TthTMY RS02920 WP 096412261.1 KAQPPLPNIKLDFQGKPFREVWDLLFATYGVQYGLDYLFLPPDVVVVAPTQVITALVDAPSRAGTTERRPYIVGIPEIAY 160
NTDB id 1027 TT RS05145 WP 011173436.1 TAQPPLPNVKLDFQGKPFREVWDLLFATYGNQYSLDYLFLPPDVVVVAPTQVITALVDAPSRTGAMERRPYIVGVPEIAY 160
consensus !!!!!!!*!!!!!!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!!!!!!!*!!!!!

logo

E
KRTETDAQGQPTRTVVNI EGAKATWVQNDLLPFLSREAAGLNAVNWIVVEEGGRLKAVLSVLATPEQHARFASDI LQRAGIDFR

NTDB id 90164 TthTMY RS02920 WP 096412261.1 ERTETDAQGQTRTVVNIEGAKTWVQNDLLPFLSREAAGLNANWIVVEEGGRLKAVLSVLATPEQHARFADILQRAGIDFR 240
NTDB id 1027 TT RS05145 WP 011173436.1 KRTETDAQGQPRTVVNIEGAKAWVQNDLLPFLSREAAGLNVNWIVVEEGGRLKAVLSVLATPEQHARFSDILQRAGIDFR 240
consensus !!!!!!!!!*!!!!!!!!!! !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!

logo PLPALAQPKPRVEKRTYTLTYATFPDLLAFLQSRLPEAQIGSVVPTNPQRAIVLATEEDHARLSELLKATADVPKTVRKRVYATL
NTDB id 90164 TthTMY RS02920 WP 096412261.1 PLPALAQPKPRVERTYTLTYATFPDLLAFLQSRLPEAQISVVPTNPQRAIVLATEEDHARLSELLKAADVPKTVRKVYAL 320
NTDB id 1027 TT RS05145 WP 011173436.1 PLPALAQPKPRVEKTYTLTYATFPDLLAFLQSRLPEAQIGVVPTNPQRAIVLATEEDHARLSELLKTADVPKTVRRVYTL 320
consensus !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!*!! !

logo QNLTFAREAQERLKPLLEKDELKGARLEGSLPGNPKALLLEAPEAEHALFAE I LKALDVPPQAPEQAPQEATLRRLYPLHRYANA
NTDB id 90164 TthTMY RS02920 WP 096412261.1 QNLTFREAQERLKPLLEKELKGARLEGLPGNPKALLLEAPEAEHALFAEILKALDVPPQAPEAPQEATLRRLYPLRYANA 400
NTDB id 1027 TT RS05145 WP 011173436.1 QNLTFAEAQERLKPLLEKDLKGARLESLPGNPKALLLEAPEAEHALFAEILKALDVPPQAPQAPQEATLRRLYPLHYANA 400
consensus !!!!! !!!!!!!!!!!!*!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!*!!!!

logo EQVAPFLAREVPGIVVQTVPGQPLVLSVRGTEAKQLAREVESLLAQIDRAPPEQGPPVFQRAYQLSNAKAVELAQVLQEALKAR
NTDB id 90164 TthTMY RS02920 WP 096412261.1 EQVAPFLAREVPGIVVQTVPGQPVLSVRGTEKQLAEVESLLAQIDRAPEQGPPVFQRAYQLSNAKAVELAQVLQEALKAR 480
NTDB id 1027 TT RS05145 WP 011173436.1 EQVAPFLAREVPGIVVQTVPGQPLLSVRGTEAQLREVESLLAQIDRPPEQGPPVFQRAYQLSNAKAVELAQVLQEALKAR 480
consensus !!!!!!!!!!!!!!!!!!!!!!!*!!!!!!! !! !!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QAQNQGQQNQALPPTREATVVADPRTNTL IVTGTQEDLALVEGL IPKRLDQAPVPQVNLRVR IQEVQSNLTRNSLGLKWNSTI
VAG

NTDB id 90164 TthTMY RS02920 WP 096412261.1 QAQNQGQQNQALPTREATVVADPRTNTLIVTGTQEDLALVEGLIPRLDQAVPQVNLRVRIQEVQSNLTRNLGLKWNTVAG 560
NTDB id 1027 TT RS05145 WP 011173436.1 QAQNQGQQNQAPPTREATVVADPRTNTLIVTGTQEDLALVEGLIPKLDQPVPQVNLRVRIQEVQSNLTRSLGLKWNSIAG 560
consensus !!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!*!!!!!!!!!!!!!!!!!!! !!!!!!**!!



logo GNVAVAS IVLDSGLSL I FDSTRSLAALNI LMATLDEALQQRQGLSRALRDVNQTVLNNQTARLQSGETFFL IRRVVGNDQRVERVPFD
NTDB id 90164 TthTMY RS02920 WP 096412261.1 GNVVASVLDSGLSLIFDSTRSLAALNILATLEALQRQGLSRALRDVNQTVLNNQTARLQSGETFLIRRVVGDRVERVPFD 640
NTDB id 1027 TT RS05145 WP 011173436.1 GNVAASILDSGLSLIFDSTRSLAALNIMATLDALQQQGLSRALRDVNQTVLNNQTARLQSGETFFIRRVVNDQVERVPFD 640
consensus !!! !!*!!!!!!!!!!!!!!!!!!!!*!!!*!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! ! !!!!!!!

logo

I
VG I

L IVEVTPQITADGQI LLNIKAEVSGNVQRNPVDGDVDRFTKQVVTTTLRVKRDGETVVLGGLTSQENSNQSTQQGVPLLMD
NTDB id 90164 TthTMY RS02920 WP 096412261.1 IGIIVEVTPQITADGQILLNIKAEVSGNVQRNPVDGDVDRFTKQVVTTTLRVRDGETVVLGGLTSQENNQTQQGVPLLMD 720
NTDB id 1027 TT RS05145 WP 011173436.1 VGLIVEVTPQITADGQILLNIKAEVSGNVQRNPVDGDVDRFTKQVVTTTLRVKDGETVVLGGLTSQESNQSQQGVPLLMD 720
consensus *!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!! !!*!!!!!!!!!

logo I PL IGELFKQRTNESTTDKRELLVVITADI LKEATASANP
NTDB id 90164 TthTMY RS02920 WP 096412261.1 IPLIGELFKQRTNETTDRELLVVITADILKETASANP 757
NTDB id 1027 TT RS05145 WP 011173436.1 IPLIGELFKQRTNESTDKELLVVITADILKEAASANP 757
consensus !!!!!!!!!!!!!!*!!*!!!!!!!!!!!!! !!!!!
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X ≥ 50% conserved


