
logo MFSFFRRKKKQETPALPEEAQVQETAAKI
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V
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V
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GNIKEDSVESLAESVKGNRAVESAVVESAVETVSETVSETVEQVREAL

NTDB id 1138964 DQM57 RS08380 WP 111727510.1 MFSFFRRKKKQETPAPEEAQVQETAAKIESEVAQVIENIKEDSESLAESVKGNVESVVESAVETVSETVSETVEQVREAL 80
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVE..................... 59
consensus !!!!!!!!!!!!!!!*!!!!!!!!!!!*!!!!!!** !!!!! !!!!!!!!! !! !!*********************

logo

TETLSETVEKVEEHVEAAKEAAVETAVSEGALVEQVKETVAEMPSEAVAGEAAEERAVEVESAQAEAVKEAEAVAVEATVGSEAVEGPQVQEAVAET
NTDB id 1138964 DQM57 RS08380 WP 111727510.1 TETLSETVEKVEEHVEAAKEAAVETASEALEQVKETVAEMPSEVAEAAEEAVEQAEAVKEEAVEAVSEAVEPVQEAVAET 160
NTDB id 1118 NGFG RS11455 WP 003696286.1 ........................TVSGAVEQVKETVAEMPSEAGEAAERVESA....KEAVAETVGEAVGQVQ...... 105
consensus ************************! ! !*!!!!!!!!!!!!! *!!!! ****!! ! ! !!! *!!******

logo

PAEASVAPTATEEHKLGSWAARLKQGLATKSRDKMAKSLAGVFGGGQIDGEDLYEELETVL ITGSDMGMEATEYLMKDVRDGRVSLKG
NTDB id 1138964 DQM57 RS08380 WP 111727510.1 PAEASAPAEEHKLSWAARLKQGLTKSRDKMAKSLAGVFGGGQIDEDLYEELETVLITSDMGMEATEYLMKDVRDRVSLKG 240
NTDB id 1118 NGFG RS11455 WP 003696286.1 ..EAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLITGDMGMEATEYLMKDVRGRVSLKG 183
consensus **!! !* !!!!! !!!!!!!!! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!! !!!!!!!!!!!!!!! !!!!!!

logo LKDGNELRGALKDEALYDL IKPLEKPLVLPETKEPFVIMLAGINGAGKTTS IGKLAKYFQAQGKSVLLAAGDTFRAAAREQ
NTDB id 1138964 DQM57 RS08380 WP 111727510.1 LKDGNELRGALKDALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQ 320
NTDB id 1118 NGFG RS11455 WP 003696286.1 LKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQ 263
consensus !!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LQAWGEGRNNVTVI SQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEE IKKVKRVLQKAI
MPDGAPHE I IVVLD

NTDB id 1138964 DQM57 RS08380 WP 111727510.1 LQAWGERNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAMPDAPHEIIVVLD 400
NTDB id 1118 NGFG RS11455 WP 003696286.1 LQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHEIIVVLD 343
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !!!!!!!!!!

logo ANIGQNAVNQVKAFDDALGLTGL IVTKLDGTAKGGI LAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD
NTDB id 1138964 DQM57 RS08380 WP 111727510.1 ANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD 474
NTDB id 1118 NGFG RS11455 WP 003696286.1 ANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD 417
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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