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NTDB id 1118792 EL064 RS01635 WP 115703490.1 MIKWFKRSH...............................................................TPTSSEAD 17
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAG 80
consensus ! *!*! **************************************************************** * *!!!

logo EASAQEHKREVESAKEALLVAPETVGEAQVAGPQVKQEAVEVAQETQTEEPHVKELGFWAFARFLKRKQGSLASKSTRDHKQLMAGDKGS ILAGGRLLVFLGGKGKEQIGSEQDLLYDEELETLVL I
NTDB id 1118792 EL064 RS01635 WP 115703490.1 ESQHKE....ELLP......QAPVKEVEQEQEPVKEGFFARFRKSLSKTRHQLGDGIGRLLLGKKEISQDLLDELETLLI 87
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAG.VFGGGQIGEDLYEELETVLI 159
consensus ! ** ****! ******** **! ! !**! !* !! * ! !*!* ** ** ** ! ! !! *!!!!*!!
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NTDB id 1118792 EL064 RS01635 WP 115703490.1 SADLGIETTQMVLKQLAEGLARKQLSDGDAVYDALKSHLQAILNQKKQLLTLETEDHSPFVILMVGVNGAGKTTTIGKLA 167
NTDB id 1118 NGFG RS11455 WP 003696286.1 TGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLV.LPETKEPFVIMLAGINGAGKTTSIGKLA 238
consensus **!*!*! ! **! * * ! ! !! * !!! *! ** * *! * *! * !!!!** !*!!!!!!!*!!!!!
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NTDB id 1118792 EL064 RS01635 WP 115703490.1 KQFQQQGKKVMLAAGDTFRAAAVEQLLVWGERNDIPVIAQHTGADSASVIFDALQAAKARKIDVLIADTAGRLHTQSNLM 247
NTDB id 1118 NGFG RS11455 WP 003696286.1 KYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTG.DSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLM 317
consensus ! !! !!! !*!!!!!!!!!!! !!! !! !! **!! !*!!*!!! !*!!!*!!!!!! !!***!!!!!!! !! *!!
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NTDB id 1118792 EL064 RS01635 WP 115703490.1 EELKKVKRVLQKLCPEAPHETMLILDATIGQNALVQAKQFNEAVGLTGITMTKLDGTAKGGILFAIANELGIPFRYIGIG 327
NTDB id 1118 NGFG RS11455 WP 003696286.1 EEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVG 397
consensus !!*!!!!!!!!! *! !!!! ***!!! !!!!!* ! ! ! *!*!!!!* *!!!!!!!!!!!! !*! * **! !!!!*!

logo EGIDEDLQRPFDAARAQFVDGALFLDNDHI
NTDB id 1118792 EL064 RS01635 WP 115703490.1 EGIEDLQPFDAAQFVGALFNDHI 350
NTDB id 1118 NGFG RS11455 WP 003696286.1 EGIDDLRPFDARAFVDALLD... 417
consensus !!!*!! !!!! !! !! ***
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X ≥ 50% conserved


