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DVESLAESVKGRAESAVEPTVASGPAAVEPQVAKEPATAVAPESMVPPSEV

NTDB id 37075 BC1002 RS01510 WP 013088309.1 MFSFFKRFKGSKESDTAADESLAAQDGATPEAE..........AV...............EPVAP.AEPVAPAAPSVPPV 54
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEA..QVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSE 78
consensus !!!!!*! ! * ** *! *! !********** !***************!*! ** !*! * * *!*
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VFGVGGTKQIDGEDLYEELETAVL
NTDB id 37075 BC1002 RS01510 WP 013088309.1 ATT...IIEPQPEP.QDTALDSVEI.VPPPVQDAGAKRSWLTRLKSGLAKTS....SNLTGIFVGTKIDEDLYEELETAL 125
NTDB id 1118 NGFG RS11455 WP 003696286.1 AGEAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVL 158
consensus ! *** *!* *!** *! * ! * *** *! ! !!! !!!!* **** ! !*! ! ! !!!!!!!!! !
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NTDB id 37075 BC1002 RS01510 WP 013088309.1 LMSDAGVEATEFLLESLREKVRSERLTDPQQVKTALRTLLVELLKPLEKSLMLGR.AQPLVMMIAGVNGAGKTTSIGKLA 204
NTDB id 1118 NGFG RS11455 WP 003696286.1 ITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLA 238
consensus * ! !*!!!!*!* *! *! ! !** ** !!* ! *!*!!!!!*!*!* * ! !*!*!!*!!!!!!!!!!!!!
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NTDB id 37075 BC1002 RS01510 WP 013088309.1 KHLQSFHQSVLLAAGDTFRAAAREQLAVWGQRNNVTVVAQESGDPAAVIFDAVGAARARNIDVMMADTAGRLPTQLHLME 284
NTDB id 1118 NGFG RS11455 WP 003696286.1 KYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLME 318
consensus !* ! * !!!!!!!!!!!!!!!!!! !! !!!!!!* ! *!!*!!!*!!!! !!*!! !!***!!!!!!!!!!!!!!!
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NTDB id 37075 BC1002 RS01510 WP 013088309.1 ELRKVKRVIGKAQDGAPHEVLLVIDANTGQNALTQVKAFDDALGLTGLIVTKLDGTAKGGILAAIARQRPIPVYFIGVGE 364
NTDB id 1118 NGFG RS11455 WP 003696286.1 EIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGE 398
consensus !**!!!!!* !! *!!!!!***!*!!! !!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !!*!! *!!!!!
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NTDB id 37075 BC1002 RS01510 WP 013088309.1 KVDDLQPFSAEEFSDALLGG 384
NTDB id 1118 NGFG RS11455 WP 003696286.1 GIDDLRPFDARAFVDALLD. 417
consensus *!!! !! ! ! !!!! *
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X ≥ 50% conserved


