
logo MFSFFKRRKL IKGKQSEKATDPADALESEQADAQVQEPTAADKEVEQASESAVAQIVGNIKEDVESH
LAEPDSAVAKGHRAAEASAAVESRTPVASPAPAGHADAVEPQAVAKESPTAVAEPMVP

NTDB id 344912 EXE55 RS08580 WP 161521125.1 MFSFFKRLIGSKADDASQDA...PAADEQASAA............HAPDAAGHAAAAASRPAPAPAHDAEPAASPAAPVP 65
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVS....GAVEQVKETVAEMP 76
consensus !!!!!*! * ****!! !*************!* !*! ! * ***** !* * !**!
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NTDB id 344912 EXE55 RS08580 WP 161521125.1 AAPAPAPAAV.........PAA.PAVEVVPPPAPEPAAKKSWIARLRSGLSKTS....TSLTNVFVNTRIDDELYEELEA 131
NTDB id 1118 NGFG RS11455 WP 003696286.1 SEAGEAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELET 156
consensus ***!* !********** *** ! ***!* * *! ! !!!* !! !* **** !! !! ! **!!!!!!
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NTDB id 344912 EXE55 RS08580 WP 161521125.1 ALLMSDAGIDATEYLLGALREKVRAERLSDPLQVKAALRALLVDLLAPLEKSLMLGR.AQPLVMMIAGVNGAGKTTSIGK 210
NTDB id 1118 NGFG RS11455 WP 003696286.1 VLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGK 236
consensus !* ! !**!!!!!* *! *! ! !* ***!!* ! !!* !!!!*!*!* * ! !*!*!!*!!!!!!!!!!!
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NTDB id 344912 EXE55 RS08580 WP 161521125.1 LAKHLQRFDQSVLLAAGDTFRAAAREQLAIWGERNNVTVVQQESGDPAAVIFDAVGAARARKIDVVMADTAGRLPTQLHL 290
NTDB id 1118 NGFG RS11455 WP 003696286.1 LAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHL 316
consensus !!!* ! !!!!!!!!!!!!!!!!!! !! !!!!!!* ! *!!*!!!*!!!! !!*!! !!*!*!!!!!!!!!!!!!
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NTDB id 344912 EXE55 RS08580 WP 161521125.1 MEELRKVKRVIGKAQSDAPHEVLLVIDANTGQNALAQVKAFDDALGLTGLIVTKLDGTAKGGILAAIARQRPIPVYFIGV 370
NTDB id 1118 NGFG RS11455 WP 003696286.1 MEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGV 396
consensus !!!**!!!!!* !! * !!!!***!*!!! !!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !!*!! *!!!
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NTDB id 344912 EXE55 RS08580 WP 161521125.1 GEKVEDLQPFNAEEFADALLG 391
NTDB id 1118 NGFG RS11455 WP 003696286.1 GEGIDDLRPFDARAFVDALLD 417
consensus !! **!! !! ! ! !!!!
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