
logo MFSFFKRRKL IKGKQSEKATDPADALESEQADAQVQEPTAADKEVEQASESAVAHQIVGNIKEDVESLAEPDSAVAKGHRAAEASAAVESRTPVASPAPAGHADTVEPQTVAKESPTAVAEPMVP
NTDB id 412588 GQR88 RS10980 WP 100555697.1 MFSFFKRLIGSKADDASQDA...PAADEQASAAH............APDAAGHAAAAASRPAPAPAHDTEPTASPAAPVP 65
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVS....GAVEQVKETVAEMP 76
consensus !!!!!*! * ****!! !*************!* !*! ! * ***** !* * !**!
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NTDB id 412588 GQR88 RS10980 WP 100555697.1 AAPAPAAAP...APAAV...PAAPAVEVVPPPAPEPAAKKSWIARLRSGLSKTS....TSLTNVFVNTRIDDELYEELEA 135
NTDB id 1118 NGFG RS11455 WP 003696286.1 SEAGEAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELET 156
consensus ***!! ****!* !!***** * ! ***!* * *! ! !!!* !! !* **** !! !! ! **!!!!!!
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NTDB id 412588 GQR88 RS10980 WP 100555697.1 ALLMSDAGIDATEYLLGALREKVRAERLSDPLQVKAALRALLVDLLAPLEKSLMLGR.AQPLVMMIAGVNGAGKTTSIGK 214
NTDB id 1118 NGFG RS11455 WP 003696286.1 VLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGK 236
consensus !* ! !**!!!!!* *! *! ! !* ***!!* ! !!* !!!!*!*!* * ! !*!*!!*!!!!!!!!!!!
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VVLMADTAGRLPTQLHL
NTDB id 412588 GQR88 RS10980 WP 100555697.1 LAKHLQRFDQSVLLAAGDTFRAAAREQLAIWGERNNVTVVQQESGDPAAVIFDAVGAARARKIDVVMADTAGRLPTQLHL 294
NTDB id 1118 NGFG RS11455 WP 003696286.1 LAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHL 316
consensus !!!* ! !!!!!!!!!!!!!!!!!! !! !!!!!!* ! *!!*!!!*!!!! !!*!! !!*!*!!!!!!!!!!!!!
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NTDB id 412588 GQR88 RS10980 WP 100555697.1 MEELRKVKRVIGKAQSDAPHEVLLVIDANTGQNALAQVKAFDDALGLTGLIVTKLDGTAKGGILAAIARQRPIPVYFIGV 374
NTDB id 1118 NGFG RS11455 WP 003696286.1 MEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGV 396
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NTDB id 412588 GQR88 RS10980 WP 100555697.1 GEKVEDLQPFNAEEFADALLG 395
NTDB id 1118 NGFG RS11455 WP 003696286.1 GEGIDDLRPFDARAFVDALLD 417
consensus !! **!! !! ! ! !!!!
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