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NTDB id 1170523 ACMFWW RS01560 WP 413212972.1 MFSFFKRFRGSKAAEGTPVDAQADVSAEVQSEPAQQPADVAETRPPQEAAARVTPAAAPVAAPAPVPSARQPEAAPPQQR 80
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQV.QETAAKVESEVAQIVGNIKEDVES.........LAESVKG.......R........AE 55
consensus !!!!!*! * * * * * ! ! !!*!! ** * ! *********** ! *! ********!********
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NTDB id 1170523 ACMFWW RS01560 WP 413212972.1 PAVDIPAPAPAPTPAPPAVTPPTVAAPPVATAPAAMPAPAPTQAAAQQATASAAQSSQADDESVETVEIVPPPAPEPEAK 160
NTDB id 1118 NGFG RS11455 WP 003696286.1 SAVET................VSGAVEQVKETVAEMPSEAGEAA..ERVE..SAKEAVAETVGEAVGQVQEAVATTEEHK 115
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VFGVAGGTKQIDGEDELYEELETAVL ILMTGSDAMGMVEATEFYLLMEKDSLVREGKRVRSLTGKGRLKTDAGNQEQLVKRGTALKR
NTDB id 1170523 ACMFWW RS01560 WP 413212972.1 KSWLSRLRSGLSKTS....SNIAGIFVATKIDEELYEELETALLMSDAGVEATEFLLESLREKVRTGRLTDAQQVKTALR 236
NTDB id 1118 NGFG RS11455 WP 003696286.1 LGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALK 195
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VNGAGKTTS IGKLAKHYFLQARFQDGKQSVLLAAGDTFRAAAREQLAQAIWGEGRNNVTV
NTDB id 1170523 ACMFWW RS01560 WP 413212972.1 GLLVDLLKPLEKSLVLGR.AQPLVMMIAGVNGAGKTTSIGKLAKHLQRFDQSVLLAAGDTFRAAAREQLAIWGERNNVTV 315
NTDB id 1118 NGFG RS11455 WP 003696286.1 EALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTV 275
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NTDB id 1170523 ACMFWW RS01560 WP 413212972.1 VAQESGDPAAVIFDAVGAARARKIDVLMADTAGRLPTQLHLMEELRKVKRVIGKALDGAPHEVLLVIDANTGQNALAQVK 395
NTDB id 1118 NGFG RS11455 WP 003696286.1 ISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVK 355
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NTDB id 1170523 ACMFWW RS01560 WP 413212972.1 AFDDALGLTGLIVTKLDGTAKGGILAAIARQRPVPVYFIGVGEKVEDLQPFSAEEFADALLGA 458
NTDB id 1118 NGFG RS11455 WP 003696286.1 AFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD. 417
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