
logo MFSFFKRRFKKGKQSEKETPSADLNAEEPAEEQSVQESATAPAEKVESEVAQIVGNS ITKPEDVESLAESVKGRAEASAVETVSGAVEQAVKPAEPTVAEPMVAPPSERAPAGAEAAPAER
NTDB id 25689 BXE RS01605 WP 011486693.1 MFSFFKRFKGSKESDNAPEESQSAPE..........GSTP..............EAAV........QAPAPVAPVAPRPAAAPAR 53
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAGEAAER 85
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VFGVGGTKQIDGEDLYEELETAVL ILMTGSDAMGMVDE
NTDB id 25689 BXE RS01605 WP 011486693.1 VETAAAPAIGPEPEESAPGTVEIVPPPLPDAGAKRSWLTRLKTGLSKT....SSSLTGIFVGTKIDEDLYEELETALLMSDAGVD 134
NTDB id 1118 NGFG RS11455 WP 003696286.1 VESAKEA.VA.ETVGEAVGQ..VQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLITGDMGME 166
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NTDB id 25689 BXE RS01605 WP 011486693.1 ATEYLLEALREKVRTERLTDPQQVKAALRTLLVDLLKPLEKSLMLGR.AQPLVMMIAGVNGAGKTTSIGKLAKHLQSFDQSVLLA 218
NTDB id 1118 NGFG RS11455 WP 003696286.1 ATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLA 251
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NTDB id 25689 BXE RS01605 WP 011486693.1 AGDTFRAAAREQLAIWGQRNNVTVVSQESGDPAAVIFDAVGAARARKIDVMMADTAGRLPTQLHLMEELRKVKRVIGKAQEGAPH 303
NTDB id 1118 NGFG RS11455 WP 003696286.1 AGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPH 336
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NTDB id 25689 BXE RS01605 WP 011486693.1 EVLLVIDANTGQNALAQVKAFDDALGLTGLIVTKLDGTAKGGILAAIARQRPIPVYFIGVGEKVEDLQPFSAEEFSDALLGS 385
NTDB id 1118 NGFG RS11455 WP 003696286.1 EIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD. 417
consensus !***!*!!! !!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !!*!! *!!!!! **!! !! ! ! !!!! *
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