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NTDB id 1105282 ACNSPE RS04085 WP 419393663.1 MEKQDSLDLFAEQGKYIKGKHLVTIFHNEQNLYTVLRIRVEETNDQYEDKEAVVTGYFPKMHEQETYIFYGELKDHPKFG 80
NTDB id 355 BSU 27480 NP 390625.1 .MQQHPDQLKLEEEPYLKGTVNTVIYHNDTNLYTVLKVKVTETSEAIEDKAVSVTGYFPALQEEETYTFYGKIVTHPKFG 79
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NTDB id 1105282 ACNSPE RS04085 WP 419393663.1 VQFQANHFRKDIPQTKQGVANYLSSELFKGIGKKTAESIVETLGENAISKILNQPSLLDQIPKLAPEKAKTLYDTLMEHQ 160
NTDB id 355 BSU 27480 NP 390625.1 LQFQAEHFKKEIPTTKEGIIQYLSSDLFEGIGKKTAEEIVKKLGDSAINKILADASVLYDVPRLSKKKADTLAGALQRHQ 159
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NTDB id 1105282 ACNSPE RS04085 WP 419393663.1 GLEQAMIALNQYGFGPQLSMKIYQAYKEQTMEVIQNNPYKLVEDIEGIGFGRADELGFKLGISGSHPDRIRAACLYILET 240
NTDB id 355 BSU 27480 NP 390625.1 GLEQIMISLNQFGFGPQLSMKIYQAYESETLEKIQENPYQLVKDVEGIGFGKADELGSRMGLSGNHPERVKAAILYTLET 239
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NTDB id 1105282 ACNSPE RS04085 WP 419393663.1 ESMQAGHVYTEARVLLPSVKRLLEENKRDGIEFES..ISNEIVKLGEEGKIMIEDQRLYVPSLYFSEKGLVTNIKRVLKQ 318
NTDB id 355 BSU 27480 NP 390625.1 TCLSEGHTYIETEQLIIDTQSLLNQSAREGQRITEMDAANAIIALGENKDIVIEDGRCYFPSLFYAEQNVAKRVKHIASQ 319
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NTDB id 1105282 ACNSPE RS04085 WP 419393663.1 TQYEDQFPESEFLLALGKLEERLKVHYAPTQKDAIQTALMSPMLILTGGPGTGKTTVIKGIVELYADLHGCSLDPKDYKK 398
NTDB id 355 BSU 27480 NP 390625.1 TEYENQFPESEFLLALGELEERMDVQYAPSQKEAIQKALSSPMLLLTGGPGTGKTTVIRGIVELYGELHGVSLDPSAYKK 399
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NTDB id 1105282 ACNSPE RS04085 WP 419393663.1 EEPFPFILAAPTGRAAKRMTESTGLPALTIHRLLGWNGTEGFDRHEENPLEGKIIIVDETSMVDIWLANQLFKAIPENMQ 478
NTDB id 355 BSU 27480 NP 390625.1 DEAFPIVLAAPTGRAAKRMSESTGLPAVTIHRLLGWNGAEGFTHTEDQPIEGKLLIIDEASMLDIWLANHLFKAIPDHIQ 479
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NTDB id 1105282 ACNSPE RS04085 WP 419393663.1 VILVGDEDQLPSVGPGQVLKDLLNSERIPTVKLTDIYRQAEGSSIIELAHEMKKGRLPANISAQQADRSFIKCNPGQIAT 558
NTDB id 355 BSU 27480 NP 390625.1 IIIVGDEDQLPSVGPGQVLRDLLASQVIPTVRLTDIYRQAEGSSIVELAHQMKNGLLPNNLTAPTKDRSFIRCGGSQIKE 559
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NTDB id 1105282 ACNSPE RS04085 WP 419393663.1 AIEKVVLNAKKKGYTAKDIQVLAPMYKGPAGIDRLNEIIQEIFNPNDGTRKELAFGDVKYRIGDKVLQLVNQPENHVFNG 638
NTDB id 355 BSU 27480 NP 390625.1 VVEKVVANALKKGYTAKDIQVLAPMYRGKAGINELNVMLQDILNPPKEKRRELKFGDVVYRTGDKILQLVNQPENNVFNG 639
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NTDB id 1105282 ACNSPE RS04085 WP 419393663.1 DMGEIVSIFYSKENTEKQDMVVVSFDGAEATYTRQDLNQITHAYCCSVHKSQGSEFPIVILPVVKSYYRMLRRNLLYTAI 718
NTDB id 355 BSU 27480 NP 390625.1 DIGEITSIFYAKENTEKEDMAVVSFDGNEMTFTKKDFNQFTHAYCCSIHKSQGSEFPIVVLPVVKGYYRMLRRNLLYTAI 719
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NTDB id 1105282 ACNSPE RS04085 WP 419393663.1 TRSKQFLILCGEEEALKIGVERADEQSRLTSLTEKLKEALSEHSPVEKELDGASLTYEEDLMNTDPLIGMENITPYDFME 798
NTDB id 355 BSU 27480 NP 390625.1 TRAKKFLILCGEEEALEWGVKNNDATVRQTSLKNRLSVQVEEMDA...EL..EALQKELPFSVHDANIGMEGITPFDFMK 794
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