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NTDB id 1045 H0N27 RS16330 WP 168727019.1 MAEQQPLVLLVDDEEDLCLLMQMTLARMGIKTHLAYRVEQAKQLFTQFHYDACLTDLNLPDGSGLDLVKHVSQNYPNTPI 80
NTDB id 107253 RE428 RS05005 WP 004580880.1 ..MSTPTALIIDDEPDIRELLEITLARMGIEVETAADITTAKRLLEANPPQLCLTDMNLPDGNGIELVHWIQKVCPQTPV 78
NTDB id 1473 PAKAF RS24000 WP 003094694.1 ..MSRQKALIVDDEPDIRELLEITLGRMKLDTRSARNVKEARELLAREPFDLCLTDMRLPDGSGLDLVQYIQQRHPQTPV 78
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 AVLTAYGNMDIAIAALKAGAFDFVSKPVNQVHLDQLLQKALNRQKVEHDTTENALENKLLIGRSLPIQQLRIAIKKIARS 160
NTDB id 107253 RE428 RS05005 WP 004580880.1 AVITAYGSMDTAIESLKAGAFDFVSKPVELPRLRELVQSALKLSEPDVEEM.PADDPGLLLGQSEGVRRLRNQTRKLARS 157
NTDB id 1473 PAKAF RS24000 WP 003094694.1 AMITAYGSLDTAIQALKAGAFDFLTKPVDLGRLRELVATALRLRNPEAEEA.PVDN..RLLGESPPMRALRNQIGKLARS 155
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 QAPVFVTGESGTGKEVVANLVHRLSNRSEGPFIAINCGAIPTELMESELFGHKKGSFTGATQDKQGLILSAHGGSLFLDE 240
NTDB id 107253 RE428 RS05005 WP 004580880.1 QAPVFISGESGSGKELVARMIHLQGPRRDGPFVAVNCGAIPSELMESEFFGHKKGSFTGAVDNKAGLFRSADGGTLFLDE 237
NTDB id 1473 PAKAF RS24000 WP 003094694.1 QAPVYISGESGSGKELVARLIHEQGPRIERPFVPVNCGAIPSELMESEFFGHKKGSFTGAIEDKQGLFQAASGGTLFLDE 235
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 IAELPLSMQVKLLRAVQEKKIRPVGSDQEIDVDFRVISASHQDLDLLVRQGKFRQDLFFRIHVMDLILPPLRERGEDVLL 320
NTDB id 107253 RE428 RS05005 WP 004580880.1 VADLPLNMQVKLLRAIQEKAVRPVGDSKEVPVDIRILSATHRDLPALVQEGTFRQDLFYRINVIELKVPPLRERPDDIEL 317
NTDB id 1473 PAKAF RS24000 WP 003094694.1 VADLPMAMQVKLLRAIQEKAVRAVGGQQEVAVDVRILCATHKDLAAEVGAGRFRQDLYYRLNVIELRVPPLRERREDIPL 315
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 LANHFIQKICMEWETPPKQLTEAAETYLLQQHFPGNVRELRNMIERAITLSEDATIDISHLHPAPLRANISNPFASAAQS 400
NTDB id 107253 RE428 RS05005 WP 004580880.1 LSRHILERLARDYECEPAQLTPAALNKLKDHAFPGNVRELENILERAFTLCDLDQIDAADLHLGSAPVPGGSSN..ISEA 395
NTDB id 1473 PAKAF RS24000 WP 003094694.1 LAERILKRLAGDTGLPAARLTGDAQEKLKNYRFPGNVRELENMLERAYTLCEDDQIQPHDLRLADAPGASQEGA..ASL. 392
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 IQTTVAAPQAVKKLPSEGLERYLENIEKDILLNALNMTHWNRTLAAKKLGMTFRSLRYRLKKFGLDTETEQEV 473
NTDB id 107253 RE428 RS05005 WP 004580880.1 IIPNEAPSLDLPEDGELDLENYLESIERKAIEKALEATRWNKTAAAKKLGISFRALRYKLKKLGME....... 461
NTDB id 1473 PAKAF RS24000 WP 003094694.1 .............SEIDNLEDYLEDIERKLIMQALEETRWNRTAAAQRLGLTFRSMRYRLKKLGID....... 445
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