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NTDB id 1045 H0N27 RS16330 WP 168727019.1 .......MAEQQPLVLLVDDEEDLCLLMQMTLARMGIKTHLAYRVEQAKQLFTQFHYDACLTDLNLPDGSGLDLVKHVSQ 73
NTDB id 237466 CEW83 RS11605 WP 108949482.1 MSVSDRRNRSASVDVLVIDDEEDIRELLELSLMRMGLGCDAAGTVAEARTLLEGRRYRLCLTDMRLPDGDGLELVEHIQR 80
NTDB id 1473 PAKAF RS24000 WP 003094694.1 .........MSRQKALIVDDEPDIRELLEITLGRMKLDTRSARNVKEARELLAREPFDLCLTDMRLPDGSGLDLVQYIQQ 71
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 NYPNTPIAVLTAYGNMDIAIAALKAGAFDFVSKPVNQVHLDQLLQKALNRQKVEHDTTENALENKLLIGRSLPIQQLRIA 153
NTDB id 237466 CEW83 RS11605 WP 108949482.1 QCPGLPVAVITAFGSIETAIRALKVGAFDFVTKPVELKALRELVTHALKLQAPSD..AAQGEGGRKLIGTSAALAQLRGQ 158
NTDB id 1473 PAKAF RS24000 WP 003094694.1 RHPQTPVAMITAYGSLDTAIQALKAGAFDFLTKPVDLGRLRELVATALRLRNPEA..EE.APVDNRLLGESPPMRALRNQ 148
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VNCGAI SPPSTELMESELFFGHRKKGSFTGAAITEQTDKEQGL IFLQSAAHNSG
NTDB id 1045 H0N27 RS16330 WP 168727019.1 IKKIARSQAPVFVTGESGTGKEVVANLVHRLSNRSEGPFIAINCGAIPTELMESELFGHKKGSFTGATQDKQGLILSAHG 233
NTDB id 237466 CEW83 RS11605 WP 108949482.1 VEKLARNQAPVFIHGESGTGKEVIARLIHSLGARAAAPFVPVNCGAISPELMESEFFGHRKGSFTGAATDKEGLFQAANG 238
NTDB id 1473 PAKAF RS24000 WP 003094694.1 IGKLARSQAPVYISGESGSGKELVARLIHEQGPRIERPFVPVNCGAIPSELMESEFFGHKKGSFTGAIEDKQGLFQAASG 228
consensus * !*!!*!!!!***!!!!*!!!**!*!*! ** ! **!!***!!!!!**!!!!!!*!!!*!!!!!!! !!*!!***! !

logo GSTLFLDE I
V
G
A
D
ELPMLASMQVKLLRAVIQERKKAI

VRAPVGAGSDHQAQEEIVADSVDFVRVI ILCSATSHKQRDLDAALQELVGNRAEQNGKRFRQDLFYYFRLIHNVMIDETL IRLVPPLRE
NTDB id 1045 H0N27 RS16330 WP 168727019.1 GSLFLDEIAELPLSMQVKLLRAVQEKKIRPVGSDQEIDVDFRVISASHQDLDLLVRQGKFRQDLFFRIHVMDLILPPLRE 313
NTDB id 237466 CEW83 RS11605 WP 108949482.1 GTLFLDEVGELPLSMQVKLLRAIQERAVRPVGAHAEESVDVRILSASHRDLAQLVNENRFRQDLYFRINVITLRVPPLRE 318
NTDB id 1473 PAKAF RS24000 WP 003094694.1 GTLFLDEVADLPMAMQVKLLRAIQEKAVRAVGGQQEVAVDVRILCATHKDLAAEVGAGRFRQDLYYRLNVIELRVPPLRE 308
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 RGEDVLLLANHFIQKICMEWETPPKQLTEAAETYLLQQHFPGNVRELRNMIERAITLSEDATIDISHLHPAPLRANISNP 393
NTDB id 237466 CEW83 RS11605 WP 108949482.1 RPEDIPDLAAHVLGRLAEREGGAVRQLSPDALAALSGHSFPGNVRELENLLERACALCESDQITAADLDLQQCEGLT... 395
NTDB id 1473 PAKAF RS24000 WP 003094694.1 RREDIPLLAERILKRLAGDTGLPAARLTGDAQEKLKNYRFPGNVRELENMLERAYTLCEDDQIQPHDLRLADAPGAS... 385
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 FASAAQSIQTTVAAPQAVKKLPSEGLERYLENIEKDILLNALNMTHWNRTLAAKKLGMTFRSLRYRLKKFGLDTETEQEV 473
NTDB id 237466 CEW83 RS11605 WP 108949482.1 ........QT.....GLDLDTGEDD.DVADSDDERIKVLRALDENRWNRSAAARQLGMTLRQLRYRLQKWGMD....... 454
NTDB id 1473 PAKAF RS24000 WP 003094694.1 ........QE.....GAASLSEIDNLEDYLEDIERKLIMQALEETRWNRTAAAQRLGLTFRSMRYRLKKLGID....... 445
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