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NTDB id 1157 A1552VC RS03895 WP 001888250.1 .........MVEDTASVAALYRSYLTPLDIDINIVGTGRDAIESIGRREPDLILLDLRLPDMTGMDVLYAVKEKS 66
NTDB id 1145266 PHAGEPCYII10 RS24625 WP 003094694.1 ..MSRQKALIVDDEPDIRELLEITLGRMKLDTRSARNVKEARELLAREPFDLCLTDMRLPDGSGLDLVQYIQQRH 73
NTDB id 1473 PAKAF RS24000 WP 003094694.1 ..MSRQKALIVDDEPDIRELLEITLGRMKLDTRSARNVKEARELLAREPFDLCLTDMRLPDGSGLDLVQYIQQRH 73
NTDB id 1045 H0N27 RS16330 WP 168727019.1 MAEQQPLVLLVDDEEDLCLLMQMTLARMGIKTHLAYRVEQAKQLFTQFHYDACLTDLNLPDGSGLDLVKHVSQNY 75
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 PDVPIVFMTAHGSIDTAVEAMRHGAQDFLIKPCEADRLRVTVNNAIRKASKLKNDVDNKNQNYQGFIGSSQTMQA 141
NTDB id 1145266 PHAGEPCYII10 RS24625 WP 003094694.1 PQTPVAMITAYGSLDTAIQALKAGAFDFLTKPVDLGRLRELVATALRLRNP...E.AEEAPVDNRLLGESPPMRA 144
NTDB id 1473 PAKAF RS24000 WP 003094694.1 PQTPVAMITAYGSLDTAIQALKAGAFDFLTKPVDLGRLRELVATALRLRNP...E.AEEAPVDNRLLGESPPMRA 144
NTDB id 1045 H0N27 RS16330 WP 168727019.1 PNTPIAVLTAYGNMDIAIAALKAGAFDFVSKPVNQVHLDQLLQKALNRQKVEHDT.TENALENKLLIGRSLPIQQ 149
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 VYRTIDSAASSKASIFITGESGTGKEVCAEAIHAASKRGDKPFIAINCAAIPKDLIESELFGHVKGAFTGAATER 216
NTDB id 1145266 PHAGEPCYII10 RS24625 WP 003094694.1 LRNQIGKLARSQAPVYISGESGSGKELVARLIHEQGPRIERPFVPVNCGAIPSELMESEFFGHKKGSFTGAIEDK 219
NTDB id 1473 PAKAF RS24000 WP 003094694.1 LRNQIGKLARSQAPVYISGESGSGKELVARLIHEQGPRIERPFVPVNCGAIPSELMESEFFGHKKGSFTGAIEDK 219
NTDB id 1045 H0N27 RS16330 WP 168727019.1 LRIAIKKIARSQAPVFVTGESGTGKEVVANLVHRLSNRSEGPFIAINCGAIPTELMESELFGHKKGSFTGATQDK 224
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 QGAAEAADGGTLFLDELCEMDLDLQTKLLRFIQTGTFQKVGSSKMKSVDVRFVCATNRDPWKEVQEGRFREDLYY 291
NTDB id 1145266 PHAGEPCYII10 RS24625 WP 003094694.1 QGLFQAASGGTLFLDEVADLPMAMQVKLLRAIQEKAVRAVGGQQEVAVDVRILCATHKDLAAEVGAGRFRQDLYY 294
NTDB id 1473 PAKAF RS24000 WP 003094694.1 QGLFQAASGGTLFLDEVADLPMAMQVKLLRAIQEKAVRAVGGQQEVAVDVRILCATHKDLAAEVGAGRFRQDLYY 294
NTDB id 1045 H0N27 RS16330 WP 168727019.1 QGLILSAHGGSLFLDEIAELPLSMQVKLLRAVQEKKIRPVGSDQEIDVDFRVISASHQDLDLLVRQGKFRQDLFF 299
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 RLYVIPLHLPPLRARGDDVIEIAYSLLGFMSKEEGKDFVRLSAEVVERFRQYEWPGNVRQLQNVLRNVVVLNEGR 366
NTDB id 1145266 PHAGEPCYII10 RS24625 WP 003094694.1 RLNVIELRVPPLRERREDIPLLAERILKRLAGDTGLPAARLTGDAQEKLKNYRFPGNVRELENMLERAYTLCEDD 369
NTDB id 1473 PAKAF RS24000 WP 003094694.1 RLNVIELRVPPLRERREDIPLLAERILKRLAGDTGLPAARLTGDAQEKLKNYRFPGNVRELENMLERAYTLCEDD 369
NTDB id 1045 H0N27 RS16330 WP 168727019.1 RIHVMDLILPPLRERGEDVLLLANHFIQKICMEWETPPKQLTEAAETYLLQQHFPGNVRELRNMIERAITLSEDA 374
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 EITLDMLPPPLNQMSAPINRALPLAHENKVSVHEIFPLWMTEKQAIEQAIEACDGNIPRAATYLDVSPST.I..Y 438
NTDB id 1145266 PHAGEPCYII10 RS24625 WP 003094694.1 QIQPHDLRLADA....PGAS.....................Q....EGAAS..LSEIDNLEDYLEDIERKLIMQA 413
NTDB id 1473 PAKAF RS24000 WP 003094694.1 QIQPHDLRLADA....PGAS.....................Q....EGAAS..LSEIDNLEDYLEDIERKLIMQA 413
NTDB id 1045 H0N27 RS16330 WP 168727019.1 TIDISHLHPAPL....RANISNPFASAAQSIQTT.....VAA....PQAVK..KLPSEGLERYLENIEKDILLNA 434
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 RKLQTWNEKVKEKEKER...................... 455
NTDB id 1145266 PHAGEPCYII10 RS24625 WP 003094694.1 LEETRWNRTAAAQRLGLTFRSMRYRLKKLGID....... 445
NTDB id 1473 PAKAF RS24000 WP 003094694.1 LEETRWNRTAAAQRLGLTFRSMRYRLKKLGID....... 445
NTDB id 1045 H0N27 RS16330 WP 168727019.1 LNMTHWNRTLAAKKLGMTFRSLRYRLKKFGLDTETEQEV 473
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