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NTDB id 1045 H0N27 RS16330 WP 168727019.1 MAEQQPLVLLVDDEEDLCLLMQMTLARMGIKTHLAYRVEQAKQLFTQFHYDACLTDLNLPDGSGLDLVKHVSQNYPNTPI 80
NTDB id 155936 AM586 RS11805 WP 047821653.1 ..MGSPRILVVDDEADLRELLEITLVKMGLDVDSASTVREARALLGQHGYALVLTDMRLPDGTGLELVREVAGQGRGTPI 78
NTDB id 1473 PAKAF RS24000 WP 003094694.1 ..MSRQKALIVDDEPDIRELLEITLGRMKLDTRSARNVKEARELLAREPFDLCLTDMRLPDGSGLDLVQYIQQRHPQTPV 78
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 AVLTAYGNMDIAIAALKAGAFDFVSKPVNQVHLDQLLQKALNRQKVEHDT...TENALENKLLIGRSLPIQQLRIAIKKI 157
NTDB id 155936 AM586 RS11805 WP 047821653.1 AVITAYGSAENAVIALKAGAFDYVSKPVVLDDLRTMVRSALRLSETPAAQAAQGAGEGGDSRLLGRSQAMQALRAQIGRL 158
NTDB id 1473 PAKAF RS24000 WP 003094694.1 AMITAYGSLDTAIQALKAGAFDFLTKPVDLGRLRELVATALRLRNPEAEE......APVDNRLLGESPPMRALRNQIGKL 152
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 ARSQAPVFVTGESGTGKEVVANLVHRLSNRSEGPFIAINCGAIPTELMESELFGHKKGSFTGATQDKQGLILSAHGGSLF 237
NTDB id 155936 AM586 RS11805 WP 047821653.1 ARSQAPIAINGESGSGKELAAREIHAQSARAGKPFVAVNCGAIPEALMEAEFFGYRKGAFTGATDERDGFFQAANGGTLM 238
NTDB id 1473 PAKAF RS24000 WP 003094694.1 ARSQAPVYISGESGSGKELVARLIHEQGPRIERPFVPVNCGAIPSELMESEFFGHKKGSFTGAIEDKQGLFQAASGGTLF 232
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 LDEIAELPLSMQVKLLRAVQEKKIRPVGSDQEIDVDFRVISASHQDLDLLVRQGKFRQDLFFRIHVMDLILPPLRERGED 317
NTDB id 155936 AM586 RS11805 WP 047821653.1 LDEVADLPLAMQVKLLRAIQERRVRKIGATAEEAVDVRIISATHKDLAKLVETGQFRQDLFYRLNVIELTLPPLRERLDD 318
NTDB id 1473 PAKAF RS24000 WP 003094694.1 LDEVADLPMAMQVKLLRAIQEKAVRAVGGQQEVAVDVRILCATHKDLAAEVGAGRFRQDLYYRLNVIELRVPPLRERRED 312
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 VLLLANHFIQKICMEWETPPKQLTEAAETYLLQQHFPGNVRELRNMIERAITLSEDATIDISHLHPAPLR.......... 387
NTDB id 155936 AM586 RS11805 WP 047821653.1 LPLLTEAILTRLAGPG...NARLGAGVQEALRGYAFPGNVRELENVLERALAFANDGVIEAGDLLLKGARLADAGAAPRE 395
NTDB id 1473 PAKAF RS24000 WP 003094694.1 IPLLAERILKRLAGDTGLPAARLTGDAQEKLKNYRFPGNVRELENMLERAYTLCEDDQIQPHDLRLADA........... 381
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 .......ANISNPFASAAQSIQTTVAAP..........QAVKKLPSEGLERYLENIEKDILLNALNMTHWNRTLAAKKLG 450
NTDB id 155936 AM586 RS11805 WP 047821653.1 PAPAGLAMPASAPVAPAAASVAPPSAVPAEAAPGMPALGAG..ELPSNLPDYLSQVERDIIQRALQQTQFNRTQAASLLG 473
NTDB id 1473 PAKAF RS24000 WP 003094694.1 ................................PGASQEGAASLSEIDNLEDYLEDIERKLIMQALEETRWNRTAAAQRLG 429
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 MTFRSLRYRLKKFGLDTETEQEV 473
NTDB id 155936 AM586 RS11805 WP 047821653.1 ISVRQLRYQMQKLDIHAPEP... 493
NTDB id 1473 PAKAF RS24000 WP 003094694.1 LTFRSMRYRLKKLGID....... 445
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