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NTDB id 1157 A1552VC RS03895 WP 001888250.1 .........MVEDTASVAALYRSYLTPLDIDINIVGTGRDAIESIGRREPDLILLDLRLPDMTGMDVLYAVKEKSPDVPI 71
NTDB id 1045 H0N27 RS16330 WP 168727019.1 MAEQQPLVLLVDDEEDLCLLMQMTLARMGIKTHLAYRVEQAKQLFTQFHYDACLTDLNLPDGSGLDLVKHVSQNYPNTPI 80
NTDB id 329321 EHN06 RS04675 WP 127330616.1 ..MTTHTALIVDDEPDIRDLLEITLTRMGINTLTAPDITSARKLLEEHHPHLCLTDMNLPDGNGIDLVHWIQQHTPCTPV 78
NTDB id 1473 PAKAF RS24000 WP 003094694.1 ..MSRQKALIVDDEPDIRELLEITLGRMKLDTRSARNVKEARELLAREPFDLCLTDMRLPDGSGLDLVQYIQQRHPQTPV 78
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 VFMTAHGSIDTAVEAMRHGAQDFLIKPCEADRLRVTVNNAIRKASKLKNDVDNKNQNYQGFIGSSQTMQAVYRTIDSAAS 151
NTDB id 1045 H0N27 RS16330 WP 168727019.1 AVLTAYGNMDIAIAALKAGAFDFVSKPVNQVHLDQLLQKALNRQKV.EHDTTENALENKLLIGRSLPIQQLRIAIKKIAR 159
NTDB id 329321 EHN06 RS04675 WP 127330616.1 AVITAYGNMDTAIESLKAGAFDFVSKPVELPRLRELVNSALKLSEP.KPELEIAPDEPGLLLGNSAEIKRLRNQVRKLAR 157
NTDB id 1473 PAKAF RS24000 WP 003094694.1 AMITAYGSLDTAIQALKAGAFDFLTKPVDLGRLRELVATALRLRNP.EAEE..AP.VDNRLLGESPPMRALRNQIGKLAR 154
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VNCAGAIPKTSDEL IMESEFLFGHVKKGASFTGAAITVDEQTENDRKEQGALAIFELQRSTAAHSDGGSTLFLD
NTDB id 1157 A1552VC RS03895 WP 001888250.1 SKASIFITGESGTGKEVCAEAIHAASKRGDKPFIAINCAAIPKDLIESELFGHVKGAFTGAATERQGAAEAADGGTLFLD 231
NTDB id 1045 H0N27 RS16330 WP 168727019.1 SQAPVFVTGESGTGKEVVANLVHRLSNRSEGPFIAINCGAIPTELMESELFGHKKGSFTGATQDKQGLILSAHGGSLFLD 239
NTDB id 329321 EHN06 RS04675 WP 127330616.1 SQAPVFISGESGSGKELVARMIHLQGPRREGPFIAVNCGAIPSELMESEFFGHKKGSFTGAVDNKEGLFRTADGGTLFLD 237
NTDB id 1473 PAKAF RS24000 WP 003094694.1 SQAPVYISGESGSGKELVARLIHEQGPRIERPFVPVNCGAIPSELMESEFFGHKKGSFTGAIEDKQGLFQAASGGTLFLD 234
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 ELCEMDLDLQTKLLRFIQTGTFQKVGSSKMKSVDVRFVCATNRDPWKEVQEGRFREDLYYRLYVIPLHLPPLRARGDDVI 311
NTDB id 1045 H0N27 RS16330 WP 168727019.1 EIAELPLSMQVKLLRAVQEKKIRPVGSDQEIDVDFRVISASHQDLDLLVRQGKFRQDLFFRIHVMDLILPPLRERGEDVL 319
NTDB id 329321 EHN06 RS04675 WP 127330616.1 EVADLPIAMQVKLLRAIQEKAVRPVGDTKEVPVDIRVLSATHKNLPELVQEGTFRQDLFYRINVIELAVPPLRERPDDIA 317
NTDB id 1473 PAKAF RS24000 WP 003094694.1 EVADLPMAMQVKLLRAIQEKAVRAVGGQQEVAVDVRILCATHKDLAAEVGAGRFRQDLYYRLNVIELRVPPLRERREDIP 314
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 EIAYSLLGFMSKEEGKDFVRLSAEVVERFRQYEWPGNVRQLQNVLRNVVVLNEGREITLDMLPPPLNQ..MSAPINRA.. 387
NTDB id 1045 H0N27 RS16330 WP 168727019.1 LLANHFIQKICMEWETPPKQLTEAAETYLLQQHFPGNVRELRNMIERAITLSEDATIDISHLHPAPLRANISNPFASAAQ 399
NTDB id 329321 EHN06 RS04675 WP 127330616.1 LLANHILERIAREYECEPATLTPDAIERLKEYEFPGNVRELENILERAFTLCDNDRIGASDLHLGNAPTPPG...LGGAA 394
NTDB id 1473 PAKAF RS24000 WP 003094694.1 LLAERILKRLAGDTGLPAARLTGDAQEKLKNYRFPGNVRELENMLERAYTLCEDDQIQPHDLRLADAPGASQ...EGAAS 391
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 .......LPLAHENKVSVHEIFPLWMTEKQAIEQAIEACDGNIPRAATYLDVSPSTIYRKLQTWNEKVKEKEKER 455
NTDB id 1045 H0N27 RS16330 WP 168727019.1 SIQTTVAAPQAVKKLPSEGLERYLENIEKDILLNALNMTHWNRTLAAKKLGMTFRSLRYRLKKFGLDTETEQEV. 473
NTDB id 329321 EHN06 RS04675 WP 127330616.1 TREITRNAEQADVPDGEIDLEGYLETIERQAIEKALEATRWNKTAAAKRLGISFRALRYRLKKLGME........ 461
NTDB id 1473 PAKAF RS24000 WP 003094694.1 LSEI.............DNLEDYLEDIERKLIMQALEETRWNRTAAAQRLGLTFRSMRYRLKKLGID........ 445
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