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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 116062 THITH RS13575 WP 006747275.1 ..MSIKHVLVVDDEPDICELLEITLQRMGIETTTTTRMTRAVELLEGHRFDLCLTDMRMPDGDGLDLVRRIQDRCPELPV 78
NTDB id 1473 PAKAF RS24000 WP 003094694.1 ..MSRQKALIVDDEPDIRELLEITLGRMKLDTRSARNVKEARELLAREPFDLCLTDMRLPDGSGLDLVQYIQQRHPQTPV 78
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 VFMTAHGSIDTAVEAMRHGAQDFLIKPCEADRLRVTVNNAIRKASKLK....NDVDNKNQNYQGFIGSSQTMQAVYRTID 147
NTDB id 1045 H0N27 RS16330 WP 168727019.1 AVLTAYGNMDIAIAALKAGAFDFVSKPVNQVHLDQLLQKALNRQKVEH.....DTTENALENKLLIGRSLPIQQLRIAIK 155
NTDB id 116062 THITH RS13575 WP 006747275.1 AIITAHGSIDTAVQALKLGAFDFVTKPVDLNLLRRLIDSALRLTESSGPEFAAESGSRAAGASPLLGNSPAMVQLRNRVA 158
NTDB id 1473 PAKAF RS24000 WP 003094694.1 AMITAYGSLDTAIQALKAGAFDFLTKPVDLGRLRELVATALRLRNPEAEE........APVDNRLLGESPPMRALRNQIG 150
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VNCAGAIPAKSTDEL IMESEFLFGHRVKKGASFTGAAITVETQETDKRVQGALAIFELQRESAADSHGGST
NTDB id 1157 A1552VC RS03895 WP 001888250.1 SAASSKASIFITGESGTGKEVCAEAIHAASKRGDKPFIAINCAAIPKDLIESELFGHVKGAFTGAATERQGAAEAADGGT 227
NTDB id 1045 H0N27 RS16330 WP 168727019.1 KIARSQAPVFVTGESGTGKEVVANLVHRLSNRSEGPFIAINCGAIPTELMESELFGHKKGSFTGATQDKQGLILSAHGGS 235
NTDB id 116062 THITH RS13575 WP 006747275.1 RLARSQAPVIIVGESGSGKELVAREIHRLGPRADGPFIPVNCGAIPAELMESEFFGHRKGAFTGAVQTRVGLFREAHGGT 238
NTDB id 1473 PAKAF RS24000 WP 003094694.1 KLARSQAPVYISGESGSGKELVARLIHEQGPRIERPFVPVNCGAIPSELMESEFFGHKKGSFTGAIEDKQGLFQAASGGT 230
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 LFLDELCEMDLDLQTKLLRFIQTGTFQKVGSSKMKSVDVRFVCATNRDPWKEVQEGRFREDLYYRLYVIPLHLPPLRARG 307
NTDB id 1045 H0N27 RS16330 WP 168727019.1 LFLDEIAELPLSMQVKLLRAVQEKKIRPVGSDQEIDVDFRVISASHQDLDLLVRQGKFRQDLFFRIHVMDLILPPLRERG 315
NTDB id 116062 THITH RS13575 WP 006747275.1 LLLDEVAELPLPLQVKLLRALQERAIKPVGASREEPVDVRILSATHRDLSADVAEGRFRQDLYYRLNVVELRVPPLRERY 318
NTDB id 1473 PAKAF RS24000 WP 003094694.1 LFLDEVADLPMAMQVKLLRAIQEKAVRAVGGQQEVAVDVRILCATHKDLAAEVGAGRFRQDLYYRLNVIELRVPPLRERR 310
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 DDVIEIAYSLLGFMSKEEGKDFVRLSAEVVERFRQYEWPGNVRQLQNVLRNVVVLNEGREITLDMLPPPLNQ..MSAPIN 385
NTDB id 1045 H0N27 RS16330 WP 168727019.1 EDVLLLANHFIQKICMEWETPPKQLTEAAETYLLQQHFPGNVRELRNMIERAITLSEDATIDISHLHPAPLRANISNPFA 395
NTDB id 116062 THITH RS13575 WP 006747275.1 EDLEELTRHILARIAGQWGIPSLSLSDDALARLRQHPFPGNVRELENILERAAVMVDGPIIGCNALDFPDCSRAGTGPGG 398
NTDB id 1473 PAKAF RS24000 WP 003094694.1 EDIPLLAERILKRLAGDTGLPAARLTGDAQEKLKNYRFPGNVRELENMLERAYTLCEDDQIQPHDLRLADAPGAS....Q 386
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 RALPL.......AHENKVSVHEIF..PLWMTEKQAIEQAIEACDGNIPRAATYLDVSPSTIYRKLQTWNEKVKEKEKER 455
NTDB id 1045 H0N27 RS16330 WP 168727019.1 SAAQSIQTTVAAPQAVKKLPSEGLERYLENIEKDILLNALNMTHWNRTLAAKKLGMTFRSLRYRLKKFGLDTETEQEV. 473
NTDB id 116062 THITH RS13575 WP 006747275.1 D............PAAIVEGRVALDDHLAEQERRALEAALAQTAGNRTAAARVLGLSFRQMRYRLKKLGID........ 457
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