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NTDB id 1186 GTF74 RS01320 WP 000788426.1 ..MKNGLKT..YVAQTWLTLWVGLALCASSMVFSAESATANQLENIDFRVNKEKAAVLIVELASPSAVVDVQKVQEGLSI 76
NTDB id 1175 A1552VC RS12105 WP 000788426.1 ..MKNGLKT..YVAQTWLTLWVGLALCASSMVFSAESATANQLENIDFRVNKEKAAVLIVELASPSAVVDVQKVQEGLSI 76
NTDB id 1408 DSB67 RS13980 WP 010643500.1 MKMRHGLTLTPRKLTGLFSLWFSLLLAP...FVAAEEVQSNSLKSIDFRTNKDKDAVIVVELVSPAAIVDIKRVQEGLSI 77
NTDB id 1347 HI 0435 AAC22094.1 ................................................................................ 0
NTDB id 1373 NTHI RS02645 WP 011272046.1 ................................................................................ 0
NTDB id 355778 E5Q53 RS08315 WP 005707305.1 ................................................................................ 0
NTDB id 1381 A4U84 RS02010 WP 021113424.1 ................................................................................ 0
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 ELLKTDVADDKLYLLDVKDFSTPVESVEVFRKEPSTQLVVTVDGEFQHDYTLKGKYLEVVI.SKLKADEKPKPKSVLEKE 155
NTDB id 1175 A1552VC RS12105 WP 000788426.1 ELLKTDVADDKLYLLDVKDFSTPVESVEVFRKEPSTQLVVTVDGEFQHDYTLKGKYLEVVI.SKLKADEKPKPKSVLEKE 155
NTDB id 1408 DSB67 RS13980 WP 010643500.1 DLLNTSVKDDQLYLLDVKDFSTVVESVEVFRDTSTTRLVAYIDEDYSHDYRLTGRYLEVKV.GKLKANEKAPDKSILDKE 156
NTDB id 1347 HI 0435 AAC22094.1 ..............................................MKKYFLKCGYFLVCFCLPLIV..FAN....PKTD 28
NTDB id 1373 NTHI RS02645 WP 011272046.1 ..............................................MKKYFLKCGYFLVCFCLPLIV..FAN....PKTD 28
NTDB id 355778 E5Q53 RS08315 WP 005707305.1 ..............................................MKKWLL......LFSVFPLSL............L 16
NTDB id 1381 A4U84 RS02010 WP 021113424.1 .............................................MRYLFLL......FFATFPV.L............A 16
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 GKLISINFQDIPVRNVLQLIADYNGFNLVVSDSVVGNLTLRLDGVPWQQVLDIILQVKGLDKRVDGNVILIAPKEELDLR 235
NTDB id 1175 A1552VC RS12105 WP 000788426.1 GKLISINFQDIPVRNVLQLIADYNGFNLVVSDSVVGNLTLRLDGVPWQQVLDIILQVKGLDKRVDGNVILIAPKEELDLR 235
NTDB id 1408 DSB67 RS13980 WP 010643500.1 GKLISINFQDIPVRNVLQLIADYNQFNLVVSDSVEGNLTLRLDGVPWQQVLDIILQVKGLDKRVDGNVILVAPKDELDLR 236
NTDB id 1347 HI 0435 AAC22094.1 NERFFIRLSQAPLAQTLEQLAFQQDVNLVIGDILENKISLKLNNIDMPRLLQIIAKSKHLTLNKDDGIYYLNGSQSGKGQ 108
NTDB id 1373 NTHI RS02645 WP 011272046.1 NECFFIRLSQAPLAQTLEQLAFQQDVNLVMGERLEGNISLKLNNIDMPRLLKIIAKSKHLTLNKDDGVYYLNGSQSGKGQ 108
NTDB id 355778 E5Q53 RS08315 WP 005707305.1 ANQVSLVLKDAPTAEVVSYLASEMGKNIVLHQDIESKSNIRIENSQFDAILKSIAKINKLNIQQENGIYYISEKTKEDLN 96
NTDB id 1381 A4U84 RS02010 WP 021113424.1 NQQISLSIRNAPTAEIISYLAEETGKNITISDEIKDTKNFRVEKSHFDEILNSLIKTHQLNLKKENGIYYIHQAQEHKQH 96
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 EKQALEKARLAEELGDLKSEIIKINFAKASDIAAMIGGEGNVNMLSERGSISIDERTNSLLIRELPDNIAVIREIIESLD 315
NTDB id 1175 A1552VC RS12105 WP 000788426.1 EKQALEKARLAEELGDLKSEIIKINFAKASDIAAMIGGEGNVNMLSERGSISIDERTNSLLIRELPDNIAVIREIIESLD 315
NTDB id 1408 DSB67 RS13980 WP 010643500.1 EKQQLEKQKLEKEIGELSSEIIKVNFAKASDIAEMINGEGNISMLSDRGSMTIDERTNSLLIRELPENIEVIREIIESLD 316
NTDB id 1347 HI 0435 AAC22094.1 VAGNLT.....TNEPHLVSHTVKLHFAKASELMKSLT.TGSGSLLSPAGSITFDDRSNLLVIQDEPRSVQNIKKLIAEMD 182
NTDB id 1373 NTHI RS02645 WP 011272046.1 VAGNLT.....TNEPHLVSHTVKLHFAKASELMKSLT.TGSGSLLSSAGSITFDDRSNLLVIQDEPRFVQNIKKLIAEMD 182
NTDB id 355778 E5Q53 RS08315 WP 005707305.1 EKIKLIN...EEQKPQLVTRTVKLKYAKASEVIDSLT.KGSGSFLNDGGYIHFDERSNSLIIKENAASIKNTLALIQELD 172
NTDB id 1381 A4U84 RS02010 WP 021113424.1 TTAQLV.....NALPKLITKTIKLHYSKASEVIESLT.KGQGNLLSESGYLHFDDRSNSIIVKDSAASVKNFTQLIESLD 170
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 IPVKQVQIEARIVTVKEGNLEELGVRWGVMSTNGSHS.VGGSIESNLWQKGLLAD........DEFPVDEFLNVNLASTS 386
NTDB id 1175 A1552VC RS12105 WP 000788426.1 IPVKQVQIEARIVTVKEGNLEELGVRWGVMSTNGSHS.VGGSIESNLWQKGLLAD........DEFPVDEFLNVNLASTS 386
NTDB id 1408 DSB67 RS13980 WP 010643500.1 IPVKQVQIEARIVTINEGNMDELGVRWGFTSINGSHT.VGGSIENNLATIGLYDGGGEGDDGGSSVGIDDFLNVNLAATS 395
NTDB id 1347 HI 0435 AAC22094.1 KPIEQIAIEARIVTITDESLKELGVRWGIFNPTENARRVAGSLTGN.................SFENIADNLNVNFATTT 245
NTDB id 1373 NTHI RS02645 WP 011272046.1 KPIEQIAIEARIVTITDESLKELGVRWGIFNPTENARRVAGSLTGN.................SFENIADNLNVNFATTT 245
NTDB id 355778 E5Q53 RS08315 WP 005707305.1 KPTEQIAIEARIVTISSKNLQELGVRWGMFSADSRIEGVA....RN.................SGRI..QDLNVNFP..V 227
NTDB id 1381 A4U84 RS02010 WP 021113424.1 KPTEQIAIEARIVTISSEHLQQLGVRWGLFSPNENHYKLAGNLEGN.................GLTT..NNLNVNFP..V 229
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 ANASSIAFQVAKLGSGTLLDLELSALQNESKAEIISSPRLITTNKQPAYIEQGTEIPYLESSS.SGASTVAFKKAVLSLK 465
NTDB id 1175 A1552VC RS12105 WP 000788426.1 ANASSIAFQVAKLGSGTLLDLELSALQNESKAEIISSPRLITTNKQPAYIEQGTEIPYLESSS.SGASTVAFKKAVLSLK 465
NTDB id 1408 DSB67 RS13980 WP 010643500.1 PNATSIAFQVAKLGSDTLLDLELSALQQESKAEIISSPRLITTNKKPAYIEQGTEIPYLESSS.SGATSVTFKKAVLSLK 474
NTDB id 1347 HI 0435 AAC22094.1 TPAGSIALQVAKING.RLLDLELSALERENNVEIIASPRLLTTNKKSASIKQGTEIPYIVSNTRNDTQSVEFREAVLGLE 324
NTDB id 1373 NTHI RS02645 WP 011272046.1 TPAGSIALQVAKING.RLLDLELSALERENNVEIIASPRLLTTNKKSASIKQGTEIPYIVSNTRNDTQSVEFREAVLGLE 324
NTDB id 355778 E5Q53 RS08315 WP 005707305.1 VTGASATLQVASINS.KLLDLELSALEQENSVEIIASPRLLTTNKKLASIKQGTEIPYTIYDRKSETYDISFKEAVLGLE 306
NTDB id 1381 A4U84 RS02010 WP 021113424.1 NPSASVALQIAAINS.RVLDLELTALESENNIEIIASPRLLTTDKKTASIKQGTEIPYAMYSKKEEITDIEFREAVLGLE 308
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 VTPQITPDNRLVLDLSVTQDRRGETVKT..GTGEAVSIDTQRIGTQVLVNNGETVVLGGIFQHSINNSVDKVPLLGDLPV 543
NTDB id 1175 A1552VC RS12105 WP 000788426.1 VTPQITPDNRLVLDLSVTQDRRGETVKT..GTGEAVSIDTQRIGTQVLVNNGETVVLGGIFQHSINNSVDKVPLLGDLPV 543
NTDB id 1408 DSB67 RS13980 WP 010643500.1 VTPQITPDNRLVLDLSVTQDRPGQVVKT..GTGEAVAIDTQRIGTQVLVNNGETVVLGGIFQHSITNSVDKVPLLGDLPL 552
NTDB id 1347 HI 0435 AAC22094.1 VTPHISKDNNILLDLLVSQNSPGSRVAY..GQNEVVSIDKQEINTQVFAKDGETIVLGGVFHDTITKSEDKVPLLGDIPV 402
NTDB id 1373 NTHI RS02645 WP 011272046.1 VTPHISKDNNILLDLLVSQNSPGSRVAY..GQNEVVSIDKQEINTQVFAKDGETIVLGGVFHDTITKSEDKVPLLGDIPV 402
NTDB id 355778 E5Q53 RS08315 WP 005707305.1 VTPHISENNQILMDLVVTQNSQGQSVGNSNSGNTVIAIDKQELNTQVFAKHGETIVLGGVFQHLKSKDSDKIPVLGSIPF 386
NTDB id 1381 A4U84 RS02010 WP 021113424.1 VTPHISKQNQILLDLAISQNSPNNQ.....INNTMVTIDKQEIKTQVLAKHGETIVLGGIFQHLIAKGEDKVPLLGSIPV 383
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 LGALFRRTYEQMGKSELLIFVTPKVVIQ................. 571
NTDB id 1175 A1552VC RS12105 WP 000788426.1 LGALFRRTYEQMGKSELLIFVTPKVVIQ................. 571
NTDB id 1408 DSB67 RS13980 WP 010643500.1 LGALFRRSYENVGKSELLIFVTPKVVIQ................. 580
NTDB id 1347 HI 0435 AAC22094.1 IKRLFSKESERHQKRELVIFVTPHILKAGETLEALKQKSEGKK.. 445
NTDB id 1373 NTHI RS02645 WP 011272046.1 IKRLFSKESERHQKRELVIFVTPHILKAGETLEALKQKSAGKK.. 445
NTDB id 355778 E5Q53 RS08315 WP 005707305.1 IKRLFSYQKDQINKRELVIFVTPYIVQSKDVAVDFSKTKEKSPKR 431
NTDB id 1381 A4U84 RS02010 WP 021113424.1 IKRLFSQSQDKISKRELVIFVTPYIVKSEKIGAEKQK........ 420
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