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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 1381 A4U84 RS02010 WP 021113424.1 ..........................................................MRYLFLLFFATF......PVLA 16
NTDB id 1142190 DQN30 RS03550 WP 111696323.1 ..............................................MKKYLLKCGCFLMCFWLPLIVFAN......PKTD 28
NTDB id 1347 HI 0435 AAC22094.1 ..............................................MKKYFLKCGYFLVCFCLPLIVFAN......PKTD 28
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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 1381 A4U84 RS02010 WP 021113424.1 NQQISLSIRNAPTAEIISYLAEETGKNITISDEIKDTKNFRVEKSHFDEILNSLIKTHQLNLKKENGIYYIHQAQE.... 92
NTDB id 1142190 DQN30 RS03550 WP 111696323.1 NERFFIRLSQAPLAQTLDQLAFQHDVNLVMDETLEGNISLKLDNIDMPRLLQIIAKSKKLTLNKDEGIYYLNGGQS.... 104
NTDB id 1347 HI 0435 AAC22094.1 NERFFIRLSQAPLAQTLEQLAFQQDVNLVIGDILENKISLKLNNIDMPRLLQIIAKSKHLTLNKDDGIYYLNGSQS.... 104
NTDB id 1373 NTHI RS02645 WP 011272046.1 NECFFIRLSQAPLAQTLEQLAFQQDVNLVMGERLEGNISLKLNNIDMPRLLKIIAKSKHLTLNKDDGVYYLNGSQS.... 104
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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 1381 A4U84 RS02010 WP 021113424.1 .HKQHTTAQLVNALPKLITKTIKLHYSKASEVIESLT.KGQGNLLSESGYLHFDDRSNSIIVKDSAASVKNFTQLIESLD 170
NTDB id 1142190 DQN30 RS03550 WP 111696323.1 .GKAQVAGNLTTNEPHLVSHTVKLHFAKASELMKSLT.TGSGSLLSPAGSITFDDRSNLLVIQDEPSSVQNIKKLISEMD 182
NTDB id 1347 HI 0435 AAC22094.1 .GKGQVAGNLTTNEPHLVSHTVKLHFAKASELMKSLT.TGSGSLLSPAGSITFDDRSNLLVIQDEPRSVQNIKKLIAEMD 182
NTDB id 1373 NTHI RS02645 WP 011272046.1 .GKGQVAGNLTTNEPHLVSHTVKLHFAKASELMKSLT.TGSGSLLSSAGSITFDDRSNLLVIQDEPRFVQNIKKLIAEMD 182
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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 1381 A4U84 RS02010 WP 021113424.1 KPTEQIAIEARIVTISSEHLQQLGVRWGLFSPNENHYKLAGNLEGN.................GLTT..NNLNVNFP..V 229
NTDB id 1142190 DQN30 RS03550 WP 111696323.1 KPIEQIAIEARIVTITDESLKELGVRWGIFNPTENGARVAGSLAGN.................GFENITDNLNVNFATTT 245
NTDB id 1347 HI 0435 AAC22094.1 KPIEQIAIEARIVTITDESLKELGVRWGIFNPTENARRVAGSLTGN.................SFENIADNLNVNFATTT 245
NTDB id 1373 NTHI RS02645 WP 011272046.1 KPIEQIAIEARIVTITDESLKELGVRWGIFNPTENARRVAGSLTGN.................SFENIADNLNVNFATTT 245
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 ANASSIAFQVAKLGSGTLLDLELSALQNESKAEIISSPRLITTNKQPAYIEQGTEIPYLESSSS.GASTVAFKKAVLSLK 465
NTDB id 1175 A1552VC RS12105 WP 000788426.1 ANASSIAFQVAKLGSGTLLDLELSALQNESKAEIISSPRLITTNKQPAYIEQGTEIPYLESSSS.GASTVAFKKAVLSLK 465
NTDB id 1408 DSB67 RS13980 WP 010643500.1 PNATSIAFQVAKLGSDTLLDLELSALQQESKAEIISSPRLITTNKKPAYIEQGTEIPYLESSSS.GATSVTFKKAVLSLK 474
NTDB id 1381 A4U84 RS02010 WP 021113424.1 NPSASVALQIAAIN.SRVLDLELTALESENNIEIIASPRLLTTDKKTASIKQGTEIPYAMYSKKEEITDIEFREAVLGLE 308
NTDB id 1142190 DQN30 RS03550 WP 111696323.1 TPAGSVALQVAKIN.GRLLDLELSALERENNVEIIASPRLLTTNKKSASIKQGTEIPYVVSNTRNDTQSVEFREAVLGLE 324
NTDB id 1347 HI 0435 AAC22094.1 TPAGSIALQVAKIN.GRLLDLELSALERENNVEIIASPRLLTTNKKSASIKQGTEIPYIVSNTRNDTQSVEFREAVLGLE 324
NTDB id 1373 NTHI RS02645 WP 011272046.1 TPAGSIALQVAKIN.GRLLDLELSALERENNVEIIASPRLLTTNKKSASIKQGTEIPYIVSNTRNDTQSVEFREAVLGLE 324
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 VTPQITPDNRLVLDLSVTQDRRGETVKTGTGEAVSIDTQRIGTQVLVNNGETVVLGGIFQHSINNSVDKVPLLGDLPVLG 545
NTDB id 1175 A1552VC RS12105 WP 000788426.1 VTPQITPDNRLVLDLSVTQDRRGETVKTGTGEAVSIDTQRIGTQVLVNNGETVVLGGIFQHSINNSVDKVPLLGDLPVLG 545
NTDB id 1408 DSB67 RS13980 WP 010643500.1 VTPQITPDNRLVLDLSVTQDRPGQVVKTGTGEAVAIDTQRIGTQVLVNNGETVVLGGIFQHSITNSVDKVPLLGDLPLLG 554
NTDB id 1381 A4U84 RS02010 WP 021113424.1 VTPHISKQNQILLDLAISQNSPNNQIN...NTMVTIDKQEIKTQVLAKHGETIVLGGIFQHLIAKGEDKVPLLGSIPVIK 385
NTDB id 1142190 DQN30 RS03550 WP 111696323.1 VTPHISKDNNILLDLLVSQNSPGSRVAYGQNEVVSIDKQEINTQVFAKDGETIVLGGVFHDTITKSEDKVPLLGDIPGIK 404
NTDB id 1347 HI 0435 AAC22094.1 VTPHISKDNNILLDLLVSQNSPGSRVAYGQNEVVSIDKQEINTQVFAKDGETIVLGGVFHDTITKSEDKVPLLGDIPVIK 404
NTDB id 1373 NTHI RS02645 WP 011272046.1 VTPHISKDNNILLDLLVSQNSPGSRVAYGQNEVVSIDKQEINTQVFAKDGETIVLGGVFHDTITKSEDKVPLLGDIPVIK 404
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 ALFRRTYEQMGKSELLIFVTPKVVIQ............... 571
NTDB id 1175 A1552VC RS12105 WP 000788426.1 ALFRRTYEQMGKSELLIFVTPKVVIQ............... 571
NTDB id 1408 DSB67 RS13980 WP 010643500.1 ALFRRSYENVGKSELLIFVTPKVVIQ............... 580
NTDB id 1381 A4U84 RS02010 WP 021113424.1 RLFSQSQDKISKRELVIFVTPYIVKSEKIG.AEKQK..... 420
NTDB id 1142190 DQN30 RS03550 WP 111696323.1 RLFSKESERHQKRELVIFVTPHILKAGETLEALKQKSAGKK 445
NTDB id 1347 HI 0435 AAC22094.1 RLFSKESERHQKRELVIFVTPHILKAGETLEALKQKSEGKK 445
NTDB id 1373 NTHI RS02645 WP 011272046.1 RLFSKESERHQKRELVIFVTPHILKAGETLEALKQKSAGKK 445
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