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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
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 ELLKTDVADDKLYLLDVKDFSTPVESVEVFRKEPSTQLVVTVDGEFQHDY..TLKGKYLEVVIS.KLKADEKPKPKSVLE 153
NTDB id 1175 A1552VC RS12105 WP 000788426.1 ELLKTDVADDKLYLLDVKDFSTPVESVEVFRKEPSTQLVVTVDGEFQHDY..TLKGKYLEVVIS.KLKADEKPKPKSVLE 153
NTDB id 1408 DSB67 RS13980 WP 010643500.1 DLLNTSVKDDQLYLLDVKDFSTVVESVEVFRDTSTTRLVAYIDEDYSHDY..RLTGRYLEVKVG.KLKANEKAPDKSILD 154
NTDB id 1381 A4U84 RS02010 WP 021113424.1 .......................................................MRYLFLLFFATF...........PV 14
NTDB id 1070971 ACIO06 RS09610 WP 410679840.1 ..............................................MKLLNIIKNILLFFLILSYPF.R......LVNAS 27
NTDB id 1347 HI 0435 AAC22094.1 ..............................................MKKY..FLKCGYFLVCFCLPLIV......FANPK 26
NTDB id 1373 NTHI RS02645 WP 011272046.1 ..............................................MKKY..FLKCGYFLVCFCLPLIV......FANPK 26
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 KEGKLISINFQDIPVRNVLQLIADYNGFNLVVSDSVVGNLTLRLDGVPWQQVLDIILQVKGLDKRVDGNVILIAPKEELD 233
NTDB id 1175 A1552VC RS12105 WP 000788426.1 KEGKLISINFQDIPVRNVLQLIADYNGFNLVVSDSVVGNLTLRLDGVPWQQVLDIILQVKGLDKRVDGNVILIAPKEELD 233
NTDB id 1408 DSB67 RS13980 WP 010643500.1 KEGKLISINFQDIPVRNVLQLIADYNQFNLVVSDSVEGNLTLRLDGVPWQQVLDIILQVKGLDKRVDGNVILVAPKDELD 234
NTDB id 1381 A4U84 RS02010 WP 021113424.1 LANQQISLSIRNAPTAEIISYLAEETGKNITISDEIKDTKNFRVEKSHFDEILNSLIKTHQLNLKKENGIYYIHQAQE.H 93
NTDB id 1070971 ACIO06 RS09610 WP 410679840.1 DENNTFSVHLKQAPLVDTVQYLAGYQKINLVIDDELSGSISLQLQNTTLLQLLKSIAEIKHLRFWENNGIYYLSQSQA.T 106
NTDB id 1347 HI 0435 AAC22094.1 TDNERFFIRLSQAPLAQTLEQLAFQQDVNLVIGDILENKISLKLNNIDMPRLLQIIAKSKHLTLNKDDGIYYLNGSQS.G 105
NTDB id 1373 NTHI RS02645 WP 011272046.1 TDNECFFIRLSQAPLAQTLEQLAFQQDVNLVMGERLEGNISLKLNNIDMPRLLKIIAKSKHLTLNKDDGVYYLNGSQS.G 105
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 LREKQALEKARLAEELGDLKSEIIKINFAKASDIAAMIGGEGNVNMLSERGSISIDERTNSLLIRELPDNIAVIREIIES 313
NTDB id 1175 A1552VC RS12105 WP 000788426.1 LREKQALEKARLAEELGDLKSEIIKINFAKASDIAAMIGGEGNVNMLSERGSISIDERTNSLLIRELPDNIAVIREIIES 313
NTDB id 1408 DSB67 RS13980 WP 010643500.1 LREKQQLEKQKLEKEIGELSSEIIKVNFAKASDIAEMINGEGNISMLSDRGSMTIDERTNSLLIRELPENIEVIREIIES 314
NTDB id 1381 A4U84 RS02010 WP 021113424.1 KQHTTA....QLVNALPKLITKTIKLHYSKASEVIESLT.KGQGNLLSESGYLHFDDRSNSIIVKDSAASVKNFTQLIES 168
NTDB id 1070971 ACIO06 RS09610 WP 410679840.1 NQENVVLNSSTDIATSADMLITSIKLHYAKASEVMKALT.SGNGSLLTVNGSISFDERNNLLIIQDEAKKIKQIRKLVAD 185
NTDB id 1347 HI 0435 AAC22094.1 KGQVAG....NLTTNEPHLVSHTVKLHFAKASELMKSLT.TGSGSLLSPAGSITFDDRSNLLVIQDEPRSVQNIKKLIAE 180
NTDB id 1373 NTHI RS02645 WP 011272046.1 KGQVAG....NLTTNEPHLVSHTVKLHFAKASELMKSLT.TGSGSLLSSAGSITFDDRSNLLVIQDEPRFVQNIKKLIAE 180
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 LDIPVKQVQIEARIVTVKEGNLEELGVRWGVMSTNG.SHSVGGSIESNLWQKGLLAD........DEFPVDEFLNVNLAS 384
NTDB id 1175 A1552VC RS12105 WP 000788426.1 LDIPVKQVQIEARIVTVKEGNLEELGVRWGVMSTNG.SHSVGGSIESNLWQKGLLAD........DEFPVDEFLNVNLAS 384
NTDB id 1408 DSB67 RS13980 WP 010643500.1 LDIPVKQVQIEARIVTINEGNMDELGVRWGFTSING.SHTVGGSIENNLATIGLYDGGGEGDDGGSSVGIDDFLNVNLAA 393
NTDB id 1381 A4U84 RS02010 WP 021113424.1 LDKPTEQIAIEARIVTISSEHLQQLGVRWGLFSPNENHYKLAGNLEGN.................GLTT..NNLNVNFP. 228
NTDB id 1070971 ACIO06 RS09610 WP 410679840.1 MDKPIQQIIIEARIATISDESLKELGVRWGIFSPSDISHSVSGSLNAN.................GFSNITDNLNINFAT 248
NTDB id 1347 HI 0435 AAC22094.1 MDKPIEQIAIEARIVTITDESLKELGVRWGIFNPTENARRVAGSLTGN.................SFENIADNLNVNFAT 243
NTDB id 1373 NTHI RS02645 WP 011272046.1 MDKPIEQIAIEARIVTITDESLKELGVRWGIFNPTENARRVAGSLTGN.................SFENIADNLNVNFAT 243
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 TSANASSIAFQVAKLGSGTLLDLELSALQNESKAEIISSPRLITTNKQPAYIEQGTEIPYLESSSS.GASTVAFKKAVLS 463
NTDB id 1175 A1552VC RS12105 WP 000788426.1 TSANASSIAFQVAKLGSGTLLDLELSALQNESKAEIISSPRLITTNKQPAYIEQGTEIPYLESSSS.GASTVAFKKAVLS 463
NTDB id 1408 DSB67 RS13980 WP 010643500.1 TSPNATSIAFQVAKLGSDTLLDLELSALQQESKAEIISSPRLITTNKKPAYIEQGTEIPYLESSSS.GATSVTFKKAVLS 472
NTDB id 1381 A4U84 RS02010 WP 021113424.1 .VNPSASVALQIAAIN.SRVLDLELTALESENNIEIIASPRLLTTDKKTASIKQGTEIPYAMYSKKEEITDIEFREAVLG 306
NTDB id 1070971 ACIO06 RS09610 WP 410679840.1 SSNPAGSVALQVAKIN.GRLLDLELTALERENNVEIIASPRLLTTNKKSASIKQGTEIPYVVNNGKNDTQSIEFREAVLG 327
NTDB id 1347 HI 0435 AAC22094.1 TTTPAGSIALQVAKIN.GRLLDLELSALERENNVEIIASPRLLTTNKKSASIKQGTEIPYIVSNTRNDTQSVEFREAVLG 322
NTDB id 1373 NTHI RS02645 WP 011272046.1 TTTPAGSIALQVAKIN.GRLLDLELSALERENNVEIIASPRLLTTNKKSASIKQGTEIPYIVSNTRNDTQSVEFREAVLG 322
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 LKVTPQITPDNRLVLDLSVTQDRRGETVKTGTGEAVSIDTQRIGTQVLVNNGETVVLGGIFQHSINNSVDKVPLLGDLPV 543
NTDB id 1175 A1552VC RS12105 WP 000788426.1 LKVTPQITPDNRLVLDLSVTQDRRGETVKTGTGEAVSIDTQRIGTQVLVNNGETVVLGGIFQHSINNSVDKVPLLGDLPV 543
NTDB id 1408 DSB67 RS13980 WP 010643500.1 LKVTPQITPDNRLVLDLSVTQDRPGQVVKTGTGEAVAIDTQRIGTQVLVNNGETVVLGGIFQHSITNSVDKVPLLGDLPL 552
NTDB id 1381 A4U84 RS02010 WP 021113424.1 LEVTPHISKQNQILLDLAISQNSPNNQI...NNTMVTIDKQEIKTQVLAKHGETIVLGGIFQHLIAKGEDKVPLLGSIPV 383
NTDB id 1070971 ACIO06 RS09610 WP 410679840.1 LEVTPHLLKHNGILLDLVVSQNAPGGRVSYGENEVISIDKQEINTQVFAQDGETIVLGGIFHDTITKALDKVPILGDIPG 407
NTDB id 1347 HI 0435 AAC22094.1 LEVTPHISKDNNILLDLLVSQNSPGSRVAYGQNEVVSIDKQEINTQVFAKDGETIVLGGVFHDTITKSEDKVPLLGDIPV 402
NTDB id 1373 NTHI RS02645 WP 011272046.1 LEVTPHISKDNNILLDLLVSQNSPGSRVAYGQNEVVSIDKQEINTQVFAKDGETIVLGGVFHDTITKSEDKVPLLGDIPV 402
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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 1381 A4U84 RS02010 WP 021113424.1 IKRLFSQSQDKISKRELVIFVTPYIVKSEKIGAEKQK...... 420
NTDB id 1070971 ACIO06 RS09610 WP 410679840.1 IKRLFSKEVERHQKRELVIFVTPRLIRSGTVEE.......... 440
NTDB id 1347 HI 0435 AAC22094.1 IKRLFSKESERHQKRELVIFVTPHILKAGETLEALKQKSEGKK 445
NTDB id 1373 NTHI RS02645 WP 011272046.1 IKRLFSKESERHQKRELVIFVTPHILKAGETLEALKQKSAGKK 445
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