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NTDB id 1186 GTF74 RS01320 WP 000788426.1 ELLKTDVADDKLYLLDVKDFSTPVESVEVFRKEPSTQLVVTVDGEFQHDYTLKGKYLEVVISKLKADEKPKPKSVLEKEG 156
NTDB id 1175 A1552VC RS12105 WP 000788426.1 ELLKTDVADDKLYLLDVKDFSTPVESVEVFRKEPSTQLVVTVDGEFQHDYTLKGKYLEVVISKLKADEKPKPKSVLEKEG 156
NTDB id 1408 DSB67 RS13980 WP 010643500.1 DLLNTSVKDDQLYLLDVKDFSTVVESVEVFRDTSTTRLVAYIDEDYSHDYRLTGRYLEVKVGKLKANEKAPDKSILDKEG 157
NTDB id 1381 A4U84 RS02010 WP 021113424.1 .....................................................MRYLFLLFFA..........TFPVLAN 17
NTDB id 158587 ACT74 RS08620 WP 050846294.1 ...........................................MKSILSRRLKCGLFFGCFLSL.........AVQAEQN 28
NTDB id 1347 HI 0435 AAC22094.1 ..............................................MKKYFLKCGYFLVCFCLPLIV.....FANPKTDN 29
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 KLISINFQDIPVRNVLQLIADYNGFNLVVSDSVVGNLTLRLDGVPWQQVLDIILQVKGLDKRVDGNVILIAPKEELDLRE 236
NTDB id 1175 A1552VC RS12105 WP 000788426.1 KLISINFQDIPVRNVLQLIADYNGFNLVVSDSVVGNLTLRLDGVPWQQVLDIILQVKGLDKRVDGNVILIAPKEELDLRE 236
NTDB id 1408 DSB67 RS13980 WP 010643500.1 KLISINFQDIPVRNVLQLIADYNQFNLVVSDSVEGNLTLRLDGVPWQQVLDIILQVKGLDKRVDGNVILVAPKDELDLRE 237
NTDB id 1381 A4U84 RS02010 WP 021113424.1 QQISLSIRNAPTAEIISYLAEETGKNITISDEIKDTKNFRVEKSHFDEILNSLIKTHQLNLKKENGIYYIHQAQEHKQHT 97
NTDB id 158587 ACT74 RS08620 WP 050846294.1 PVFSIRLKQAPLVPTLQQLALAHNTNLIIDDELQGTVSLQLENVDLDQLFRSVAKIKQLDLWQENGIYYFTKGDTNTK.F 107
NTDB id 1347 HI 0435 AAC22094.1 ERFFIRLSQAPLAQTLEQLAFQQDVNLVIGDILENKISLKLNNIDMPRLLQIIAKSKHLTLNKDDGIYYLNGSQSGKGQV 109
NTDB id 1373 NTHI RS02645 WP 011272046.1 ECFFIRLSQAPLAQTLEQLAFQQDVNLVMGERLEGNISLKLNNIDMPRLLKIIAKSKHLTLNKDDGVYYLNGSQSGKGQV 109
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 KQALE.....KARLAEELGDLKSEIIKINFAKASDIAAMIGGEGNVNMLSERGSISIDERTNSLLIRELPDNIAVIREII 311
NTDB id 1175 A1552VC RS12105 WP 000788426.1 KQALE.....KARLAEELGDLKSEIIKINFAKASDIAAMIGGEGNVNMLSERGSISIDERTNSLLIRELPDNIAVIREII 311
NTDB id 1408 DSB67 RS13980 WP 010643500.1 KQQLE.....KQKLEKEIGELSSEIIKVNFAKASDIAEMINGEGNISMLSDRGSMTIDERTNSLLIRELPENIEVIREII 312
NTDB id 1381 A4U84 RS02010 WP 021113424.1 TAQL..........VNALPKLITKTIKLHYSKASEVIESLTK.GQGNLLSESGYLHFDDRSNSIIVKDSAASVKNFTQLI 166
NTDB id 158587 ACT74 RS08620 WP 050846294.1 AGKMEEPFPLSLPMAEEPAQLNTATIKLHFAKASEVMKSLTG.GSGSLLSPNGSITFDDRSNLLLIQDEPRSVRNIKKLI 186
NTDB id 1347 HI 0435 AAC22094.1 AGNL..........TTNEPHLVSHTVKLHFAKASELMKSLTT.GSGSLLSPAGSITFDDRSNLLVIQDEPRSVQNIKKLI 178
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 ESLDIPVKQVQIEARIVTVKEGNLEELGVRWGVMSTNGS.HSVGGSIESNLWQKGLLAD........DEFPVDEFLNVNL 382
NTDB id 1175 A1552VC RS12105 WP 000788426.1 ESLDIPVKQVQIEARIVTVKEGNLEELGVRWGVMSTNGS.HSVGGSIESNLWQKGLLAD........DEFPVDEFLNVNL 382
NTDB id 1408 DSB67 RS13980 WP 010643500.1 ESLDIPVKQVQIEARIVTINEGNMDELGVRWGFTSINGS.HTVGGSIENNLATIGLYDGGGEGDDGGSSVGIDDFLNVNL 391
NTDB id 1381 A4U84 RS02010 WP 021113424.1 ESLDKPTEQIAIEARIVTISSEHLQQLGVRWGLFSPNENHYKLAGNLEGNG.................LTT..NNLNVNF 227
NTDB id 158587 ACT74 RS08620 WP 050846294.1 NELDKPIEQIAIEARIVTINDESLKELGVRWGIFSPTDNAHRIGGSLAGNG.................FDNLVNQLNVNF 249
NTDB id 1347 HI 0435 AAC22094.1 AEMDKPIEQIAIEARIVTITDESLKELGVRWGIFNPTENARRVAGSLTGNS.................FENIADNLNVNF 241
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 ASTSANASSIAFQVAKLGSGTLLDLELSALQNESKAEIISSPRLITTNKQPAYIEQGTEIPYLESS.SSGASTVAFKKAV 461
NTDB id 1175 A1552VC RS12105 WP 000788426.1 ASTSANASSIAFQVAKLGSGTLLDLELSALQNESKAEIISSPRLITTNKQPAYIEQGTEIPYLESS.SSGASTVAFKKAV 461
NTDB id 1408 DSB67 RS13980 WP 010643500.1 AATSPNATSIAFQVAKLGSDTLLDLELSALQQESKAEIISSPRLITTNKKPAYIEQGTEIPYLESS.SSGATSVTFKKAV 470
NTDB id 1381 A4U84 RS02010 WP 021113424.1 PV..NPSASVALQIAAIN.SRVLDLELTALESENNIEIIASPRLLTTDKKTASIKQGTEIPYAMYSKKEEITDIEFREAV 304
NTDB id 158587 ACT74 RS08620 WP 050846294.1 PTTTTPAGSVALQVAKIN.GRLLDLELTALERENNVEIIASPRLLTTNKKSASIKQGTELPYILVNEKSGSQSVEFREAV 328
NTDB id 1347 HI 0435 AAC22094.1 ATTTTPAGSIALQVAKIN.GRLLDLELSALERENNVEIIASPRLLTTNKKSASIKQGTEIPYIVSNTRNDTQSVEFREAV 320
NTDB id 1373 NTHI RS02645 WP 011272046.1 ATTTTPAGSIALQVAKIN.GRLLDLELSALERENNVEIIASPRLLTTNKKSASIKQGTEIPYIVSNTRNDTQSVEFREAV 320
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 LSLKVTPQITPDNRLVLDLSVTQDRRGETVKTGTGEAVSIDTQRIGTQVLVNNGETVVLGGIFQHSINNSVDKVPLLGDL 541
NTDB id 1175 A1552VC RS12105 WP 000788426.1 LSLKVTPQITPDNRLVLDLSVTQDRRGETVKTGTGEAVSIDTQRIGTQVLVNNGETVVLGGIFQHSINNSVDKVPLLGDL 541
NTDB id 1408 DSB67 RS13980 WP 010643500.1 LSLKVTPQITPDNRLVLDLSVTQDRPGQVVKTGTGEAVAIDTQRIGTQVLVNNGETVVLGGIFQHSITNSVDKVPLLGDL 550
NTDB id 1381 A4U84 RS02010 WP 021113424.1 LGLEVTPHISKQNQILLDLAISQNSPNNQIN...NTMVTIDKQEIKTQVLAKHGETIVLGGIFQHLIAKGEDKVPLLGSI 381
NTDB id 158587 ACT74 RS08620 WP 050846294.1 LGLEVTPHISQDKQILLDLIVSQNSPGSRVAYGLGEVVSIDKQEINTQVFAKDGETIVLGGVFSDTITKGTDKVPVLGDI 408
NTDB id 1347 HI 0435 AAC22094.1 LGLEVTPHISKDNNILLDLLVSQNSPGSRVAYGQNEVVSIDKQEINTQVFAKDGETIVLGGVFHDTITKSEDKVPLLGDI 400
NTDB id 1373 NTHI RS02645 WP 011272046.1 LGLEVTPHISKDNNILLDLLVSQNSPGSRVAYGQNEVVSIDKQEINTQVFAKDGETIVLGGVFHDTITKSEDKVPLLGDI 400
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