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NTDB id 1186 GTF74 RS01320 WP 000788426.1 ELLKTDVADDKLYLLDVKDFSTPVESVEVFRKEPSTQLVVTVDGEFQHDYTLK.GKYLEVVISKLKADEKPKPKSVLEKE 155
NTDB id 1175 A1552VC RS12105 WP 000788426.1 ELLKTDVADDKLYLLDVKDFSTPVESVEVFRKEPSTQLVVTVDGEFQHDYTLK.GKYLEVVISKLKADEKPKPKSVLEKE 155
NTDB id 1408 DSB67 RS13980 WP 010643500.1 DLLNTSVKDDQLYLLDVKDFSTVVESVEVFRDTSTTRLVAYIDEDYSHDYRLT.GRYLEVKVGKLKANEKAPDKSILDKE 156
NTDB id 1381 A4U84 RS02010 WP 021113424.1 ..........................................................MRYLFLLFF......ATFPVLA 16
NTDB id 42239 PARA RS04075 WP 014064657.1 ............................................MVKQKIKTKCGQFLMCFLILWTT......YS..AAE 28
NTDB id 1347 HI 0435 AAC22094.1 ..............................................MKKYFLKCGYFLVCFCLPLIV......FANPKTD 28
NTDB id 1373 NTHI RS02645 WP 011272046.1 ..............................................MKKYFLKCGYFLVCFCLPLIV......FANPKTD 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 NQQISLSIRNAPTAEIISYLAEETGKNITISDEIKDTKNFRVEKSHFDEILNSLIKTHQLNLKKENGIYYIHQAQEHKQH 96
NTDB id 42239 PARA RS04075 WP 014064657.1 NRIFSLRLKQAPMVATLQQLALEQNTNLMIDDELEGTLSLQLDSVDFDRLLRSVAKIKGLSFYQEKDIYYLGKPSQHEQY 108
NTDB id 1347 HI 0435 AAC22094.1 NERFFIRLSQAPLAQTLEQLAFQQDVNLVIGDILENKISLKLNNIDMPRLLQIIAKSKHLTLNKDDGIYYLNGSQSGKG. 107
NTDB id 1373 NTHI RS02645 WP 011272046.1 NECFFIRLSQAPLAQTLEQLAFQQDVNLVMGERLEGNISLKLNNIDMPRLLKIIAKSKHLTLNKDDGVYYLNGSQSGKG. 107
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 EKQAL....EKARLAEELGDLKSEIIKINFAKASDIAAMIGGEGNVNMLSERGSISIDERTNSLLIRELPDNIAVIREII 311
NTDB id 1175 A1552VC RS12105 WP 000788426.1 EKQAL....EKARLAEELGDLKSEIIKINFAKASDIAAMIGGEGNVNMLSERGSISIDERTNSLLIRELPDNIAVIREII 311
NTDB id 1408 DSB67 RS13980 WP 010643500.1 EKQQL....EKQKLEKEIGELSSEIIKVNFAKASDIAEMINGEGNISMLSDRGSMTIDERTNSLLIRELPENIEVIREII 312
NTDB id 1381 A4U84 RS02010 WP 021113424.1 .........TTAQLVNALPKLITKTIKLHYSKASEVIESLT.KGQGNLLSESGYLHFDDRSNSIIVKDSAASVKNFTQLI 166
NTDB id 42239 PARA RS04075 WP 014064657.1 AEKMVEPMTISGESLPSETPLVSATVKLHFAKAADVMKSLT.TGSGSLLSPSGTITFDDRSNVLLIQDDARSVKNIKKLI 187
NTDB id 1347 HI 0435 AAC22094.1 ........QVAGNLTTNEPHLVSHTVKLHFAKASELMKSLT.TGSGSLLSPAGSITFDDRSNLLVIQDEPRSVQNIKKLI 178
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 ESLDIPVKQVQIEARIVTVKEGNLEELGVRWGVMSTNGS.HSVGGSIESNLWQKGLLAD........DEFPVDEFLNVNL 382
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NTDB id 1381 A4U84 RS02010 WP 021113424.1 ESLDKPTEQIAIEARIVTISSEHLQQLGVRWGLFSPNENHYKLAGNLEGN.................GLTT..NNLNVNF 227
NTDB id 42239 PARA RS04075 WP 014064657.1 AELDKPIEQIVIEARIVTITDESLKELGVRWGIFNPTEAAHRVSGSLDAN.................GFSNIGDNLNVNF 250
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 ASTSANASSIAFQVAKLGSGTLLDLELSALQNESKAEIISSPRLITTNKQPAYIEQGTEIPYLESSSS.GASTVAFKKAV 461
NTDB id 1175 A1552VC RS12105 WP 000788426.1 ASTSANASSIAFQVAKLGSGTLLDLELSALQNESKAEIISSPRLITTNKQPAYIEQGTEIPYLESSSS.GASTVAFKKAV 461
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NTDB id 1381 A4U84 RS02010 WP 021113424.1 ..PVNPSASVALQIAAIN.SRVLDLELTALESENNIEIIASPRLLTTDKKTASIKQGTEIPYAMYSKKEEITDIEFREAV 304
NTDB id 42239 PARA RS04075 WP 014064657.1 ATTVTPAGSLALQVAKIN.GRLLDLELTALERENNVEIIASPRLLTTNKKSASIKQGTEIPYVVTNGKNDTQSVEFREAV 329
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 42239 PARA RS04075 WP 014064657.1 LGLEVTPHISKDNNILLDLLVSQNSPGNRVAYGQNEVVSIDKQEINTQVFAKDGETIVLGGVFHDTITKGIDKVPLLGDI 409
NTDB id 1347 HI 0435 AAC22094.1 LGLEVTPHISKDNNILLDLLVSQNSPGSRVAYGQNEVVSIDKQEINTQVFAKDGETIVLGGVFHDTITKSEDKVPLLGDI 400
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