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NTDB id 1028 TT RS08215 WP 011173991.1 MSVLTIGDKRLGAALLDAGLLTDEELQRALERHREVGGSLAEVLVDMGLLSERRIAQTIEDRFGIPLVELHRVEIPPKVK 80
NTDB id 1306 DR RS10060 WP 027479822.1 .MALSIGDRRLGAILLDQGYLGDNDLQRALERHSEVGGRLADVLIDSGMVGEKRIARAIEEALGIPLVNLLAVQPDPAAL 79
NTDB id 1168 A1552VC RS11070 WP 000957200.1 ................................................................................ 0
NTDB id 1293 VP RS12240 WP 005479695.1 ................................................................................ 0
NTDB id 1401 DSB67 RS12665 WP 010643259.1 ................................................................................ 0
NTDB id 1110 NGFG RS09235 WP 003689817.1 ................................................................................ 0
NTDB id 1058 ABD1 RS01615 WP 001274986.1 ................................................................................ 0
NTDB id 1018 ACIAD RS01685 WP 004920473.1 ................................................................................ 0
NTDB id 1130235 NSCAC RS00495 WP 269474122.1 ................................................................................ 0
NTDB id 1251 GCO85 RS07725 WP 011946523.1 ................................................................................ 0
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NTDB id 1028 TT RS08215 WP 011173991.1 ALLPAEKAKELKAIPFALDEEAGVVRVAFLNPLDTLSLEEVEDLTGLVVEPYQTTKSAFLYALAKHYPELGLPVPPP..P 158
NTDB id 1306 DR RS10060 WP 027479822.1 RSIRPQTALNLQAFPFALE..GDRLRVALVDPLSSFSIETLEDDSGFDIEPYQALREEVMWAIATHYPELGLEIVVPSGA 157
NTDB id 1168 A1552VC RS11070 WP 000957200.1 ................................................................................ 0
NTDB id 1293 VP RS12240 WP 005479695.1 ................................................................................ 0
NTDB id 1401 DSB67 RS12665 WP 010643259.1 ................................................................................ 0
NTDB id 1110 NGFG RS09235 WP 003689817.1 ................................................................................ 0
NTDB id 1058 ABD1 RS01615 WP 001274986.1 ................................................................................ 0
NTDB id 1018 ACIAD RS01685 WP 004920473.1 ................................................................................ 0
NTDB id 1130235 NSCAC RS00495 WP 269474122.1 ................................................................................ 0
NTDB id 1251 GCO85 RS07725 WP 011946523.1 ................................................................................ 0
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NTDB id 1028 TT RS08215 WP 011173991.1 SGEGQKDLKLGELLLQKGWISREALEEALVEQEKTGDLLGRILV.RKGLPEEALYRALAEQKGLEFLESTEGIVPDPSAA 237
NTDB id 1306 DR RS10060 WP 027479822.1 SDAGRTGGKLGERLITHGYITDAQLQVALDAQQQTGEALGATLISQRAITEDQLYEVLAEQEGTTFLPNPSGFHPGEEVL 237
NTDB id 1168 A1552VC RS11070 WP 000957200.1 ................................................................................ 0
NTDB id 1293 VP RS12240 WP 005479695.1 ................................................................................ 0
NTDB id 1401 DSB67 RS12665 WP 010643259.1 ................................................................................ 0
NTDB id 1110 NGFG RS09235 WP 003689817.1 ................................................................................ 0
NTDB id 1058 ABD1 RS01615 WP 001274986.1 ................................................................................ 0
NTDB id 1018 ACIAD RS01685 WP 004920473.1 ................................................................................ 0
NTDB id 1130235 NSCAC RS00495 WP 269474122.1 ................................................................................ 0
NTDB id 1251 GCO85 RS07725 WP 011946523.1 ................................................................................ 0
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NTDB id 1028 TT RS08215 WP 011173991.1 LLLLRSDALRYGAVPIGFQNGEVEVVLSDPRHKEAVAQLLNRPARFYLALPQAWEELFRRAYPQKNRLGEVLVQEGKLSR 317
NTDB id 1306 DR RS10060 WP 027479822.1 GSMLRADALRLLAVPVDETEQGVTVLTSDPRKRPDIDALIGRPVQLMLTRPRDIERLIEQFYPQRGRLGEQLVQEGTLSR 317
NTDB id 1168 A1552VC RS11070 WP 000957200.1 ................................................................................ 0
NTDB id 1293 VP RS12240 WP 005479695.1 ................................................................................ 0
NTDB id 1401 DSB67 RS12665 WP 010643259.1 ................................................................................ 0
NTDB id 1110 NGFG RS09235 WP 003689817.1 ................................................................................ 0
NTDB id 1058 ABD1 RS01615 WP 001274986.1 ................................................................................ 0
NTDB id 1018 ACIAD RS01685 WP 004920473.1 ................................................................................ 0
NTDB id 1130235 NSCAC RS00495 WP 269474122.1 ................................................................................ 0
NTDB id 1251 GCO85 RS07725 WP 011946523.1 ................................................................................ 0
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NTDB id 1028 TT RS08215 WP 011173991.1 EALKEALEVQKGLPRAKPLGEILVELGLARPEDVEEALQKQRRGGGRLEDTLVQSGKLRPEALAQAVATQLGYPYVDPEE 397
NTDB id 1306 DR RS10060 WP 027479822.1 DQLREALQVQAREGKVKPLGEVITELGFASPDEVDSALQKQNVGGGRLEDTLVQSGKLSPEMLARSLAAQLGYEFLDPIQ 397
NTDB id 1168 A1552VC RS11070 WP 000957200.1 ..............MLTNLVAILRQAELISATQEQAVVTQVSASGTSVPEALLELSIFHAQELTEQLSHIFGLPETDLSR 66
NTDB id 1293 VP RS12240 WP 005479695.1 ..............MHSNLSTILRQKGLLTFSQEESLIEQVKASGISMPEALLSSGFFTSSELAEHLSSIFGLSQPELSQ 66
NTDB id 1401 DSB67 RS12665 WP 010643259.1 ..............MLTNLSTVLRQAGILTFSQEESLLEQVKASGISMPEALLSSGFFQSHELTEHLSSVFGLSCTSLNQ 66
NTDB id 1110 NGFG RS09235 WP 003689817.1 ..............MSVGLLRILVQNQVVTVEQAEHYYNES.QAGKEVLPMLFSDGVISPKSLAALIARVFSYSILDLRH 65
NTDB id 1058 ABD1 RS01615 WP 001274986.1 ......MSALHTSPKFTGFFRRLVEEKHVSAATMQTALDAAKRAKQDTVAYLIEEVHLSPSLLAETISAEFAEPYFDLDV 74
NTDB id 1018 ACIAD RS01685 WP 004920473.1 ......MSAFTTPPKFSGFIRRLVEEGYVNAQNMQQALEKAKKFKQDIVPYLIDNFSISPLTIAEIISLEFGEPLLDLGV 74
NTDB id 1130235 NSCAC RS00495 WP 269474122.1 ........MTPSKAQIATLSHCLAKHNLLSESDALLYYKKSLQENISFISYLTQHKLVDSLSIAQVASQEFGMPLFNLNT 72
NTDB id 1251 GCO85 RS07725 WP 011946523.1 ......MALATEEYRLQGIGQLLVLEKLLDKTKAIELHKLAAAEKISLLQYIVKNKILSAEQIALTAAQNFGVPMLDINC 74
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NTDB id 1028 TT RS08215 WP 011173991.1 DPPDPGAPLLLPEDLCRRYGVFPHRLEGNRLVLLMKDPRN.ILALDDVRLALKRKGLNYEVAPAVATEAAITKLIERFYG 476
NTDB id 1306 DR RS10060 WP 027479822.1 NPPDPKVALMIPEATARRYVVVPVRLQGNSLVVAMKDPRN.VFALDDLKLITG.....KEILPAVMAEKDIIRLIERYFG 471
NTDB id 1168 A1552VC RS11070 WP 000957200.1 YDYANLCQQLGLRELITRYDALPIAKQGNLLLLAVSDPTL.LQAEEEFRFATG.....LQVELALADHRALQAAIRRLYG 140
NTDB id 1293 VP RS12240 WP 005479695.1 YEYASLCQQLGLRELITRHNALPLHRTPSTLLLAVADPTN.QQAEDDFRFATG.....LQVELVLADFRELSTAIRRLYG 140
NTDB id 1401 DSB67 RS12665 WP 010643259.1 YEYASLCQTLGLRDLITRHNALPLNRTSSTLILAVADPTN.LQAEDDFRFATG.....LQVELVLADFRELTAAIRRLYG 140
NTDB id 1110 NGFG RS09235 WP 003689817.1 YPRHRVLMGVLTEEQMVEFHCVPVFRRGDKVFFAVSDPTQ.MPQIQKTVSAAG.....IAVELVIVEDDQLAGLLDWVGS 139
NTDB id 1058 ABD1 RS01615 WP 001274986.1 YDTSQIPKDLVDQKLILKHRILPLIQRGQILYVATSNPSN.IEAIDAIRFNSK.....LLVEPVIVEHHKLEKVLGQHFA 148
NTDB id 1018 ACIAD RS01685 WP 004920473.1 FDPALFLKDKIDEKLIQKYRIMPLVHRGHVLYVATSNPTN.IEAMDAIRFNSK.....LKVEPIIVEHDKLERLLSEHFV 148
NTDB id 1130235 NSCAC RS00495 WP 269474122.1 LDISYSPQNLIEEKLVYEHRIFPLFKRGNKLFIAIADPTNQQQALSNIKFYTG.....VSTEPILVEEDKLSSMIEKINQ 147
NTDB id 1251 GCO85 RS07725 WP 011946523.1 IDVGTIPVNLVNEKLIKRHAMVPLFSRGTNLYLATDDPSK.QASLKEIQFHTG.....LNTHAIVVETDKLSALIDNLLT 148
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NTDB id 1028 TT RS08215 WP 011173991.1 KAELSE......IAKEFA....KKQAEEEV..PSPLELDESAAQKFVKQVIREAFLQDASDIHIEPRQNDVQVRLRIDGA 544
NTDB id 1306 DR RS10060 WP 027479822.1 EKGFEK......LNKELA....ERNKTQQSQEADLSVADESAIVQVVDSIIREAALQDASDIHIETTEDAVKVRYRIDGA 541
NTDB id 1168 A1552VC RS11070 WP 000957200.1 RSIQGAANQGKEISQDELAN.LVKVSDDELQSIEDLSQDDSPVSRFINQVLLDAVRKGASDIHFEPYENQYRIRLRCDGI 219
NTDB id 1293 VP RS12240 WP 005479695.1 RSLSHEKSGLKEINQEELAS.LVDVGADEIDNIEDLSQDESPVSRYINQILLDAVRKGASDIHFEPYEKMYRVRLRCDGI 219
NTDB id 1401 DSB67 RS12665 WP 010643259.1 RSLGQEKSGLKEINQDELAG.LVDIGEDEIENIEDLSQDESPVSRYINQILLDAVRKGASDIHFEPYENMYRVRLRCDGI 219
NTDB id 1110 NGFG RS09235 WP 003689817.1 RSTSLL.Q...ELGE......GQEEEESHTLYIDNEEAEDGPVPRFIHKTLSDALRSGASDIHFEFYEHNARIRFRVDGQ 209
NTDB id 1058 ABD1 RS01615 WP 001274986.1 EESSFDFND.EEFDLDVNLDGPTAQ....EDEEEAPQGDEAPIVKYINKLLIDAIRMGASDLHFEPYEKSYRVRYRVDGV 223
NTDB id 1018 ACIAD RS01685 WP 004920473.1 EETHFNFDT.EELDLDVEVDPHTTD....DDDEDDKLKDEAPIVKYINKLLIDAIRMSASDLHFEPYEKSYRVRYRVDGV 223
NTDB id 1130235 NSCAC RS00495 WP 269474122.1 DHRK.V...LAELSNTLETVASTQNEDEVEENFIESDKEDAPIVRFVNRLLLDAINRGASDIHFEPYEKTYRVRYRQDGI 223
NTDB id 1251 GCO85 RS07725 WP 011946523.1 AKESQGLSEYVEDSGDLEGLEISADDEDQDIDTATSVTDDAPIVKFVNKILLDAIRQGASDIHFEPYEREYRIRYRQDGI 228
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NTDB id 1028 TT RS08215 WP 011173991.1 LRPYSTLPKGALNAVISVVKIMGGLNIAEKRLPQDGRVRY..REGAIDVDLRLSTLPTVYGEKAVMRLLKKASDIPEIED 622
NTDB id 1306 DR RS10060 WP 027479822.1 LREQNSFPKGAAQQIMARLKIMGHLDIAERRVPQDGRVRF..KKGSIDLDLRLSTLPTVYGEKAVMRLLQKASNIPELEQ 619
NTDB id 1168 A1552VC RS11070 WP 000957200.1 LVETQQPASHLSRRLAARIKILSKLDIAERRLPQDGRIKLRLSR.DTAIDMRVSTLPTLWGEKIVLRLLDSSAANLDIDK 298
NTDB id 1293 VP RS12240 WP 005479695.1 LIETQQPPNHLSRRLSARIKILSKLDIAERRLPQDGRIKLKLNQ.DTAIDMRVSTLPTLFGEKIVLRLLDSSSASLDIDK 298
NTDB id 1401 DSB67 RS12665 WP 010643259.1 LIEIQQPPSHLSRRLSARIKILSKLDIAERRLPQDGRIKLKLNQ.DTAIDMRVSTLPTLFGEKIVLRLLDSSSAALDINK 298
NTDB id 1110 NGFG RS09235 WP 003689817.1 LREVVQPPIAVRGQLASRIKVMSRLDISEKRIPQDGRMQLTFQKGGKPVDFRVSTLPTLFGEKVVMRILNSDAASLNIDQ 289
NTDB id 1058 ABD1 RS01615 WP 001274986.1 LRQIANPPLQLANRLASRLKVMSQMDISEKRVPQDGRIKLKLSK.SKAIDFRVNSLPTLFGEKLVLRILDPSSAMLGIDA 302
NTDB id 1018 ACIAD RS01685 WP 004920473.1 LRLIATPPLQLATRLASRLKVMSQMDISEKRVPQDGRIKLKMSK.SKTIDFRVNSLPTLFGEKIVLRILDPASAMLGIDA 302
NTDB id 1130235 NSCAC RS00495 WP 269474122.1 LHEVATPPVNLSSRITSRIKVMARLDIAERRVPQDGRMKAKISD.KKSIDFRVSTCPTLFGEKAVLRILDPTSAQIGIHS 302
NTDB id 1251 GCO85 RS07725 WP 011946523.1 LHEVATPPASLSSRITARIKVMSNLDISERRIPQDGGFKMKISK.SRAIDFRVSTCPTSAGEKVVMRVLDSGAAKLGIEA 307
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NTDB id 1028 TT RS08215 WP 011173991.1 LGFAPGVFERFKEVISKPYGIFLITGPTGSGKSFTTFSILKRIATPDKNTQTIEDPVEYEIPGINQTQVNPQAGLTFARA 702
NTDB id 1306 DR RS10060 WP 027479822.1 LGFSEYNYARYTEIIERPNGIFLVTGPTGSGKSFTCFSTLKRIAKPEKNTTTIEDPIEYEVPGIVQSQVNNSTGMTFARA 699
NTDB id 1168 A1552VC RS11070 WP 000957200.1 LGYNPQQKQLYLNALKRPQGMILMTGPTGSGKTVSLYTGLRILNTSQINISTAEDPVEINLSGINQVQVQPKIGFGFAEA 378
NTDB id 1293 VP RS12240 WP 005479695.1 LGYSEQQKQLYLEALRRPQGMILMTGPTGSGKTVSLYTGLNILNKPEINISTAEDPVEINLSGINQVQVQPKIGFGFAEA 378
NTDB id 1401 DSB67 RS12665 WP 010643259.1 LGYSDSQKQLYLDALRRPQGMILMTGPTGSGKTVSLYTGLSILNKPEINISTAEDPVEIYLPGINQVQVQPKIGFGFAEA 378
NTDB id 1110 NGFG RS09235 WP 003689817.1 LGFEPFQKKLLLEAIHRPYGMVLVTGPTGSGKTVSLYTCLNILNTESVNIATAEDPAEINLPGINQVNVNDKQGLTFAAA 369
NTDB id 1058 ABD1 RS01615 WP 001274986.1 LGYEEDQKALFMEALDKPQGMLLITGPTGSGKTVSLYTGLNILNTESSNISTAEDPVEINLEGINQVNVNPKVGLTFAAA 382
NTDB id 1018 ACIAD RS01685 WP 004920473.1 LGYEPEQKALFMEALNKPQGMLLITGPTGSGKTVSLYTGLNILNTEHANISTAEDPVEINLEGVNQVNVNPKVGLTFAAA 382
NTDB id 1130235 NSCAC RS00495 WP 269474122.1 LGYELEQQKIFLDTIHQSYGMVLVTGPTGSGKTVSLYTALNILNTGNINISTAEDPAEINVPGINQVNVHPKVGLTFASA 382
NTDB id 1251 GCO85 RS07725 WP 011946523.1 LGFNPVQRTNFLKAIQRPQGMILVTGPTGSGKTVTLYTALNILNTIEVNISTAEDPVEIKVPGINQVNINPKAGLTFSGA 387
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NTDB id 1028 TT RS08215 WP 011173991.1 LRAFLRQDPDIIMVGEIRDSETAKIATEAALTGHLVIATLHTNDAAQAITRLDEMGVEPFNISAALIGVLSQRLVRRVCE 782
NTDB id 1306 DR RS10060 WP 027479822.1 LRAFLRQDPDIIFVGEIRDQETAKIAVEAALTGHMVLATLHTNDAPGAVTRLEEMGIENFNISAAVMGVLAQRLVRRVCS 779
NTDB id 1168 A1552VC RS11070 WP 000957200.1 LRSFLRQDPDVVMVGEIRDLETAEIAVKAAQTGHLVLSTLHTNSAAETVIRLANMGVEPFNLASSLSLIIAQRLARRLCK 458
NTDB id 1293 VP RS12240 WP 005479695.1 LRSFLRQDPDVVMVGEIRDLDTAEIAIKASQTGHLVLSTLHTNSAAETIIRLSNMGVESFNLASSLSLIIAQRLARKLCP 458
NTDB id 1401 DSB67 RS12665 WP 010643259.1 LRSFLRQDPDVVMVGEIRDLDTAEIAIKASQTGHLVLSTLHTNSAAETVIRLSNMGVESFNLASSLSLIIAQRLARKLCP 458
NTDB id 1110 NGFG RS09235 WP 003689817.1 LKSFLRQDPDIIMVGEIRDLETADIAIKAAQTGHMVFSTLHTNNAPATLSRMLNMGVAPFNIASSVSLIMAQRLLRRLCS 449
NTDB id 1058 ABD1 RS01615 WP 001274986.1 LKSFLRQDPDIIMVGEIRDLETAEIAIKAAQTGHMVMSTLHTNSAPETLTRLRNMGVPSFNIATSVNLVIAQRLARRLCS 462
NTDB id 1018 ACIAD RS01685 WP 004920473.1 LRSFLRQDPDIIMVGEIRDLETAEIAIKAAQTGHLVMSTLHTNNAAETLTRLRNMGVASFNIATSVNLVIAQRLARRLCS 462
NTDB id 1130235 NSCAC RS00495 WP 269474122.1 LRSFLRQDPDVIMVGEIRDLETAEIAIKAAQTGHMVLSTLHTNDAPQTLTRLVNMGVPSYNIASAVSLIIAQRLVRRLCT 462
NTDB id 1251 GCO85 RS07725 WP 011946523.1 LRSFLRQDPDIIMVGEIRDLETAEIAIKAAQTGHLVLSTLHTNSAAETLNRLVNMGIPTFNIASSVTLIIAQRLARKLCN 467
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