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NTDB id 1168 A1552VC RS11070 WP 000957200.1 ..........MLTNLVAILRQAELISATQEQAVVTQVSASGTSVPEALLELSIFHAQELTEQLSHIFGLPETDLS 65
NTDB id 1293 VP RS12240 WP 005479695.1 ..........MHSNLSTILRQKGLLTFSQEESLIEQVKASGISMPEALLSSGFFTSSELAEHLSSIFGLSQPELS 65
NTDB id 1401 DSB67 RS12665 WP 010643259.1 ..........MLTNLSTVLRQAGILTFSQEESLLEQVKASGISMPEALLSSGFFQSHELTEHLSSVFGLSCTSLN 65
NTDB id 1110 NGFG RS09235 WP 003689817.1 ..........MSVGLLRILVQNQVVTVEQAEHYYNE.SQAGKEVLPMLFSDGVISPKSLAALIARVFSYSILDLR 64
NTDB id 1251 GCO85 RS07725 WP 011946523.1 ..MALATEEYRLQGIGQLLVLEKLLDKTKAIELHKLAAAEKISLLQYIVKNKILSAEQIALTAAQNFGVPMLDIN 73
NTDB id 227879 XcfCFBP6991P RS16405 WP 007965359.1 MNVAIGSNLVGITGIARRLVQDGALDEVSARAAMDHATQAKVPLPQWFAEKKLVTAAQLAAANAVEFGMPLMDVS 75
NTDB id 1058 ABD1 RS01615 WP 001274986.1 ..MSALHTSPKFTGFFRRLVEEKHVSAATMQTALDAAKRAKQDTVAYLIEEVHLSPSLLAETISAEFAEPYFDLD 73
NTDB id 1018 ACIAD RS01685 WP 004920473.1 ..MSAFTTPPKFSGFIRRLVEEGYVNAQNMQQALEKAKKFKQDIVPYLIDNFSISPLTIAEIISLEFGEPLLDLG 73
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 RYDYANLCQQLGLRELITRYDALPIAKQGNLLLLAVSDPTLLQAEEEFRFATGLQVELALADHRALQAAIRRLYG 140
NTDB id 1293 VP RS12240 WP 005479695.1 QYEYASLCQQLGLRELITRHNALPLHRTPSTLLLAVADPTNQQAEDDFRFATGLQVELVLADFRELSTAIRRLYG 140
NTDB id 1401 DSB67 RS12665 WP 010643259.1 QYEYASLCQTLGLRDLITRHNALPLNRTSSTLILAVADPTNLQAEDDFRFATGLQVELVLADFRELTAAIRRLYG 140
NTDB id 1110 NGFG RS09235 WP 003689817.1 HYPRHRVLMGVLTEEQMVEFHCVPVFRRGDKVFFAVSDPTQMPQIQKTVSAAGIAVELVIVEDDQLAGLLDWVGS 139
NTDB id 1251 GCO85 RS07725 WP 011946523.1 CIDVGTIPVNLVNEKLIKRHAMVPLFSRGTNLYLATDDPSKQASLKEIQFHTGLNTHAIVVETDKLSALIDNLLT 148
NTDB id 227879 XcfCFBP6991P RS16405 WP 007965359.1 AFDANQNAVKLVSEELLQKHQVLPLFKRGNRLFVGVSNPTQTRALDDIKFHTNLVVEAILVDEDQIRRTLEQWQA 150
NTDB id 1058 ABD1 RS01615 WP 001274986.1 VYDTSQIPKDLVDQKLILKHRILPLIQRGQILYVATSNPSNIEAIDAIRFNSKLLVEPVIVEHHKLEKVLGQHFA 148
NTDB id 1018 ACIAD RS01685 WP 004920473.1 VFDPALFLKDKIDEKLIQKYRIMPLVHRGHVLYVATSNPTNIEAMDAIRFNSKLKVEPIIVEHDKLERLLSEHFV 148
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 RSIQGAANQGKEISQDELANLVK.....VSDDELQSIEDLSQDDSPVSRFINQVLLDAVRKGASDIHFEPYENQY 210
NTDB id 1293 VP RS12240 WP 005479695.1 RSLSHEKSGLKEINQEELASLVD.....VGADEIDNIEDLSQDESPVSRYINQILLDAVRKGASDIHFEPYEKMY 210
NTDB id 1401 DSB67 RS12665 WP 010643259.1 RSLGQEKSGLKEINQDELAGLVD.....IGEDEIENIEDLSQDESPVSRYINQILLDAVRKGASDIHFEPYENMY 210
NTDB id 1110 NGFG RS09235 WP 003689817.1 RSTSLLQELGEG..QEE............EESHTLYIDNEEAEDGPVPRFIHKTLSDALRSGASDIHFEFYEHNA 200
NTDB id 1251 GCO85 RS07725 WP 011946523.1 AKESQGLSEYVE.DSGDLEGLEISADDE...DQDIDTATSVTDDAPIVKFVNKILLDAIRQGASDIHFEPYEREY 219
NTDB id 227879 XcfCFBP6991P RS16405 WP 007965359.1 SNASLGSSLGN..DDEEMGDLDVSAGDEDMGAGGDSGVDAKGDDTPVVKFVNKVLVDAIRRGASDIHFEPYEDDY 223
NTDB id 1058 ABD1 RS01615 WP 001274986.1 EESSFDF......NDEE.FDLDVN..LDGPTAQEDEEEAPQGDEAPIVKYINKLLIDAIRMGASDLHFEPYEKSY 214
NTDB id 1018 ACIAD RS01685 WP 004920473.1 EETHFNF......DTEE.LDLDVE..VDPHTTDDDDEDDKLKDEAPIVKYINKLLIDAIRMSASDLHFEPYEKSY 214
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 RIRLRCDGILVETQQPASHLSRRLAARIKILSKLDIAERRLPQDGRIKLRLSR.DTAIDMRVSTLPTLWGEKIVL 284
NTDB id 1293 VP RS12240 WP 005479695.1 RVRLRCDGILIETQQPPNHLSRRLSARIKILSKLDIAERRLPQDGRIKLKLNQ.DTAIDMRVSTLPTLFGEKIVL 284
NTDB id 1401 DSB67 RS12665 WP 010643259.1 RVRLRCDGILIEIQQPPSHLSRRLSARIKILSKLDIAERRLPQDGRIKLKLNQ.DTAIDMRVSTLPTLFGEKIVL 284
NTDB id 1110 NGFG RS09235 WP 003689817.1 RIRFRVDGQLREVVQPPIAVRGQLASRIKVMSRLDISEKRIPQDGRMQLTFQKGGKPVDFRVSTLPTLFGEKVVM 275
NTDB id 1251 GCO85 RS07725 WP 011946523.1 RIRYRQDGILHEVATPPASLSSRITARIKVMSNLDISERRIPQDGGFKMKISK.SRAIDFRVSTCPTSAGEKVVM 293
NTDB id 227879 XcfCFBP6991P RS16405 WP 007965359.1 RVRLRIDGLLKNVAKAPVKLNQRIAARLKVMSQLDIAEKRVPQDGRIKLNLSK.TKQIDFRVSTLPTLFGEKVVL 297
NTDB id 1058 ABD1 RS01615 WP 001274986.1 RVRYRVDGVLRQIANPPLQLANRLASRLKVMSQMDISEKRVPQDGRIKLKLSK.SKAIDFRVNSLPTLFGEKLVL 288
NTDB id 1018 ACIAD RS01685 WP 004920473.1 RVRYRVDGVLRLIATPPLQLATRLASRLKVMSQMDISEKRVPQDGRIKLKMSK.SKTIDFRVNSLPTLFGEKIVL 288
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 RLLDSSAANLDIDKLGYNPQQKQLYLNALKRPQGMILMTGPTGSGKTVSLYTGLRILNTSQINISTAEDPVEINL 359
NTDB id 1293 VP RS12240 WP 005479695.1 RLLDSSSASLDIDKLGYSEQQKQLYLEALRRPQGMILMTGPTGSGKTVSLYTGLNILNKPEINISTAEDPVEINL 359
NTDB id 1401 DSB67 RS12665 WP 010643259.1 RLLDSSSAALDINKLGYSDSQKQLYLDALRRPQGMILMTGPTGSGKTVSLYTGLSILNKPEINISTAEDPVEIYL 359
NTDB id 1110 NGFG RS09235 WP 003689817.1 RILNSDAASLNIDQLGFEPFQKKLLLEAIHRPYGMVLVTGPTGSGKTVSLYTCLNILNTESVNIATAEDPAEINL 350
NTDB id 1251 GCO85 RS07725 WP 011946523.1 RVLDSGAAKLGIEALGFNPVQRTNFLKAIQRPQGMILVTGPTGSGKTVTLYTALNILNTIEVNISTAEDPVEIKV 368
NTDB id 227879 XcfCFBP6991P RS16405 WP 007965359.1 RILDGSAAKLGIDKLGYEADQQKLFLEAIHKPYGMVLVTGPTGSGKTVSLYTALGILNDETRNISTAEDPVEIRL 372
NTDB id 1058 ABD1 RS01615 WP 001274986.1 RILDPSSAMLGIDALGYEEDQKALFMEALDKPQGMLLITGPTGSGKTVSLYTGLNILNTESSNISTAEDPVEINL 363
NTDB id 1018 ACIAD RS01685 WP 004920473.1 RILDPASAMLGIDALGYEPEQKALFMEALNKPQGMLLITGPTGSGKTVSLYTGLNILNTEHANISTAEDPVEINL 363
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 SGINQVQVQPKIGFGFAEALRSFLRQDPDVVMVGEIRDLETAEIAVKAAQTGHLVLSTLHTNSAAETVIRLANMG 434
NTDB id 1293 VP RS12240 WP 005479695.1 SGINQVQVQPKIGFGFAEALRSFLRQDPDVVMVGEIRDLDTAEIAIKASQTGHLVLSTLHTNSAAETIIRLSNMG 434
NTDB id 1401 DSB67 RS12665 WP 010643259.1 PGINQVQVQPKIGFGFAEALRSFLRQDPDVVMVGEIRDLDTAEIAIKASQTGHLVLSTLHTNSAAETVIRLSNMG 434
NTDB id 1110 NGFG RS09235 WP 003689817.1 PGINQVNVNDKQGLTFAAALKSFLRQDPDIIMVGEIRDLETADIAIKAAQTGHMVFSTLHTNNAPATLSRMLNMG 425
NTDB id 1251 GCO85 RS07725 WP 011946523.1 PGINQVNINPKAGLTFSGALRSFLRQDPDIIMVGEIRDLETAEIAIKAAQTGHLVLSTLHTNSAAETLNRLVNMG 443
NTDB id 227879 XcfCFBP6991P RS16405 WP 007965359.1 PGVNQVQQNNKRGMTFAAALRSFLRQDPDIIMVGEIRDLETAEIAIKAAQTGHMVLSTLHTNDAPQTIARLMNMG 447
NTDB id 1058 ABD1 RS01615 WP 001274986.1 EGINQVNVNPKVGLTFAAALKSFLRQDPDIIMVGEIRDLETAEIAIKAAQTGHMVMSTLHTNSAPETLTRLRNMG 438
NTDB id 1018 ACIAD RS01685 WP 004920473.1 EGVNQVNVNPKVGLTFAAALRSFLRQDPDIIMVGEIRDLETAEIAIKAAQTGHLVMSTLHTNNAAETLTRLRNMG 438
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 VEPFNLASSLSLIIAQRLARRLCKHCKIAV.RPSALLQSQFAFQPNEIL....YEANAAGCNECT.GGYSGRVGI 503
NTDB id 1293 VP RS12240 WP 005479695.1 VESFNLASSLSLIIAQRLARKLCPYCKQPQ.EHTVQL.QHLGIQTTDNI....FRANPDGCNECT.HGYSGRTGI 502
NTDB id 1401 DSB67 RS12665 WP 010643259.1 VESFNLASSLSLIIAQRLARKLCPYCRQPQ.EPNSQL.QHIGIANTEQI....FQANPDGCNECT.HGYSGRTGI 502
NTDB id 1110 NGFG RS09235 WP 003689817.1 VAPFNIASSVSLIMAQRLLRRLCSSCKQEVERPSASALKEVGFTDEDLAK.DWKLYRAVGCDRCRGQGYKGRAGV 499
NTDB id 1251 GCO85 RS07725 WP 011946523.1 IPTFNIASSVTLIIAQRLARKLCNQCKAVRDDFTNQGLIELGFKEADLV..NLKLYKAVGCEQCT.SGYRGRVGL 515
NTDB id 227879 XcfCFBP6991P RS16405 WP 007965359.1 IAPYNITSSVTLVIAQRLARRLCNNCKRK.STLPDNALLAEGFTPAQLAA.GIELYEAVGCDECT.EGYKGRTGI 519
NTDB id 1058 ABD1 RS01615 WP 001274986.1 VPSFNIATSVNLVIAQRLARRLCSQCKIP.ADIPKQSLLEMGFTEQDLAHPDFRVFQPVGCLECR.EGYKGRVGI 511
NTDB id 1018 ACIAD RS01685 WP 004920473.1 VASFNIATSVNLVIAQRLARRLCSQCKRP.IQVPERSLLEMGFTPEDLAQPEFQIFEPVGCHDCR.EGYKGRVGI 511
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 YEVMAFNTELAEAIMQRASIHQIERLAKANGMQTLQESGLEKLREGITSFAELQRVLYF 562
NTDB id 1293 VP RS12240 WP 005479695.1 YEVMRFDESLSEALIKGASVHELEKLAIANGMSTLQMSGIEKLKQGITSFSELQRVLYF 561
NTDB id 1401 DSB67 RS12665 WP 010643259.1 YEVMKFDESLSEALIKGASVHELEKLAIANGMQTLQMSGIEKLKQGITSFRELQRVLYF 561
NTDB id 1110 NGFG RS09235 WP 003689817.1 YEVMPISEEMQRVIMNNGTEVGILDVAYKEGMVDLRRAGILKIMQGITSLEEVTANTND 558
NTDB id 1251 GCO85 RS07725 WP 011946523.1 FEVLPMTKELGQLIMSGGNSLDILKLAQSEGMLTIFQSGIEKVKEGITTIEEVNRVTVD 574
NTDB id 227879 XcfCFBP6991P RS16405 WP 007965359.1 YQVMPMTDEIGAIVLEGGNAMQIAEAAQAIGIRDLRQSALMKAAHGVTSLAEINRVTKD 578
NTDB id 1058 ABD1 RS01615 WP 001274986.1 YEVMKVTPEISKIIMEDGNALEIAAASEKLGFNNLRRSGLKKVMQGVTSLQEVNRVTSE 570
NTDB id 1018 ACIAD RS01685 WP 004920473.1 YEVMKITPEISKIIMEDGNALEIAATAETLGFNNLRRSGLKKVMQGVTSLQEINRVTSE 570
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