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NTDB id 1306 DR RS10060 WP 027479822.1 DQLREALQVQAREGKVKPLGEVITELGFASPDEVDSALQKQNVGGGRLEDTLVQSGKLSPEMLARSLAAQLGYEFLDPIQ 397
NTDB id 1028 TT RS08215 WP 011173991.1 EALKEALEVQKGLPRAKPLGEILVELGLARPEDVEEALQKQRRGGGRLEDTLVQSGKLRPEALAQAVATQLGYPYVDPEE 397
NTDB id 1110 NGFG RS09235 WP 003689817.1 ..............MSVGLLRILVQNQVVTVEQAEHYYNES.QAGKEVLPMLFSDGVISPKSLAALIARVFSYSILDLRH 65
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 1251 GCO85 RS07725 WP 011946523.1 ......MALATEEYRLQGIGQLLVLEKLLDKTKAIELHKLAAAEKISLLQYIVKNKILSAEQIALTAAQNFGVPMLDINC 74
NTDB id 411737 GSF04 RS09175 WP 130164712.1 ............MEHHSPLLRKFITLGRVTAEQIKSRQPEA....NTTAELICLSSGMSSKELAEECLDLFKVPFFNLDH 64
NTDB id 1058 ABD1 RS01615 WP 001274986.1 ......MSALHTSPKFTGFFRRLVEEKHVSAATMQTALDAAKRAKQDTVAYLIEEVHLSPSLLAETISAEFAEPYFDLDV 74
NTDB id 1018 ACIAD RS01685 WP 004920473.1 ......MSAFTTPPKFSGFIRRLVEEGYVNAQNMQQALEKAKKFKQDIVPYLIDNFSISPLTIAEIISLEFGEPLLDLGV 74
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NTDB id 1306 DR RS10060 WP 027479822.1 NPPDPKVALMIPEATARRYVVVPVRLQGNSLVVAMKDPRNVFALDDLKLITG.....KEILPAVMAEKDIIRLIERYFGE 472
NTDB id 1028 TT RS08215 WP 011173991.1 DPPDPGAPLLLPEDLCRRYGVFPHRLEGNRLVLLMKDPRNILALDDVRLALKRKGLNYEVAPAVATEAAITKLIERFYGK 477
NTDB id 1110 NGFG RS09235 WP 003689817.1 YPRHRVLMGVLTEEQMVEFHCVPVFRRGDKVFFAVSDPTQMPQIQKTVSAAG.....IAVELVIVEDDQLAGLLDWVGSR 140
NTDB id 1168 A1552VC RS11070 WP 000957200.1 YDYANLCQQLGLRELITRYDALPIAKQGNLLLLAVSDPTLLQAEEEFRFATG.....LQVELALADHRALQAAIRRLYGR 141
NTDB id 1293 VP RS12240 WP 005479695.1 YEYASLCQQLGLRELITRHNALPLHRTPSTLLLAVADPTNQQAEDDFRFATG.....LQVELVLADFRELSTAIRRLYGR 141
NTDB id 1401 DSB67 RS12665 WP 010643259.1 YEYASLCQTLGLRDLITRHNALPLNRTSSTLILAVADPTNLQAEDDFRFATG.....LQVELVLADFRELTAAIRRLYGR 141
NTDB id 1251 GCO85 RS07725 WP 011946523.1 IDVGTIPVNLVNEKLIKRHAMVPLFSRGTNLYLATDDPSKQASLKEIQFHTG.....LNTHAIVVETDKLSALIDNLLTA 149
NTDB id 411737 GSF04 RS09175 WP 130164712.1 FNVSEIPPALVKEKLIRKHHILPLVQKGRKLYVAASDPTDFGAFENFEFSTG.....LQCEVLVADYKKLEAKIDQLFDA 139
NTDB id 1058 ABD1 RS01615 WP 001274986.1 YDTSQIPKDLVDQKLILKHRILPLIQRGQILYVATSNPSNIEAIDAIRFNSK.....LLVEPVIVEHHKLEKVLGQHFAE 149
NTDB id 1018 ACIAD RS01685 WP 004920473.1 FDPALFLKDKIDEKLIQKYRIMPLVHRGHVLYVATSNPTNIEAMDAIRFNSK.....LKVEPIIVEHDKLERLLSEHFVE 149
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NTDB id 1306 DR RS10060 WP 027479822.1 KGFE......KLNKELAE..........RNKTQQSQEADLSVADESAIVQVVDSIIREAALQDASDIHIETTEDAVKVRY 536
NTDB id 1028 TT RS08215 WP 011173991.1 AELS......EIAKEFAK..........KQAEEEV..PSPLELDESAAQKFVKQVIREAFLQDASDIHIEPRQNDVQVRL 539
NTDB id 1110 NGFG RS09235 WP 003689817.1 STSLLQELGEGQEEEE................SHTLYIDNEEAEDGPVPRFIHKTLSDALRSGASDIHFEFYEHNARIRF 204
NTDB id 1168 A1552VC RS11070 WP 000957200.1 SIQGAANQGKEISQDELA.....NLVKVS..DDELQSIEDLSQDDSPVSRFINQVLLDAVRKGASDIHFEPYENQYRIRL 214
NTDB id 1293 VP RS12240 WP 005479695.1 SLSHEKSGLKEINQEELA.....SLVDVG..ADEIDNIEDLSQDESPVSRYINQILLDAVRKGASDIHFEPYEKMYRVRL 214
NTDB id 1401 DSB67 RS12665 WP 010643259.1 SLGQEKSGLKEINQDELA.....GLVDIG..EDEIENIEDLSQDESPVSRYINQILLDAVRKGASDIHFEPYENMYRVRL 214
NTDB id 1251 GCO85 RS07725 WP 011946523.1 KESQ......GLSEYVEDSGDLEGLEISADDEDQDIDTATSVTDDAPIVKFVNKILLDAIRQGASDIHFEPYEREYRIRY 223
NTDB id 411737 GSF04 RS09175 WP 130164712.1 TGGL......SISEEEFK..EFADLE..VD.DEPKQQNTNEDKDDAPIIVYINKILMDAIKKGASDLHFEPYEKKYRVRF 208
NTDB id 1058 ABD1 RS01615 WP 001274986.1 ESSF......DFNDEEFD..LDVNLD..GP.TAQEDEEEAPQGDEAPIVKYINKLLIDAIRMGASDLHFEPYEKSYRVRY 218
NTDB id 1018 ACIAD RS01685 WP 004920473.1 ETHF......NFDTEELD..LDVEVD..PH.TTDDDDEDDKLKDEAPIVKYINKLLIDAIRMSASDLHFEPYEKSYRVRY 218
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NTDB id 1306 DR RS10060 WP 027479822.1 RIDGALREQNSFPKGAAQQIMARLKIMGHLDIAERRVPQDGRVRF..KKGSIDLDLRLSTLPTVYGEKAVMRLLQKASNI 614
NTDB id 1028 TT RS08215 WP 011173991.1 RIDGALRPYSTLPKGALNAVISVVKIMGGLNIAEKRLPQDGRVRY..REGAIDVDLRLSTLPTVYGEKAVMRLLKKASDI 617
NTDB id 1110 NGFG RS09235 WP 003689817.1 RVDGQLREVVQPPIAVRGQLASRIKVMSRLDISEKRIPQDGRMQLTFQKGGKPVDFRVSTLPTLFGEKVVMRILNSDAAS 284
NTDB id 1168 A1552VC RS11070 WP 000957200.1 RCDGILVETQQPASHLSRRLAARIKILSKLDIAERRLPQDGRIKLRLSR.DTAIDMRVSTLPTLWGEKIVLRLLDSSAAN 293
NTDB id 1293 VP RS12240 WP 005479695.1 RCDGILIETQQPPNHLSRRLSARIKILSKLDIAERRLPQDGRIKLKLNQ.DTAIDMRVSTLPTLFGEKIVLRLLDSSSAS 293
NTDB id 1401 DSB67 RS12665 WP 010643259.1 RCDGILIEIQQPPSHLSRRLSARIKILSKLDIAERRLPQDGRIKLKLNQ.DTAIDMRVSTLPTLFGEKIVLRLLDSSSAA 293
NTDB id 1251 GCO85 RS07725 WP 011946523.1 RQDGILHEVATPPASLSSRITARIKVMSNLDISERRIPQDGGFKMKISK.SRAIDFRVSTCPTSAGEKVVMRVLDSGAAK 302
NTDB id 411737 GSF04 RS09175 WP 130164712.1 RIDGLLHEMASPPNTLATRLAARIKVMAHLDIAEKRKPQDGRIKLKISE.RKSIDFRVSTLPTMWGEKIVMRILDSSSAM 287
NTDB id 1058 ABD1 RS01615 WP 001274986.1 RVDGVLRQIANPPLQLANRLASRLKVMSQMDISEKRVPQDGRIKLKLSK.SKAIDFRVNSLPTLFGEKLVLRILDPSSAM 297
NTDB id 1018 ACIAD RS01685 WP 004920473.1 RVDGVLRLIATPPLQLATRLASRLKVMSQMDISEKRVPQDGRIKLKMSK.SKTIDFRVNSLPTLFGEKIVLRILDPASAM 297
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NTDB id 1306 DR RS10060 WP 027479822.1 PELEQLGFSEYNYARYTEIIERPNGIFLVTGPTGSGKSFTCFSTLKRIAKPEKNTTTIEDPIEYEVPGIVQSQVNNSTGM 694
NTDB id 1028 TT RS08215 WP 011173991.1 PEIEDLGFAPGVFERFKEVISKPYGIFLITGPTGSGKSFTTFSILKRIATPDKNTQTIEDPVEYEIPGINQTQVNPQAGL 697
NTDB id 1110 NGFG RS09235 WP 003689817.1 LNIDQLGFEPFQKKLLLEAIHRPYGMVLVTGPTGSGKTVSLYTCLNILNTESVNIATAEDPAEINLPGINQVNVNDKQGL 364
NTDB id 1168 A1552VC RS11070 WP 000957200.1 LDIDKLGYNPQQKQLYLNALKRPQGMILMTGPTGSGKTVSLYTGLRILNTSQINISTAEDPVEINLSGINQVQVQPKIGF 373
NTDB id 1293 VP RS12240 WP 005479695.1 LDIDKLGYSEQQKQLYLEALRRPQGMILMTGPTGSGKTVSLYTGLNILNKPEINISTAEDPVEINLSGINQVQVQPKIGF 373
NTDB id 1401 DSB67 RS12665 WP 010643259.1 LDINKLGYSDSQKQLYLDALRRPQGMILMTGPTGSGKTVSLYTGLSILNKPEINISTAEDPVEIYLPGINQVQVQPKIGF 373
NTDB id 1251 GCO85 RS07725 WP 011946523.1 LGIEALGFNPVQRTNFLKAIQRPQGMILVTGPTGSGKTVTLYTALNILNTIEVNISTAEDPVEIKVPGINQVNINPKAGL 382
NTDB id 411737 GSF04 RS09175 WP 130164712.1 LGIDVLGYEPEQKQLYLDALEQPQGMILVTGPTGSGKTVSLYTGLNILNQPERNISTAEDPVEINLEGINQVQINTKADM 367
NTDB id 1058 ABD1 RS01615 WP 001274986.1 LGIDALGYEEDQKALFMEALDKPQGMLLITGPTGSGKTVSLYTGLNILNTESSNISTAEDPVEINLEGINQVNVNPKVGL 377
NTDB id 1018 ACIAD RS01685 WP 004920473.1 LGIDALGYEPEQKALFMEALNKPQGMLLITGPTGSGKTVSLYTGLNILNTEHANISTAEDPVEINLEGVNQVNVNPKVGL 377
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NTDB id 1306 DR RS10060 WP 027479822.1 TFARALRAFLRQDPDIIFVGEIRDQETAKIAVEAALTGHMVLATLHTNDAPGAVTRLEEMGIENFNISAAVMGVLAQRLV 774
NTDB id 1028 TT RS08215 WP 011173991.1 TFARALRAFLRQDPDIIMVGEIRDSETAKIATEAALTGHLVIATLHTNDAAQAITRLDEMGVEPFNISAALIGVLSQRLV 777
NTDB id 1110 NGFG RS09235 WP 003689817.1 TFAAALKSFLRQDPDIIMVGEIRDLETADIAIKAAQTGHMVFSTLHTNNAPATLSRMLNMGVAPFNIASSVSLIMAQRLL 444
NTDB id 1168 A1552VC RS11070 WP 000957200.1 GFAEALRSFLRQDPDVVMVGEIRDLETAEIAVKAAQTGHLVLSTLHTNSAAETVIRLANMGVEPFNLASSLSLIIAQRLA 453
NTDB id 1293 VP RS12240 WP 005479695.1 GFAEALRSFLRQDPDVVMVGEIRDLDTAEIAIKASQTGHLVLSTLHTNSAAETIIRLSNMGVESFNLASSLSLIIAQRLA 453
NTDB id 1401 DSB67 RS12665 WP 010643259.1 GFAEALRSFLRQDPDVVMVGEIRDLDTAEIAIKASQTGHLVLSTLHTNSAAETVIRLSNMGVESFNLASSLSLIIAQRLA 453
NTDB id 1251 GCO85 RS07725 WP 011946523.1 TFSGALRSFLRQDPDIIMVGEIRDLETAEIAIKAAQTGHLVLSTLHTNSAAETLNRLVNMGIPTFNIASSVTLIIAQRLA 462
NTDB id 411737 GSF04 RS09175 WP 130164712.1 TFANALRAFLRQDPDVVMVGEIRDLETAEISIKAAQTGHLVLSTLHTNSAPETLTRLLNMGVPAYNVASSVSLIIAQRLA 447
NTDB id 1058 ABD1 RS01615 WP 001274986.1 TFAAALKSFLRQDPDIIMVGEIRDLETAEIAIKAAQTGHMVMSTLHTNSAPETLTRLRNMGVPSFNIATSVNLVIAQRLA 457
NTDB id 1018 ACIAD RS01685 WP 004920473.1 TFAAALRSFLRQDPDIIMVGEIRDLETAEIAIKAAQTGHLVMSTLHTNNAAETLTRLRNMGVASFNIATSVNLVIAQRLA 457
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NTDB id 1306 DR RS10060 WP 027479822.1 RRVCSECKQPTNA.DPEVLRRLGISERDIR..GANLMRGTGCPRCGGTGYKGRMGIHELMVMDDSLRRTIGAGRPAAEIR 851
NTDB id 1028 TT RS08215 WP 011173991.1 RRVCEHCKVEVKP.DPETLRRLGLSEAEIQ..GARLYKGMGCERCGGTGYKGRYAIHELLVVDDEIRHAIVAGKSATEIK 854
NTDB id 1110 NGFG RS09235 WP 003689817.1 RRLCSSCKQEVERPSASALKEVGFTDEDLAK.DWKLYRAVGCDRCRGQGYKGRAGVYEVMPISEEMQRVIMNNGTEVGIL 523
NTDB id 1168 A1552VC RS11070 WP 000957200.1 RRLCKHCKIAVRP.SALLQSQFAFQPNE....ILYEANAAGCNECTG.GYSGRVGIYEVMAFNTELAEAIMQRASIHQIE 527
NTDB id 1293 VP RS12240 WP 005479695.1 RKLCPYCKQPQEH.TVQL.QHLGIQTTD....NIFRANPDGCNECTH.GYSGRTGIYEVMRFDESLSEALIKGASVHELE 526
NTDB id 1401 DSB67 RS12665 WP 010643259.1 RKLCPYCRQPQEP.NSQL.QHIGIANTE....QIFQANPDGCNECTH.GYSGRTGIYEVMKFDESLSEALIKGASVHELE 526
NTDB id 1251 GCO85 RS07725 WP 011946523.1 RKLCNQCKAVRDDFTNQGLIELGFKEADLV..NLKLYKAVGCEQCTS.GYRGRVGLFEVLPMTKELGQLIMSGGNSLDIL 539
NTDB id 411737 GSF04 RS09175 WP 130164712.1 RRLCPKCKTP.ETLPEEALLGQGFTAEQIK..EITLFAPKGCESCTD.GYKGRVGIYEVVKITPELSHLIMEGGNSLEIA 523
NTDB id 1058 ABD1 RS01615 WP 001274986.1 RRLCSQCKIP.ADIPKQSLLEMGFTEQDLAHPDFRVFQPVGCLECRE.GYKGRVGIYEVMKVTPEISKIIMEDGNALEIA 535
NTDB id 1018 ACIAD RS01685 WP 004920473.1 RRLCSQCKRP.IQVPERSLLEMGFTPEDLAQPEFQIFEPVGCHDCRE.GYKGRVGIYEVMKITPEISKIIMEDGNALEIA 535
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NTDB id 1306 DR RS10060 WP 027479822.1 DVALGESGLRSLRQDGIEKALQGLTTLEEVLAVTAS 887
NTDB id 1028 TT RS08215 WP 011173991.1 EIAR.RKGMKTLREDGLYKALQGITTLEEVLARTIE 889
NTDB id 1110 NGFG RS09235 WP 003689817.1 DVAY.KEGMVDLRRAGILKIMQGITSLEEVTANTND 558
NTDB id 1168 A1552VC RS11070 WP 000957200.1 RLAK.ANGMQTLQESGLEKLREGITSFAELQRVLYF 562
NTDB id 1293 VP RS12240 WP 005479695.1 KLAI.ANGMSTLQMSGIEKLKQGITSFSELQRVLYF 561
NTDB id 1401 DSB67 RS12665 WP 010643259.1 KLAI.ANGMQTLQMSGIEKLKQGITSFRELQRVLYF 561
NTDB id 1251 GCO85 RS07725 WP 011946523.1 KLAQ.SEGMLTIFQSGIEKVKEGITTIEEVNRVTVD 574
NTDB id 411737 GSF04 RS09175 WP 130164712.1 EKAE.QLGFDNLRKSGLKKAAAGVTSLTEINRVTSY 558
NTDB id 1058 ABD1 RS01615 WP 001274986.1 AASE.KLGFNNLRRSGLKKVMQGVTSLQEVNRVTSE 570
NTDB id 1018 ACIAD RS01685 WP 004920473.1 ATAE.TLGFNNLRRSGLKKVMQGVTSLQEINRVTSE 570
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X non conserved

X similar

X ≥ 50% conserved


