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NTDB id 1029 TT RS02230 WP 011228203.1 .....................MPVYQYKARDRQG.RLVEATIEAEDLRTAARLLRDRGLFVAEIKEPGKGLQAEVRIPAL 58
NTDB id 1169 A1552VC RS11075 WP 000648511.1 .............MKATQTLPLKNYRWKGINSNG.KKVSGQMLAISEIEVRDKLKDQHIQIKKLKKGSVSLLAR.....L 61
NTDB id 1402 DSB67 RS12670 WP 010643257.1 ..............MKTIAPQLKNYRWKGINSSG.KKTSGNVLAMTEIEVRERLDAQHIKIKKLKKGSISFITK.....I 60
NTDB id 1113 AAA85695.1 219..1451( ) ....MA....KNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVK.....TS....S 63
NTDB id 1112 NGFG RS09215 WP 003689811.1 ....MA....KNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVK.....TS....S 63
NTDB id 174609 ATSB10 RS10355 WP 063672587.1 MATATAKNPRDLGAQRAQVSQATVYDWVALDKRG.KRMKGEMPAKNASLVKAELRRQGMNPQTVKERGKPLFGA.....T 74
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ..............MDKNSPPLLTFHYQGINKAG.QKMEGDIQARSLAIAKADLRKQGIVTNKVVKKRKPLFDR.....K 60
NTDB id 1198 PSJM300 03950 AFN76868.1 ..............MAQKAIKNSVFTWEGLDRQG.AKIKGELSGVSPALVKAQLRKQGINPQKVRKKSISLFS......A 59
NTDB id 1016 ACIAD RS01680 WP 004920476.1 .............MAAKKTQVMPVFAYEGVDRKG.IKLKGELPARNMALAKVTLRKQGITIRTIREKRKNIFEGL....L 62
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NTDB id 1029 TT RS02230 WP 011228203.1 ERGPGLKDLAIFSRQLATMLGAGLTLLQALAILERQTENRKFREILKQVRTDVEGGMAFSEALSKHK.IFSRLYVNLVRA 137
NTDB id 1169 A1552VC RS11075 WP 000648511.1 THRVKSKDITILTRQLATMLTTGVPIVQALKLVGDNHRKAEMKSILAQITKSVEAGTPLSKAMRTASAHFDTLYVDLVET 141
NTDB id 1402 DSB67 RS12670 WP 010643257.1 SHRVKGKDITIFTRQIATMLMTGVPIVQALKLVSENHKKAEMKSILMSVTRAVEAGTPMSKAMRTASTHFDPLYTDLIAT 140
NTDB id 1113 AAA85695.1 219..1451( ) KRKITQEDITVFTRQLSTMINAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAA 143
NTDB id 1112 NGFG RS09215 WP 003689811.1 KRKITQEDITVFTRQLSTMIKAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAA 143
NTDB id 174609 ATSB10 RS10355 WP 063672587.1 GSTVKPRDVAIFSRQIATMMASGVPMVQSFEIIADGQKNVRFKNILTDVKQGIEGGASLNEALAKYPIQFDELYRNLVRA 154
NTDB id 1252 GCO85 RS07730 WP 011213805.1 NKKITQADITVFSRQLATMIESGIPLVQAFDIVAKGQSNKRLKDLIETIKHDIETGLTLAESLIKHPLYFNELFCNLVDA 140
NTDB id 1198 PSJM300 03950 AFN76868.1 GKKIKPMDIALFTRQMATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDDLYCNLVDS 139
NTDB id 1016 ACIAD RS01680 WP 004920476.1 KKKVKPLDIAIFTRQLATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDNLFCSLIES 142
NTDB id 1059 ABD1 RS01610 WP 000279215.1 KKKVTTLDITIFTRQLATMMKAGVPLVQGFEIVAEGLENPAMREVVLGIKGEVEGGSTFASALRKYPQHFDNLFCSLVES 142
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NTDB id 1029 TT RS02230 WP 011228203.1 GETSGGLDLILDRLASFLEKELELRGKIRSAMTYPVIVFVFAVGVAYFLLTGIVPQFAQILTDLGSELPLLTRFLIAVSD 217
NTDB id 1169 A1552VC RS11075 WP 000648511.1 GEMSGNLPEVFERLATYREKSEQLRAKVIKALIYPSMVVLVALGVSYLMLTMVIPEFESMFKGFGAELPWFTQQVLKLSH 221
NTDB id 1402 DSB67 RS12670 WP 010643257.1 GEQSGNLSQVFERLATYREKSEQLRAKVIKALIYPAMVVLVALGVSYLMLTRVIPEFEKMFTGFGADLPAFTQMVLNLSA 220
NTDB id 1113 AAA85695.1 219..1451( ) GETGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPALTQTVMDMSD 223
NTDB id 1112 NGFG RS09215 WP 003689811.1 GETGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPPLTQTVMDMSD 223
NTDB id 174609 ATSB10 RS10355 WP 063672587.1 GESAGVLDTVLDTVATYKERMEGIKAKIKKALFYPVMVLAVALLVSMIMLLFVVPVFAQTFRDAGAELPAPTQIVINASE 234
NTDB id 1252 GCO85 RS07730 WP 011213805.1 GEKSGSLDIMLDKVATYKEKIEIIKKKIKKALTYPIAVMVVALLVTAGLLIYVVPQFESLFKGFGADLPAMTRAVITMSE 220
NTDB id 1198 PSJM300 03950 AFN76868.1 GEQSGSLETLLDRVATYKEKTEALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFTLMVIGLSE 219
NTDB id 1016 ACIAD RS01680 WP 004920476.1 GEQSGSLEIMLDRVAVYKEKSEVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFTQLVVNMSN 222
NTDB id 1059 ABD1 RS01610 WP 000279215.1 GEQSGALETMLDRVAIYKEKSELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFTQMVVNMSK 222
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NTDB id 1029 TT RS02230 WP 011228203.1 LLRAATLPLLLLAVALFFAYRW.YYGTPQGRRVIDRLKLRLPVFGNLNRKTAVARFSRTLALLLSSGVNIVEALDITKGT 296
NTDB id 1169 A1552VC RS11075 WP 000648511.1 WVQAYSLWAFIAIAAAIFGLKALRKNSFQIRLKTSRLGLKFPIIGNVLAKASIAKFSRTLATSFAAGIPILASLKTTAKT 301
NTDB id 1402 DSB67 RS12670 WP 010643257.1 WTQNWGPFIGLSFVSLLISGKIMSQRSDSFRLLAARSSLRVPILGPVLSKAAIAKFSRTLATSFSAGIPILTALKTTSKT 300
NTDB id 1113 AAA85695.1 219..1451( ) FFVSYGWMVLIALGFAIYRFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGA 303
NTDB id 1112 NGFG RS09215 WP 003689811.1 FFVSYGWMVLIALGFAIYGFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGA 303
NTDB id 174609 ATSB10 RS10355 WP 063672587.1 FMKAYWWLVIGSIVGGVVALVMGKRRSVKFAHFLDRLMLKLPVIGNILRQSAIARFARTLGVTFKAGVPLVEALDAVAGA 314
NTDB id 1252 GCO85 RS07730 WP 011213805.1 FMQAYWYIIFGALGGVVYSFFYAKNHSLEFAQTIDRVMLKLPVIGPILEKAAIARFARTLSITFAAGLPLVEALKSVAGA 300
NTDB id 1198 PSJM300 03950 AFN76868.1 ALQAWWYVVLAGFVGAAYAFKQAHTRSEKFRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVDALDSVAGA 299
NTDB id 1016 ACIAD RS01680 WP 004920476.1 WMQDYWFILILVIGAAIAGFLEARKRSKRFRDQLDRLVLRLPIVGDLVYKAIIARYSRTLATTFAAGVPLIDALASTAGA 302
NTDB id 1059 ABD1 RS01610 WP 000279215.1 WMQEYWFIMIIAIGAVIAAFLEAKKRSKKFRDGLDKLALKLPIFGDLVYKAIIARYSRTLATTFAAGVPLIDALESTAGA 302
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NTDB id 1029 TT RS02230 WP 011228203.1 AGNSVVEEIVEAAKLKIQQGDPLNLTLAQHPFVFPPMVSSMVAIGEETGALDTMLSKVADFYEREVDEAVASLTAAIEPL 376
NTDB id 1169 A1552VC RS11075 WP 000648511.1 SGNVHFETAINEVYRDTAAGMPMYIAMR.NTEAFPEMVLQMVMIGEESGQLDDMLNKVATIYEFEVDNTVDNLGKILEPL 380
NTDB id 1402 DSB67 RS12670 WP 010643257.1 SGNMHYQLAIEEVYRDTAAGMPMYIAMR.HCHVFPELVLQMVMIGEESGRLDDMLNKIAAIYEFEVDNTVDNLSKILEPL 379
NTDB id 1113 AAA85695.1 219..1451( ) AGNLIYEEATREIRTRVIQGLSMTSGMR.ATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGWLSAMMEPI 382
NTDB id 1112 NGFG RS09215 WP 003689811.1 AGNLIYEEATREIRTRVIQGLSMTSGMR.ATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGRLSAMMEPI 382
NTDB id 174609 ATSB10 RS10355 WP 063672587.1 TGSVVYSDAVKAMRDDIAVGHQLQLAMR.QTGLFPNMVVQMTAIGEESGALDSMLFKVAEFYEEEVNNAVDTLSTLLEPL 393
NTDB id 1252 GCO85 RS07730 WP 011213805.1 TGNIIYAKATDKIREEVATGQQMFIAME.NTHLFPNMVIQMVAIGEESGALEKMLSKVADFYEEEVNNAVDALSSLLEPI 379
NTDB id 1198 PSJM300 03950 AFN76868.1 TGNVVFRSATNKIKSDVSSGMQLNFSMR.TTGTFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTALMEPM 378
NTDB id 1016 ACIAD RS01680 WP 004920476.1 TNNTVYEQAVLKIREDVSTGQQLNFAMR.VSNRFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDGLTSMMEPL 381
NTDB id 1059 ABD1 RS01610 WP 000279215.1 TNNVIYEKAVMKIREDVATGQQLQFAMR.ISNRFPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDGLTSMMEPL 381
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NTDB id 1029 TT RS02230 WP 011228203.1 MIIFLGVIVGMIVAGMFLPLFKIIGTLSVQ 406
NTDB id 1169 A1552VC RS11075 WP 000648511.1 IIVFLGTVVGGLVVAMYLPIFNLMSVLG.. 408
NTDB id 1402 DSB67 RS12670 WP 010643257.1 IIVFLGVVVGGLVTAMYLPIFNLMSVLG.. 407
NTDB id 1113 AAA85695.1 219..1451( ) IILILGLVIGTLLVAMYLPLFNLGNVVA*. 410
NTDB id 1112 NGFG RS09215 WP 003689811.1 IIVILGLVIGTLLVAMYLPLFNLGNVVA.. 410
NTDB id 174609 ATSB10 RS10355 WP 063672587.1 IMVILGVLVGGMVISLYLPIFKLAATV... 420
NTDB id 1252 GCO85 RS07730 WP 011213805.1 IMSILGILVGGLVVAMYLPIFKLGSAV... 406
NTDB id 1198 PSJM300 03950 AFN76868.1 IMAVLGVLVGGLIIAMYLPIFQMGSVV... 405
NTDB id 1016 ACIAD RS01680 WP 004920476.1 IMAILGILVGGLVIAMYLPIFQMGSVV... 408
NTDB id 1059 ABD1 RS01610 WP 000279215.1 IMAILGVLVGGLVIAMYLPIFQMGSVV... 408
consensus ****!!***!*******!!*!******

X non conserved

X similar

X ≥ 50% conserved


