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NTDB id 1402 DSB67 RS12670 WP 010643257.1 .......MKTIAPQLKNYRWKGINSSGKK.TSGNVLAMTEIEVRERLDAQHIKIKKLKKGSISF.ITKISHRVKGKDITIFTRQI 76
NTDB id 1112 NGFG RS09215 WP 003689811.1 .MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITR.....VKTSSKRKITQEDITVFTRQL 79
NTDB id 1113 AAA85695.1 219..1451( ) .MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITR.....VKTSSKRKITQEDITVFTRQL 79
NTDB id 1113924 LHA RS07585 WP 052673635.1 ..............................................MINQSKFL..AMLKKDQAWGLALTKKIHQTDITMFSRQM 37
NTDB id 1252 GCO85 RS07730 WP 011213805.1 .MDKN......SPPLLTFHYQGINKAGQK.MEGDIQARSLAIAKADLRKQGIVTNKVVKKRKPLFDR.KNKKITQADITVFSRQL 76
NTDB id 1198 PSJM300 03950 AFN76868.1 .MAQK......AIKNSVFTWEGLDRQGAK.IKGELSGVSPALVKAQLRKQGINPQKVRKKSISLFS..AGKKIKPMDIALFTRQM 75
NTDB id 1016 ACIAD RS01680 WP 004920476.1 MAAKK......TQVMPVFAYEGVDRKGIK.LKGELPARNMALAKVTLRKQGITIRTIREKRKNIFEGLLKKKVKPLDIAIFTRQL 78
NTDB id 1059 ABD1 RS01610 WP 000279215.1 MAVKK......AQMMPTFAYEGVDRKGVK.IKGELPAKNMALAKVTLRKQGVTVRNIREKRKNILEGLFKKKVTTLDITIFTRQL 78
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 ATMLMTGVPIVQALKLVSENHKKAEMKSILMSVTRAVEAGTPMSKAMRTASTHFDPLYTDLIATGEQSGNLSQVFERLATYREKS 161
NTDB id 1112 NGFG RS09215 WP 003689811.1 STMIKAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGETGGVLESLLDKLAIYKEKT 164
NTDB id 1113 AAA85695.1 219..1451( ) STMINAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGETGGVLESLLDKLAIYKEKT 164
NTDB id 1113924 LHA RS07585 WP 052673635.1 ATMIGAGMPLVPAFDVIRRSTTNKHLKSLVLEIKDDIEASDSFAEALHKHPTHFNSLFCSLIDAGEKSGTLAIMLDKIATYQERL 122
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ATMIESGIPLVQAFDIVAKGQSNKRLKDLIETIKHDIETGLTLAESLIKHPLYFNELFCNLVDAGEKSGSLDIMLDKVATYKEKI 161
NTDB id 1198 PSJM300 03950 AFN76868.1 ATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDDLYCNLVDSGEQSGSLETLLDRVATYKEKT 160
NTDB id 1016 ACIAD RS01680 WP 004920476.1 ATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDNLFCSLIESGEQSGSLEIMLDRVAVYKEKS 163
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ATMMKAGVPLVQGFEIVAEGLENPAMREVVLGIKGEVEGGSTFASALRKYPQHFDNLFCSLVESGEQSGALETMLDRVAIYKEKS 163
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 EQLRAKVIKALIYPAMVVLVALGVSYLMLTRVIPEFEKMFTGFGADLPAFTQMVLNLSAWTQNWGPFIGLSFVSLLISGKIMSQR 246
NTDB id 1112 NGFG RS09215 WP 003689811.1 QAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPPLTQTVMDMSDFFVSYGWMVLIALGFAIYGFLKLKAR 249
NTDB id 1113 AAA85695.1 219..1451( ) QAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPALTQTVMDMSDFFVSYGWMVLIALGFAIYRFLKLKAR 249
NTDB id 1113924 LHA RS07585 WP 052673635.1 DTVRRKVKKAMAYPLTVLLMAFFITSGLLMFVIPQFIVLFQSFGAELPFLTRTIIHLSNIFQTYGYVLLGTFIGVIGGIIYRKKT 207
NTDB id 1252 GCO85 RS07730 WP 011213805.1 EIIKKKIKKALTYPIAVMVVALLVTAGLLIYVVPQFESLFKGFGADLPAMTRAVITMSEFMQAYWYIIFGALGGVVYSFFYAKNH 246
NTDB id 1198 PSJM300 03950 AFN76868.1 EALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFTLMVIGLSEALQAWWYVVLAGFVGAAYAFKQAHTR 245
NTDB id 1016 ACIAD RS01680 WP 004920476.1 EVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFTQLVVNMSNWMQDYWFILILVIGAAIAGFLEARKR 248
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFTQMVVNMSKWMQEYWFIMIIAIGAVIAAFLEAKKR 248
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 SDSFRLLAARSSLRVPILGPVLSKAAIAKFSRTLATSFSAGIPILTALKTTSKTSGNMHYQLAIEEVYRDTAAGMPMYIAMRHCH 331
NTDB id 1112 NGFG RS09215 WP 003689811.1 SIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAGNLIYEEATREIRTRVIQGLSMTSGMRATE 334
NTDB id 1113 AAA85695.1 219..1451( ) SIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAGNLIYEEATREIRTRVIQGLSMTSGMRATE 334
NTDB id 1113924 LHA RS07585 WP 052673635.1 SLDFSRRIDHILLKLPVFGLLLTKSIIARFSRTLAITFSAGLPLMQALQAAGNVTGNRIYQLASCRIQDAIAYGQQLNLALENTG 292
NTDB id 1252 GCO85 RS07730 WP 011213805.1 SLEFAQTIDRVMLKLPVIGPILEKAAIARFARTLSITFAAGLPLVEALKSVAGATGNIIYAKATDKIREEVATGQQMFIAMENTH 331
NTDB id 1198 PSJM300 03950 AFN76868.1 SEKFRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVDALDSVAGATGNVVFRSATNKIKSDVSSGMQLNFSMRTTG 330
NTDB id 1016 ACIAD RS01680 WP 004920476.1 SKRFRDQLDRLVLRLPIVGDLVYKAIIARYSRTLATTFAAGVPLIDALASTAGATNNTVYEQAVLKIREDVSTGQQLNFAMRVSN 333
NTDB id 1059 ABD1 RS01610 WP 000279215.1 SKKFRDGLDKLALKLPIFGDLVYKAIIARYSRTLATTFAAGVPLIDALESTAGATNNVIYEKAVMKIREDVATGQQLQFAMRISN 333
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 VFPELVLQMVMIGEESGRLDDMLNKIAAIYEFEVDNTVDNLSKILEPLIIVFLGVVVGGLVTAMYLPIFNLMSVLG. 407
NTDB id 1112 NGFG RS09215 WP 003689811.1 LFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGRLSAMMEPIIIVILGLVIGTLLVAMYLPLFNLGNVVA. 410
NTDB id 1113 AAA85695.1 219..1451( ) LFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGWLSAMMEPIIILILGLVIGTLLVAMYLPLFNLGNVVA* 410
NTDB id 1113924 LHA RS07585 WP 052673635.1 LFPALVIQIVAIGEESGTLEIMLNKIADYYEDEINHTIETLNILLEPFIMAILGIVIGTLLLAVYVPIFKLGSIM.. 367
NTDB id 1252 GCO85 RS07730 WP 011213805.1 LFPNMVIQMVAIGEESGALEKMLSKVADFYEEEVNNAVDALSSLLEPIIMSILGILVGGLVVAMYLPIFKLGSAV.. 406
NTDB id 1198 PSJM300 03950 AFN76868.1 TFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTALMEPMIMAVLGVLVGGLIIAMYLPIFQMGSVV.. 405
NTDB id 1016 ACIAD RS01680 WP 004920476.1 RFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDGLTSMMEPLIMAILGILVGGLVIAMYLPIFQMGSVV.. 408
NTDB id 1059 ABD1 RS01610 WP 000279215.1 RFPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDGLTSMMEPLIMAILGVLVGGLVIAMYLPIFQMGSVV.. 408
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