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NTDB id 1314 DR RS00625 WP 010886768.1 MTLPSPAAAHAELLALLTLRFTPGLGPRRIENLRRHFGSAEAALA.APLTELRRVEGLDSRSVAAIGG....AKAAEEAR 75
NTDB id 1021 ACIAD RS00975 WP 004930462.1 MITILSSHHYHTIKVWYVLQH....SLSGFKKLIHYFGDCETALQPQRLSDWQKL.GLHANHLKRLE..EVHTLQGQQQF 73
NTDB id 71549 DLM RS21625 WP 089082845.1 ........MSQSTADWLLLALTPGIGPAGFLKLIARFGSASHAVA.ASTAQTTPI.IGQEAALAL.....REQLAGPAVE 65
NTDB id 1094 KZH42 RS01320 WP 002224767.1 .......MTEDERFAWLQLAFTPYIGAESFLLLMRRFGSAQNALS.APAEQVAAL.IRHKQALEAWRNAEKRALARQAAE 71
NTDB id 1089 NMB RS00600 WP 002224767.1 .......MTEDERFAWLQLAFTPYIGAESFLLLMRRFGSAQNALS.APAEQVAAL.IRHKQALEAWRNAEKRALARQAAE 71
NTDB id 1122 OK783 RS09595 WP 003705341.1 .......MTEDERFAWLQLAFTPYIGAESFLLLMRSFGSAQNALS.APAEQVAPA.VRHKHALEAWRNAEKRALARQAAE 71
NTDB id 1120 NGFG RS10355 WP 020997408.1 .......MTEDERFAWLQLAFTPYIGAESFLLLMRSFGSAQNALS.APAEQVAPA.VRHKHALEAWRNAEKRALARQAAE 71
NTDB id 1250 GCO85 RS13065 WP 027219989.1 .........MNNLQPLLALNRMKRIGPRTVLKLQK.RWPD.LNLM.F...QLSSV.DLEEAGLPSWLAQTIKNFDPDFIK 64
NTDB id 1399 DSB67 RS15600 WP 010645755.1 ....MTPQNDIDLAAWLKLSCLPGIGGVKMNKLLSKDTPS.NIVQ.YSTEQLQLL.GLTAKQLQAW.SQVDK.....EVD 67
NTDB id 1152 A1552VC RS00200 WP 000654772.1 .......MKDQDLAAWLALCFTPKLGSKTISHLLATRLPA.QLQS.FTPKQWLAC.GLKPEQLVFLTTQAAK.....QAE 65
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NTDB id 1314 DR RS00625 WP 010886768.1 AELNKAAERG.VTLLGRGLPGYPAALEALGDPPAVLWVRGAGGAELLAGLGTVPHSVGIVGTRAASPHALALTRTIAGEL 154
NTDB id 1021 ACIAD RS00975 WP 004930462.1 EKMLAQLQTHTDFIVTPDDPAYPSQLIPYQDRPPILFGQGSIQSL.......IQPQIAVVGSRKPSPHGRQVAYDFSYFL 146
NTDB id 71549 DLM RS21625 WP 089082845.1 AALTWASQPDCT.LLSLQDDDYPQALAETASPPPLLFARGQRALL.......QRPMLAMVGSRSATPPGKQIAEEFSRRL 137
NTDB id 1094 KZH42 RS01320 WP 002224767.1 AALEWEMRDGCR.LMLLQDEDFPEMLTQGLTAPPVLFLRGNVQLL.......HKPSAAIVGSRHATPQAMRIAKDFGKSL 143
NTDB id 1089 NMB RS00600 WP 002224767.1 AALEWEMRDGCR.LMLLQDEDFPEMLTQGLTAPPVLFLRGNVQLL.......HKPSAAIVGSRHATPQAMRIAKDFGKSL 143
NTDB id 1122 OK783 RS09595 WP 003705341.1 AALEWEMRDGCR.LMLLQDEDFPEMLTQGLTAPPVLFLRGNVRLL.......HKPSAAIVGSRHATPQAMRIAKDFGRAL 143
NTDB id 1120 NGFG RS10355 WP 020997408.1 AALEWEMRDGCR.LMLLQDEDFPEMLTQGLTAPPVLFLRGNVRLL.......HKPSAAIVGSRHATPQAMRIAKDFGRAL 143
NTDB id 1250 GCO85 RS13065 WP 027219989.1 TDLNWLSSSENHHILTWDSPYYPALLKEIADPPFILYAKGELSAL.......TQPSLAIVGSRNASVTGNENARAFSREI 137
NTDB id 1399 DSB67 RS15600 WP 010645755.1 ACLTWVAASSHHHILTLADALYPPLLKQTVAPPPLLFVKGEASCL.......PQPQIAMVGSRNASVDGLQHTRTFASDL 140
NTDB id 1152 A1552VC RS00200 WP 000654772.1 QCLQWRSAANNRYIVTPHCPLYPRLLKEINSSPPVLFIEGIWEAV.......HDPAVAIVGSRNASVDGRQIARQFATEL 138
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NTDB id 1314 DR RS00625 WP 010886768.1 AAAGVLIVSGLARGVDTAAHTAALEAASGEASSPTIGVLGSAVDVIYPRENHDLAGRM.....VVVSEYPLGTGPAQHHF 229
NTDB id 1021 ACIAD RS00975 WP 004930462.1 SEKGFYITSGLAHGIDEAAHQGSLVH......HRAIAVVGTGLDLCYPSGNKALKQHIRDQGGAIVSEFLPGTPPLQAHF 220
NTDB id 71549 DLM RS21625 WP 089082845.1 SAVGYTIVSGLASGIDAASHRGALQEA.....GSTIAVIGTGIDRVYPASNRELAHHIGSA.GLILSEFPLGAGPLASHF 211
NTDB id 1094 KZH42 RS01320 WP 002224767.1 GGKGIPVVSGMASGIDTAAHQGALQAE.....GGTIAVWGTGIDRIYPPVNKNLAYEIAEK.GLIVSEFPIGTRPYAGNF 217
NTDB id 1089 NMB RS00600 WP 002224767.1 GGKGIPVVSGMASGIDTAAHQGALQAE.....GGTIAVWGTGIDRIYPPVNKNLAYEIAEK.GLIVSEFPIGTRPYAGNF 217
NTDB id 1122 OK783 RS09595 WP 003705341.1 GGKGIPTVSGMASGIDTAAHQGALEAE.....GGTVAVWGTGIDRIYPPANKNLAYEIAEK.GLIVSEFPIGTRPYAGNF 217
NTDB id 1120 NGFG RS10355 WP 020997408.1 GGKGIPTVSGMASGIDTAAHQGALEAE.....GGTIAVWGTGIDRIYPPANKNLAYEIAEK.GLIVSEFPIGTRPYAGNF 217
NTDB id 1250 GCO85 RS13065 WP 027219989.1 SRHGVSIVSGLALGIDAHAHLGCLEGG.....GKTIAVLGTGIDCIYPRRHLKLAEQITEN.GLLLSEFPLKSPPIAGHF 211
NTDB id 1399 DSB67 RS15600 WP 010645755.1 VQHDLIVTSGLALGIDGHAHDGALLAG.....GKTIAVLGSGLEQVYPARHRGLAQRVAEN.GALVSEFRPDAKPRAENF 214
NTDB id 1152 A1552VC RS00200 WP 000654772.1 AQSGLVVTSGLALGIDGYAHDGALQAQ.....GQTVAVLGSGLAQVYPKQHQGLAERIIAQ.GALVSEFAPHTPPKADHF 212
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NTDB id 1314 DR RS00625 WP 010886768.1 PSRNRVIAALSAGVLVVEGERKSGSLITATHALDCGRTVFAVPGRAGDPRASGPHALIRDGAVLTESAQDVLTELNWGLA 309
NTDB id 1021 ACIAD RS00975 WP 004930462.1 PRRNRIVSGLSLGVLVVEATLKSGSLITANKAAEQGKVVFAIPGHIYSEFHQGCHQLIREGAILVDHPEQIIEDLALPTH 300
NTDB id 71549 DLM RS21625 WP 089082845.1 PRRNRIIAGLSRGCLVVEANINSGSLITARLSGEYGREVMAVPGSIHNPQARGCHRLLKEGARLIETVDDVLEEIGRPAV 291
NTDB id 1094 KZH42 RS01320 WP 002224767.1 PRRNRLIAALSQVTLVVEAALESGSLITARLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLVECLDDILNECPGLLQ 297
NTDB id 1089 NMB RS00600 WP 002224767.1 PRRNRLIAALSQVTLVVEAALESGSLITARLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLVECLDDILNECPGLLQ 297
NTDB id 1122 OK783 RS09595 WP 003705341.1 PRRNRLIAALSQVTLVVEAALESGSLITAGLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLTECLDDILNECPGLLQ 297
NTDB id 1120 NGFG RS10355 WP 020997408.1 PRRNRLIAALSQVTLVVEAALESGSLITAGLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLTECLDDILNECPGLLQ 297
NTDB id 1250 GCO85 RS13065 WP 027219989.1 PLRNRIISGLSLCILVIEAAIKSGSLITARMALEQNRDVLAIPGSIHNPLARGCHYLLQQGAKLVTSVADVLDELKIEHH 291
NTDB id 1399 DSB67 RS15600 WP 010645755.1 PRRNRIISGLSLGVLVVEAAEKSGSLITARYALEQGREVFALPASINAPNASGGNQLIQNGACLVQNTQEVLNEIQSLLD 294
NTDB id 1152 A1552VC RS00200 WP 000654772.1 PRRNRIISGLSLGVVVVEAAEKSGSLITARYAAEQGREVFVVPGSIFNAASQGSNQLIRQGACLVQSVQQIHQELKNALT 292
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NTDB id 1314 DR RS00625 WP 010886768.1 P....A...............................PAVPDLPPEQARVLRALQTPATLDDLAATTGLSIPELQTALVM 354
NTDB id 1021 ACIAD RS00975 WP 004930462.1 WHSQSTASGEANADDSGK......TDDA.........DLPDDLLPL...YQLLDWQGQDLDQLAQHYQGSTAELTAQLME 362
NTDB id 71549 DLM RS21625 WP 089082845.1 TT..............................PPAPRNTADEQAAEHPVLSQMGFDPVSSETLALQLGLTQGELYAMLLE 341
NTDB id 1094 KZH42 RS01320 WP 002224767.1 NTGASSYSINKGIPEKRITAVQTASDQLSLPEGKMPSEKTENRPVGGSILDRMGFDPVHPDVLAGQLAMPAADLYAALLE 377
NTDB id 1089 NMB RS00600 WP 002224767.1 NTGASSYSINKGIPEKRITAVQTASDQLSLPEGKMPSEKTENRPVGGSILDRMGFDPVHPDVLAGQLAMPAADLYAALLE 377
NTDB id 1122 OK783 RS09595 WP 003705341.1 NTGASSYSINKDTPDTGRRAVQTAY..APPPAAKMPSEGAAGGTAVGGILDKMGFDPVHPDVLAGQLAMPAADLYAALLE 375
NTDB id 1120 NGFG RS10355 WP 020997408.1 NTGASSYSINKDTPDTGRRTVQTAY..APPPAAKMPSEGAAGGTAVGGILDKMGFDPIHPDVLAGQLAMPAADLYAALLE 375
NTDB id 1250 GCO85 RS13065 WP 027219989.1 Q.....FTSNKPI..............FSL.......ASGK.....ENLVKFIGFETTTIDQIIDRSGYGMEQVTSGLAE 340
NTDB id 1399 DSB67 RS15600 WP 010645755.1 WSINQSL....DL..............FSA.......PIDEEELPFPQLLANVGNEATPVDILASRTNIPVQEVMMQLLE 349
NTDB id 1152 A1552VC RS00200 WP 000654772.1 WSLSEQVPYQATL..............FSA.......VQSDEELPFPELLANVGIEATPIDILASRTQIPVQDIMMQLLE 351
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logo LQELAKQSLDGAKLVHSACLVYIVAEQSALQMVGSPGRGQWRYLSVIYQRCKRELRGI SVYREPGTRY
NTDB id 1314 DR RS00625 WP 010886768.1 LQLQGLAYEVGGRWSR..... 370
NTDB id 1021 ACIAD RS00975 WP 004930462.1 LELLGVCIQQSGRYLRCRSPY 383
NTDB id 71549 DLM RS21625 WP 089082845.1 LELAGKLASLPGGQVQRLV.. 360
NTDB id 1094 KZH42 RS01320 WP 002224767.1 LELDGSVAAMPGGRYQRIRT. 397
NTDB id 1089 NMB RS00600 WP 002224767.1 LELDGSVAAMPGGRYQRIRT. 397
NTDB id 1122 OK783 RS09595 WP 003705341.1 LELDGSVAAMPGGRYQRIRT. 395
NTDB id 1120 NGFG RS10355 WP 020997408.1 LELDGSVAAMPGGRYQRIRT. 395
NTDB id 1250 GCO85 RS13065 WP 027219989.1 LELKGAVIAVPGGYIRCEYER 361
NTDB id 1399 DSB67 RS15600 WP 010645755.1 LELSGHVVAVSGGYIRKGRG. 369
NTDB id 1152 A1552VC RS00200 WP 000654772.1 LELLGHVVAVPGGYIRKGRG. 371
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