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NTDB id 1043 H0N27 RS16615 WP 168727007.1 MLTQLSSHQYHTLKVWYLVQHSLVSFKKIIDYFGNCEKATQPDGLAKWSSLGLHANHLKRVNEFQTPQ.GQAQFEQ.LVQ 78
NTDB id 1094 KZH42 RS01320 WP 002224767.1 ...MTEDERFAWLQLAFTPYIGAESFLLLMRRFGSAQNALSA.PAEQVAALIRHKQALEAWRNAEKRALARQAAEAALEW 76
NTDB id 1089 NMB RS00600 WP 002224767.1 ...MTEDERFAWLQLAFTPYIGAESFLLLMRRFGSAQNALSA.PAEQVAALIRHKQALEAWRNAEKRALARQAAEAALEW 76
NTDB id 1122 OK783 RS09595 WP 003705341.1 ...MTEDERFAWLQLAFTPYIGAESFLLLMRSFGSAQNALSA.PAEQVAPAVRHKHALEAWRNAEKRALARQAAEAALEW 76
NTDB id 1120 NGFG RS10355 WP 020997408.1 ...MTEDERFAWLQLAFTPYIGAESFLLLMRSFGSAQNALSA.PAEQVAPAVRHKHALEAWRNAEKRALARQAAEAALEW 76
NTDB id 1361 HI 0985 AAC22646.1 ....MNDITYTLLRLMQVPKLGGVGIDKILSNITLNE.LLNY.DDVAFRQMGWGAIQIRRWFKPE.....AKFIEPALVW 69
NTDB id 1388 A4U84 RS04945 WP 062924099.1 .....MTHLTKLLALLQVPQLGAQRIGRLLSEVDFGE.FCQY.DKTALKQMGWNERQIQRWFNPE.....HKWIDQALQW 68
NTDB id 1250 GCO85 RS13065 WP 027219989.1 .....MNNLQPLLALNRMKRIGPRTVLKLQKRWPDLNLMFQL.SS.....VDLEEAGLPSWLAQTIKNFDPDFIKTDLNW 69
NTDB id 70414 VCA1004 RS11125 WP 086981813.1 ...MTEAQLTAWLTLSFTPQLGGVGLARLISVDSAEN.IVRY.SSQQLQHLGLKAAQIRYLQQPS.....HPEVEQCLQW 70
NTDB id 1399 DSB67 RS15600 WP 010645755.1 MTPQNDIDLAAWLKLSCLPGIGGVKMNKLLSKDTPSN.IVQY.STEQLQLLGLTAKQLQAW.SQV.....DKEVDACLTW 72
NTDB id 1152 A1552VC RS00200 WP 000654772.1 ...MKDQDLAAWLALCFTPKLGSKTISHLLATRLPAQ.LQSF.TPKQWLACGLKPEQLVFLTTQA.....AKQAEQCLQW 70
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NTDB id 1043 H0N27 RS16615 WP 168727007.1 QVRQHTDFILTPDDSGYPTQLLPYTDHPPIIFGKGQAQALLQPQIAIVGSRKPSPHGRQVAYDFAYYLSEKGFFISSGLA 158
NTDB id 1094 KZH42 RS01320 WP 002224767.1 EM.RDGCRLMLLQDEDFPEMLTQGLTAPPVLFLRGNVQLLHKPSAAIVGSRHATPQAMRIAKDFGKSLGGKGIPVVSGMA 155
NTDB id 1089 NMB RS00600 WP 002224767.1 EM.RDGCRLMLLQDEDFPEMLTQGLTAPPVLFLRGNVQLLHKPSAAIVGSRHATPQAMRIAKDFGKSLGGKGIPVVSGMA 155
NTDB id 1122 OK783 RS09595 WP 003705341.1 EM.RDGCRLMLLQDEDFPEMLTQGLTAPPVLFLRGNVRLLHKPSAAIVGSRHATPQAMRIAKDFGRALGGKGIPTVSGMA 155
NTDB id 1120 NGFG RS10355 WP 020997408.1 EM.RDGCRLMLLQDEDFPEMLTQGLTAPPVLFLRGNVRLLHKPSAAIVGSRHATPQAMRIAKDFGRALGGKGIPTVSGMA 155
NTDB id 1361 HI 0985 AAC22646.1 SQ.KEGNHLVNYFSPFYPFLLKQTASFPPLLFVKGNLTALSQRQMAMVGSRYCTTYGEYWAKHFATELSLAGFTITSGLA 148
NTDB id 1388 A4U84 RS04945 WP 062924099.1 AE.QDQQQILTLFDEDYPFLLKQISTAPPVLFVRGNVESLSLPQIAIVGSRDYSHYGEHWAGHFSAELVKHQLAVTSGLA 147
NTDB id 1250 GCO85 RS13065 WP 027219989.1 LSSSENHHILTWDSPYYPALLKEIADPPFILYAKGELSALTQPSLAIVGSRNASVTGNENARAFSREISRHGVSIVSGLA 149
NTDB id 70414 VCA1004 RS11125 WP 086981813.1 QAESDWHHIVSPLEDDYPYLLNQMSSHPPVLFVKGDASVLHRQQVAIVGSRHASLEGLKAAKEFAYQLAEQGLTITSGLA 150
NTDB id 1399 DSB67 RS15600 WP 010645755.1 VAASSHHHILTLADALYPPLLKQTVAPPPLLFVKGEASCLPQPQIAMVGSRNASVDGLQHTRTFASDLVQHDLIVTSGLA 152
NTDB id 1152 A1552VC RS00200 WP 000654772.1 RSAANNRYIVTPHCPLYPRLLKEINSSPPVLFIEGIWEAVHDPAVAIVGSRNASVDGRQIARQFATELAQSGLVVTSGLA 150
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NTDB id 1043 H0N27 RS16615 WP 168727007.1 YGIDEAAHQGASTH.QRTIAVTGTGLDTTYPAQNKKLAEHILAKNGAIITEFLPGTPPLQQHFPRRNRIVSGLSLGVLVV 237
NTDB id 1094 KZH42 RS01320 WP 002224767.1 SGIDTAAHQGALQAEGGTIAVWGTGIDRIYPPVNKNLAYEIAEK.GLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLVV 234
NTDB id 1089 NMB RS00600 WP 002224767.1 SGIDTAAHQGALQAEGGTIAVWGTGIDRIYPPVNKNLAYEIAEK.GLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLVV 234
NTDB id 1122 OK783 RS09595 WP 003705341.1 SGIDTAAHQGALEAEGGTVAVWGTGIDRIYPPANKNLAYEIAEK.GLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLVV 234
NTDB id 1120 NGFG RS10355 WP 020997408.1 SGIDTAAHQGALEAEGGTIAVWGTGIDRIYPPANKNLAYEIAEK.GLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLVV 234
NTDB id 1361 HI 0985 AAC22646.1 LGIDGHCHQAVVNIQGQTIAVLGSGLEQIYPSKHQRLSAQIIENNGALVSEFLPNQAPIAANFPRRNRIISGLSVGTLVV 228
NTDB id 1388 A4U84 RS04945 WP 062924099.1 IGIDGFCHQRAANENGITIAVLGSGLDQVYPARHKKLAEQIVETSGALVSEFFPSQPPIAENFPRRNRIISGLSLGTLVI 227
NTDB id 1250 GCO85 RS13065 WP 027219989.1 LGIDAHAHLGCLEGGGKTIAVLGTGIDCIYPRRHLKLAEQITEN.GLLLSEFPLKSPPIAGHFPLRNRIISGLSLCILVI 228
NTDB id 70414 VCA1004 RS11125 WP 086981813.1 LGIDGHAHDGALLAQGTTVAVLGSGVEQIYPARHKGLAERIVQQGGALVSELRPDTKPRAEHFPRRNRIISGLSQGVLVV 230
NTDB id 1399 DSB67 RS15600 WP 010645755.1 LGIDGHAHDGALLAGGKTIAVLGSGLEQVYPARHRGLAQRVAEN.GALVSEFRPDAKPRAENFPRRNRIISGLSLGVLVV 231
NTDB id 1152 A1552VC RS00200 WP 000654772.1 LGIDGYAHDGALQAQGQTVAVLGSGLAQVYPKQHQGLAERIIAQ.GALVSEFAPHTPPKADHFPRRNRIISGLSLGVVVV 229
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NTDB id 1043 H0N27 RS16615 WP 168727007.1 EATLKSGSLITANKAAEQGKTVFAIPGHIYSEFHQGCHQLIREGAILIDHPEQIIEDLALPTQWQSQQQNQTE....... 310
NTDB id 1094 KZH42 RS01320 WP 002224767.1 EAALESGSLITARLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLVECLDDILNECPGLLQNTGASSYSINKGIPEKR 314
NTDB id 1089 NMB RS00600 WP 002224767.1 EAALESGSLITARLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLVECLDDILNECPGLLQNTGASSYSINKGIPEKR 314
NTDB id 1122 OK783 RS09595 WP 003705341.1 EAALESGSLITAGLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLTECLDDILNECPGLLQNTGASSYSINKDTPDTG 314
NTDB id 1120 NGFG RS10355 WP 020997408.1 EAALESGSLITAGLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLTECLDDILNECPGLLQNTGASSYSINKDTPDTG 314
NTDB id 1361 HI 0985 AAC22646.1 EATEKSGSLITARYALEQNREVFAVPGNIQNKSSQGCHRLIKQGAMLVENAKDILETLYQHS..IHSQTEI......... 297
NTDB id 1388 A4U84 RS04945 WP 062924099.1 EATVNSGSLITARYALEQGREVFALPNSVQNPYSEGCHKLIKEGALLVENVEDILEAIAWQRQSVHIQPSL......... 298
NTDB id 1250 GCO85 RS13065 WP 027219989.1 EAAIKSGSLITARMALEQNRDVLAIPGSIHNPLARGCHYLLQQGAKLVTSVADVLDELKIEHHQFTS............. 295
NTDB id 70414 VCA1004 RS11125 WP 086981813.1 EAAERSGSLITARYAIEQNRDVFALPGSIYQAGFAGSNRLLQQGAYLALSPQDIIDELNPSLTRPFSLPRS......... 301
NTDB id 1399 DSB67 RS15600 WP 010645755.1 EAAEKSGSLITARYALEQGREVFALPASINAPNASGGNQLIQNGACLVQNTQEVLNEIQSLLDWSINQSL.......... 301
NTDB id 1152 A1552VC RS00200 WP 000654772.1 EAAEKSGSLITARYAAEQGREVFVVPGSIFNAASQGSNQLIRQGACLVQSVQQIHQELKNALTWSLSEQVP......... 300
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NTDB id 1043 H0N27 RS16615 WP 168727007.1 ............ETNT..........NTPEIPEHLIDLYQSLDWVGQNIDQLVVHHNIPVSELTSSLMELELLGLCMQQS 368
NTDB id 1094 KZH42 RS01320 WP 002224767.1 ITAVQTASDQLSLPEGKMPSEKT......ENRPVGGSILDRMGFDPVHPDVLAGQLAMPAADLYAALLELELDGSVAAMP 388
NTDB id 1089 NMB RS00600 WP 002224767.1 ITAVQTASDQLSLPEGKMPSEKT......ENRPVGGSILDRMGFDPVHPDVLAGQLAMPAADLYAALLELELDGSVAAMP 388
NTDB id 1122 OK783 RS09595 WP 003705341.1 RRAVQTAY..APPPAAKMPSEGA......AGGTAVGGILDKMGFDPVHPDVLAGQLAMPAADLYAALLELELDGSVAAMP 386
NTDB id 1120 NGFG RS10355 WP 020997408.1 RRTVQTAY..APPPAAKMPSEGA......AGGTAVGGILDKMGFDPIHPDVLAGQLAMPAADLYAALLELELDGSVAAMP 386
NTDB id 1361 HI 0985 AAC22646.1 ......DFDQIAVPNYTPPPDPR...RL.VEAPSHPKLYSRIGYTPVSIDDLAEEFNLSVDVLLVQLLDLELQDLIISEN 367
NTDB id 1388 A4U84 RS04945 WP 062924099.1 .......FDTKP..KQAVKSEPKFAKNLPELTACQQQLFEQISLEPISVDDLAKATDMAVETALIELLNLELLGVVKQVR 369
NTDB id 1250 GCO85 RS13065 WP 027219989.1 ........NKPIF................SLASGKENLVKFIGFETTTIDQIIDRSGYGMEQVTSGLAELELKGAVIAVP 351
NTDB id 70414 VCA1004 RS11125 WP 086981813.1 .....SQSQLNLIPEASPPPVENH.....SQSLPFPQLFANVGNEPTPVDILAERTHIPVHEVMMQILELELAGYVSSVP 371
NTDB id 1399 DSB67 RS15600 WP 010645755.1 ........DL..F......SAPID.....EEELPFPQLLANVGNEATPVDILASRTNIPVQEVMMQLLELELSGHVVAVS 360
NTDB id 1152 A1552VC RS00200 WP 000654772.1 .....YQATL..F......SAVQS.....DEELPFPELLANVGIEATPIDILASRTQIPVQDIMMQLLELELLGHVVAVP 362
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NTDB id 1043 H0N27 RS16615 WP 168727007.1 GLYLRCRS.... 376
NTDB id 1094 KZH42 RS01320 WP 002224767.1 GGRYQRIRT... 397
NTDB id 1089 NMB RS00600 WP 002224767.1 GGRYQRIRT... 397
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NTDB id 1388 A4U84 RS04945 WP 062924099.1 GGYVIT...... 375
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