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NTDB id 1314 DR RS00625 WP 010886768.1 MTLPSPAAAHAELLALLTLRFTPGLGPRRIENLRRHFGSAE...AALAAPLTELRRVEGLDSRSVAAIGGAK.......A 70
NTDB id 411805 GSR16 RS18770 WP 159880035.1 ........MSQATEDWLLLALTPGIGPAGFLKLIAGFGSA...SQALAASTAQTTPILG.QEAAC.....ALRDRLAGPS 63
NTDB id 1094 KZH42 RS01320 WP 002224767.1 .......MTEDERFAWLQLAFTPYIGAESFLLLMRRFGSA...QNALSAPAEQVAALIR.HKQALEAWRNAEKRALARQA 69
NTDB id 1089 NMB RS00600 WP 002224767.1 .......MTEDERFAWLQLAFTPYIGAESFLLLMRRFGSA...QNALSAPAEQVAALIR.HKQALEAWRNAEKRALARQA 69
NTDB id 1120 NGFG RS10355 WP 020997408.1 .......MTEDERFAWLQLAFTPYIGAESFLLLMRSFGSA...QNALSAPAEQVAPAVR.HKHALEAWRNAEKRALARQA 69
NTDB id 1122 OK783 RS09595 WP 003705341.1 .......MTEDERFAWLQLAFTPYIGAESFLLLMRSFGSA...QNALSAPAEQVAPAVR.HKHALEAWRNAEKRALARQA 69
NTDB id 1043 H0N27 RS16615 WP 168727007.1 MLTQLSSHQYHTLKVWYLVQHSL.VSFKKIIDYFGNCEKATQPD.....GLAKWSSLGL.HANHLKRVN.....EFQTPQ 68
NTDB id 1073 ABD1 RS00865 WP 015451369.1 MLTQLSSHHYHTLKVWYLVQHSL.VSFKKIIDYFGNCEKATQPD.....GLAKWSSLGL.HANHLKRVN.....EFQTTQ 68
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NTDB id 1314 DR RS00625 WP 010886768.1 AEEARAELNKAAERG.VTLLGRGLPGYPAALEALGDPPAVLWVRGAGGAELLAGLGTVPHSVGIVGTRAASPHALALTRT 149
NTDB id 411805 GSR16 RS18770 WP 159880035.1 VE...AALAWASQPDCTLL.SLLDDDYPQALAETASPPPLLFARGQRALL.......QRPMLAMVGSRSATPPGKQIAED 132
NTDB id 1094 KZH42 RS01320 WP 002224767.1 AE...AALEWEMRDGCRLM.LLQDEDFPEMLTQGLTAPPVLFLRGNVQLL.......HKPSAAIVGSRHATPQAMRIAKD 138
NTDB id 1089 NMB RS00600 WP 002224767.1 AE...AALEWEMRDGCRLM.LLQDEDFPEMLTQGLTAPPVLFLRGNVQLL.......HKPSAAIVGSRHATPQAMRIAKD 138
NTDB id 1120 NGFG RS10355 WP 020997408.1 AE...AALEWEMRDGCRLM.LLQDEDFPEMLTQGLTAPPVLFLRGNVRLL.......HKPSAAIVGSRHATPQAMRIAKD 138
NTDB id 1122 OK783 RS09595 WP 003705341.1 AE...AALEWEMRDGCRLM.LLQDEDFPEMLTQGLTAPPVLFLRGNVRLL.......HKPSAAIVGSRHATPQAMRIAKD 138
NTDB id 1043 H0N27 RS16615 WP 168727007.1 GQAQFEQLVQQVRQHTDFILTPDDSGYPTQLLPYTDHPPIIFGKGQAQAL.......LQPQIAIVGSRKPSPHGRQVAYD 141
NTDB id 1073 ABD1 RS00865 WP 015451369.1 GQAQFEQLVQQVRQHTDFILTPDDSGYPTQLLPYTDHPPIIFGKGQAQAL.......LQPQIAIVGSRKPSPHGRQVAYD 141
NTDB id 1250 GCO85 RS13065 WP 027219989.1 IK...TDLNWLSSSENHHILTWDSPYYPALLKEIADPPFILYAKGELSAL.......TQPSLAIVGSRNASVTGNENARA 132
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NTDB id 1314 DR RS00625 WP 010886768.1 IAGELAAAGVLIVSGLARGVDTAAHTAALEAASGEASSPTIGVLGSAVDVIYPRENHDLAGRMV.....VVSEYPLGTGP 224
NTDB id 411805 GSR16 RS18770 WP 159880035.1 FARRLSALGYTIVSGMASGIDAAAHRGALQET.....GSSIAVIGTGIDRVYPASNRELAHQLG.STGLILSEFPLGAGP 206
NTDB id 1094 KZH42 RS01320 WP 002224767.1 FGKSLGGKGIPVVSGMASGIDTAAHQGALQAE.....GGTIAVWGTGIDRIYPPVNKNLAYEIA.EKGLIVSEFPIGTRP 212
NTDB id 1089 NMB RS00600 WP 002224767.1 FGKSLGGKGIPVVSGMASGIDTAAHQGALQAE.....GGTIAVWGTGIDRIYPPVNKNLAYEIA.EKGLIVSEFPIGTRP 212
NTDB id 1120 NGFG RS10355 WP 020997408.1 FGRALGGKGIPTVSGMASGIDTAAHQGALEAE.....GGTIAVWGTGIDRIYPPANKNLAYEIA.EKGLIVSEFPIGTRP 212
NTDB id 1122 OK783 RS09595 WP 003705341.1 FGRALGGKGIPTVSGMASGIDTAAHQGALEAE.....GGTVAVWGTGIDRIYPPANKNLAYEIA.EKGLIVSEFPIGTRP 212
NTDB id 1043 H0N27 RS16615 WP 168727007.1 FAYYLSEKGFFISSGLAYGIDEAAHQGAST.H.....QRTIAVTGTGLDTTYPAQNKKLAEHILAKNGAIITEFLPGTPP 215
NTDB id 1073 ABD1 RS00865 WP 015451369.1 FAYYLSEKGFFISSGLAYGIDEAAHQGASA.H.....QRTIAVTGTGLDTTYPAQNKKLAEYILAQNGAIITEFLPGTPP 215
NTDB id 1250 GCO85 RS13065 WP 027219989.1 FSREISRHGVSIVSGLALGIDAHAHLGCLEGG.....GKTIAVLGTGIDCIYPRRHLKLAEQIT.ENGLLLSEFPLKSPP 206
NTDB id 1399 DSB67 RS15600 WP 010645755.1 FASDLVQHDLIVTSGLALGIDGHAHDGALLAG.....GKTIAVLGSGLEQVYPARHRGLAQRVA.ENGALVSEFRPDAKP 209
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NTDB id 1314 DR RS00625 WP 010886768.1 AQHHFPSRNRVIAALSAGVLVVEGERKSGSLITATHALDCGRTVFAVPGRAGDPRASGPHALIRDGAVLTESAQDVLTEL 304
NTDB id 411805 GSR16 RS18770 WP 159880035.1 LASHFPRRNRIIAGLSRGCLVVEANINSGSLITARLSGEYGREVMAIPGSIHNPQARGCHRLLKDGARLIETVEDVLEEV 286
NTDB id 1094 KZH42 RS01320 WP 002224767.1 YAGNFPRRNRLIAALSQVTLVVEAALESGSLITARLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLVECLDDILNEC 292
NTDB id 1089 NMB RS00600 WP 002224767.1 YAGNFPRRNRLIAALSQVTLVVEAALESGSLITARLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLVECLDDILNEC 292
NTDB id 1120 NGFG RS10355 WP 020997408.1 YAGNFPRRNRLIAALSQVTLVVEAALESGSLITAGLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLTECLDDILNEC 292
NTDB id 1122 OK783 RS09595 WP 003705341.1 YAGNFPRRNRLIAALSQVTLVVEAALESGSLITAGLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLTECLDDILNEC 292
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NTDB id 1073 ABD1 RS00865 WP 015451369.1 LQQHFPRRNRIVSGLSLGVLVVEATLKSGSLITANKAAEQGKTVFAIPGHIYSEFHQGCHQLIREGAILIDHPEQIIEDL 295
NTDB id 1250 GCO85 RS13065 WP 027219989.1 IAGHFPLRNRIISGLSLCILVIEAAIKSGSLITARMALEQNRDVLAIPGSIHNPLARGCHYLLQQGAKLVTSVADVLDEL 286
NTDB id 1399 DSB67 RS15600 WP 010645755.1 RAENFPRRNRIISGLSLGVLVVEAAEKSGSLITARYALEQGREVFALPASINAPNASGGNQLIQNGACLVQNTQEVLNEI 289
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NTDB id 1314 DR RS00625 WP 010886768.1 NWGL....AP...............................APAVPDLPPEQARVLRALQTPATLDDLAATTGLSIPELQ 349
NTDB id 411805 GSR16 RS18770 WP 159880035.1 GRPA.................................VISPQPRLDSHVAEHPVLALLGFDPVSSETLAVQLGLTQGELY 333
NTDB id 1094 KZH42 RS01320 WP 002224767.1 PGLLQNTGASSYSINKGIPEKRITAVQTASDQLSLPEGKMPSEKTENRPVGGSILDRMGFDPVHPDVLAGQLAMPAADLY 372
NTDB id 1089 NMB RS00600 WP 002224767.1 PGLLQNTGASSYSINKGIPEKRITAVQTASDQLSLPEGKMPSEKTENRPVGGSILDRMGFDPVHPDVLAGQLAMPAADLY 372
NTDB id 1120 NGFG RS10355 WP 020997408.1 PGLLQNTGASSYSINKDTPDTGRRTVQTAY..APPPAAKMPSEGAAGGTAVGGILDKMGFDPIHPDVLAGQLAMPAADLY 370
NTDB id 1122 OK783 RS09595 WP 003705341.1 PGLLQNTGASSYSINKDTPDTGRRAVQTAY..APPPAAKMPSEGAAGGTAVGGILDKMGFDPVHPDVLAGQLAMPAADLY 370
NTDB id 1043 H0N27 RS16615 WP 168727007.1 ALPTQWQSQQQNQTEET..............NTNTPEI.......P..EHLIDLYQSLDWVGQNIDQLVVHHNIPVSELT 352
NTDB id 1073 ABD1 RS00865 WP 015451369.1 ALPTQWQSQQQNQTEEA..............NTNTPEI.......R..EHLIDLYQSLDWVGQNIDQLVVHHNIPVSELT 352
NTDB id 1250 GCO85 RS13065 WP 027219989.1 KIEHHQ.....FTSNKP..............IFSLASG.......K.....ENLVKFIGFETTTIDQIIDRSGYGMEQVT 335
NTDB id 1399 DSB67 RS15600 WP 010645755.1 QSLLDWSINQSL....D..............LFSAPID.......EEELPFPQLLANVGNEATPVDILASRTNIPVQEVM 344
NTDB id 1152 A1552VC RS00200 WP 000654772.1 KNALTWSLSEQVPYQAT..............LFSAVQS.......DEELPFPELLANVGIEATPIDILASRTQIPVQDIM 346
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NTDB id 1314 DR RS00625 WP 010886768.1 TALVMLQLQGLAYEVGGRWSR..... 370
NTDB id 411805 GSR16 RS18770 WP 159880035.1 AMLLELELAGKLASLPGGQVQRLV.. 357
NTDB id 1094 KZH42 RS01320 WP 002224767.1 AALLELELDGSVAAMPGGRYQRIRT. 397
NTDB id 1089 NMB RS00600 WP 002224767.1 AALLELELDGSVAAMPGGRYQRIRT. 397
NTDB id 1120 NGFG RS10355 WP 020997408.1 AALLELELDGSVAAMPGGRYQRIRT. 395
NTDB id 1122 OK783 RS09595 WP 003705341.1 AALLELELDGSVAAMPGGRYQRIRT. 395
NTDB id 1043 H0N27 RS16615 WP 168727007.1 SSLMELELLGLCMQQSGLYLRCRS.. 376
NTDB id 1073 ABD1 RS00865 WP 015451369.1 SSLMELELLGLCMQQSGLYLRCRS.. 376
NTDB id 1250 GCO85 RS13065 WP 027219989.1 SGLAELELKGAVIAVPGGYIRCEYER 361
NTDB id 1399 DSB67 RS15600 WP 010645755.1 MQLLELELSGHVVAVSGGYIRKGRG. 369
NTDB id 1152 A1552VC RS00200 WP 000654772.1 MQLLELELLGHVVAVPGGYIRKGRG. 371
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