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NTDB id 1152 A1552VC RS00200 WP 000654772.1 MKDQDLAAWLALCFTPKLGSKTISHLLATRLPAQLQSFTPKQWLACGLKPEQLV......FLTTQAAKQAEQCLQWRSAA 74
NTDB id 668330 MON37 RS00305 WP 039409379.1 MTENDRLAWLQLAFTPYVGAEGFLLLLQRFGSAKAALDAPAEQIATIVRHKQAAESWRNGEKRALAQKAAEAALQWEKQD 80
NTDB id 1094 KZH42 RS01320 WP 002224767.1 MTEDERFAWLQLAFTPYIGAESFLLLMRRFGSAQNALSAPAEQVAALIRHKQALEAWRNAEKRALARQAAEAALEWEMRD 80
NTDB id 1089 NMB RS00600 WP 002224767.1 MTEDERFAWLQLAFTPYIGAESFLLLMRRFGSAQNALSAPAEQVAALIRHKQALEAWRNAEKRALARQAAEAALEWEMRD 80
NTDB id 1120 NGFG RS10355 WP 020997408.1 MTEDERFAWLQLAFTPYIGAESFLLLMRSFGSAQNALSAPAEQVAPAVRHKHALEAWRNAEKRALARQAAEAALEWEMRD 80
NTDB id 1122 OK783 RS09595 WP 003705341.1 MTEDERFAWLQLAFTPYIGAESFLLLMRSFGSAQNALSAPAEQVAPAVRHKHALEAWRNAEKRALARQAAEAALEWEMRD 80
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NTDB id 1152 A1552VC RS00200 WP 000654772.1 NNRYIVTPHCPLYPRLLKEINSSPPVLFIEGIWEAVHDPAVAIVGSRNASVDGRQIARQFATELAQSGLVVTSGLALGID 154
NTDB id 668330 MON37 RS00305 WP 039409379.1 GCRLLLLQ.DDDFPEMLTQGITAPPVLFLRGNVQLLHKPSAAIVGSRHATPQAMRIAKDFGRALSEQDIPVVSGMASGID 159
NTDB id 1094 KZH42 RS01320 WP 002224767.1 GCRLMLLQ.DEDFPEMLTQGLTAPPVLFLRGNVQLLHKPSAAIVGSRHATPQAMRIAKDFGKSLGGKGIPVVSGMASGID 159
NTDB id 1089 NMB RS00600 WP 002224767.1 GCRLMLLQ.DEDFPEMLTQGLTAPPVLFLRGNVQLLHKPSAAIVGSRHATPQAMRIAKDFGKSLGGKGIPVVSGMASGID 159
NTDB id 1120 NGFG RS10355 WP 020997408.1 GCRLMLLQ.DEDFPEMLTQGLTAPPVLFLRGNVRLLHKPSAAIVGSRHATPQAMRIAKDFGRALGGKGIPTVSGMASGID 159
NTDB id 1122 OK783 RS09595 WP 003705341.1 GCRLMLLQ.DEDFPEMLTQGLTAPPVLFLRGNVRLLHKPSAAIVGSRHATPQAMRIAKDFGRALGGKGIPTVSGMASGID 159
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NTDB id 1152 A1552VC RS00200 WP 000654772.1 GYAHDGALQAQGQTVAVLGSGLAQVYPKQHQGLAERIIAQGALVSEFAPHTPPKADHFPRRNRIISGLSLGVVVVEAAEK 234
NTDB id 668330 MON37 RS00305 WP 039409379.1 TAAHQGALQAGGDTIAVWGTGIDRIYPPSNKNLAYEIAEKGLIVSEFPLDTRPFAGNFPRRNRLIAALSQVTLVVEAALE 239
NTDB id 1094 KZH42 RS01320 WP 002224767.1 TAAHQGALQAEGGTIAVWGTGIDRIYPPVNKNLAYEIAEKGLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLVVEAALE 239
NTDB id 1089 NMB RS00600 WP 002224767.1 TAAHQGALQAEGGTIAVWGTGIDRIYPPVNKNLAYEIAEKGLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLVVEAALE 239
NTDB id 1120 NGFG RS10355 WP 020997408.1 TAAHQGALEAEGGTIAVWGTGIDRIYPPANKNLAYEIAEKGLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLVVEAALE 239
NTDB id 1122 OK783 RS09595 WP 003705341.1 TAAHQGALEAEGGTVAVWGTGIDRIYPPANKNLAYEIAEKGLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLVVEAALE 239
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logo SGSL ITAKGRYLAAEQMGREVFMVAVPGS I FDNAPAHSQKGSCNHQKL IRKQDGACKLTVQESCVLQDQDIHLHQNELCKPNGALLTQNATAGVAPSSWYSLI SNEKKQDGNVITKPKYDEQKTAEGRKIRRRTLTAFV
NTDB id 1152 A1552VC RS00200 WP 000654772.1 SGSLITARYAAEQGREVFVVPGSIFNAASQGSNQLIRQGACLVQSVQQIHQELKNALT......WSLSEQVPYQA..TLF 306
NTDB id 668330 MON37 RS00305 WP 039409379.1 SGSLITAKLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLVECLDDILHECPGLLQNAAVPSYSINKKNKKTEKRTAV 319
NTDB id 1094 KZH42 RS01320 WP 002224767.1 SGSLITARLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLVECLDDILNECPGLLQNTGASSYSINKGIPEKRI.TAV 318
NTDB id 1089 NMB RS00600 WP 002224767.1 SGSLITARLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLVECLDDILNECPGLLQNTGASSYSINKGIPEKRI.TAV 318
NTDB id 1120 NGFG RS10355 WP 020997408.1 SGSLITAGLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLTECLDDILNECPGLLQNTGASSYSINKDTPDTGR.RTV 318
NTDB id 1122 OK783 RS09595 WP 003705341.1 SGSLITAGLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLTECLDDILNECPGLLQNTGASSYSINKDTPDTGR.RAV 318
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NTDB id 1152 A1552VC RS00200 WP 000654772.1 SAVQSDEELPF......................PELLANVGIEATPIDILASRTQIPVQDIMMQLLELELLGHVVAVPGG 364
NTDB id 668330 MON37 RS00305 WP 039409379.1 RETSSEPVLPFSDDLHVRKQPAQANTVAAPTAEDGLLDAMGYDSVHPDILAQQTAWAAADVYARLLEYELDGIVAALPGG 399
NTDB id 1094 KZH42 RS01320 WP 002224767.1 QTAS........DQLSLPEGKMPSEKTENRPVGGSILDRMGFDPVHPDVLAGQLAMPAADLYAALLELELDGSVAAMPGG 390
NTDB id 1089 NMB RS00600 WP 002224767.1 QTAS........DQLSLPEGKMPSEKTENRPVGGSILDRMGFDPVHPDVLAGQLAMPAADLYAALLELELDGSVAAMPGG 390
NTDB id 1120 NGFG RS10355 WP 020997408.1 QTAY..........APPPAAKMPSEGAAGGTAVGGILDKMGFDPIHPDVLAGQLAMPAADLYAALLELELDGSVAAMPGG 388
NTDB id 1122 OK783 RS09595 WP 003705341.1 QTAY..........APPPAAKMPSEGAAGGTAVGGILDKMGFDPVHPDVLAGQLAMPAADLYAALLELELDGSVAAMPGG 388
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NTDB id 1152 A1552VC RS00200 WP 000654772.1 YIRKGRG 371
NTDB id 668330 MON37 RS00305 WP 039409379.1 RYQRIKA 406
NTDB id 1094 KZH42 RS01320 WP 002224767.1 RYQRIRT 397
NTDB id 1089 NMB RS00600 WP 002224767.1 RYQRIRT 397
NTDB id 1120 NGFG RS10355 WP 020997408.1 RYQRIRT 395
NTDB id 1122 OK783 RS09595 WP 003705341.1 RYQRIRT 395
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