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NTDB id 305026 DV446 RS07720 WP 074898034.1 MTDGQERHYWLRLALMPHIGAETFLQFIRHFGTATAAWQADAEAVRQVLVRKAAQEAWANR..RGEAEQAAEAAEKWSEQ 78
NTDB id 1094 KZH42 RS01320 WP 002224767.1 .MTEDERFAWLQLAFTPYIGAESFLLLMRRFGSAQNALSAPAEQVAALIRHKQALEAWRNAEKRALARQAAEAALEWEMR 79
NTDB id 1089 NMB RS00600 WP 002224767.1 .MTEDERFAWLQLAFTPYIGAESFLLLMRRFGSAQNALSAPAEQVAALIRHKQALEAWRNAEKRALARQAAEAALEWEMR 79
NTDB id 1122 OK783 RS09595 WP 003705341.1 .MTEDERFAWLQLAFTPYIGAESFLLLMRSFGSAQNALSAPAEQVAPAVRHKHALEAWRNAEKRALARQAAEAALEWEMR 79
NTDB id 1120 NGFG RS10355 WP 020997408.1 .MTEDERFAWLQLAFTPYIGAESFLLLMRSFGSAQNALSAPAEQVAPAVRHKHALEAWRNAEKRALARQAAEAALEWEMR 79
NTDB id 1388 A4U84 RS04945 WP 062924099.1 ...MTHLTKLLALLQVPQLGAQRIGRLLSEVDFGEFCQ.YDKTALKQMGWNERQIQRWFNP.....EHKWIDQALQWAEQ 71
NTDB id 1152 A1552VC RS00200 WP 000654772.1 .MKDQDLAAWLALCFTPKLGSKTISHLLATRLPAQLQS.FTPKQWLACGLKPEQLVFLTTQ.....AAKQAEQCLQWRSA 73
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IAGHRKHQDFASGATKRAESLASVGEKQGHLSKQGLIAVPTVTVSGLMAAILSGI
NTDB id 305026 DV446 RS07720 WP 074898034.1 ENC.RLLLLCDEDFPTMLSEGITPPPMLFVRGNIGLLHRPSVAIVGSRHATPQALRIAHDFGRSLSELGIPVVSGMAAGI 157
NTDB id 1094 KZH42 RS01320 WP 002224767.1 DGC.RLMLLQDEDFPEMLTQGLTAPPVLFLRGNVQLLHKPSAAIVGSRHATPQAMRIAKDFGKSLGGKGIPVVSGMASGI 158
NTDB id 1089 NMB RS00600 WP 002224767.1 DGC.RLMLLQDEDFPEMLTQGLTAPPVLFLRGNVQLLHKPSAAIVGSRHATPQAMRIAKDFGKSLGGKGIPVVSGMASGI 158
NTDB id 1122 OK783 RS09595 WP 003705341.1 DGC.RLMLLQDEDFPEMLTQGLTAPPVLFLRGNVRLLHKPSAAIVGSRHATPQAMRIAKDFGRALGGKGIPTVSGMASGI 158
NTDB id 1120 NGFG RS10355 WP 020997408.1 DGC.RLMLLQDEDFPEMLTQGLTAPPVLFLRGNVRLLHKPSAAIVGSRHATPQAMRIAKDFGRALGGKGIPTVSGMASGI 158
NTDB id 1388 A4U84 RS04945 WP 062924099.1 DQ.QQILTLFDEDYPFLLKQISTAPPVLFVRGNVESLSLPQIAIVGSRDYSHYGEHWAGHFSAELVKHQLAVTSGLAIGI 150
NTDB id 1152 A1552VC RS00200 WP 000654772.1 ANNRYIVTPHCPLYPRLLKEINSSPPVLFIEGIWEAVHDPAVAIVGSRNASVDGRQIARQFATELAQSGLVVTSGLALGI 153
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NTDB id 305026 DV446 RS07720 WP 074898034.1 DAAAHRGALAAGGGTVAFWGTGIDRIYPSSNRELAYELGE.KGAIVSEFPLGTRPLAGNFPRRNRLIAALSQAVLVVEAA 236
NTDB id 1094 KZH42 RS01320 WP 002224767.1 DTAAHQGALQAEGGTIAVWGTGIDRIYPPVNKNLAYEIAE.KGLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLVVEAA 237
NTDB id 1089 NMB RS00600 WP 002224767.1 DTAAHQGALQAEGGTIAVWGTGIDRIYPPVNKNLAYEIAE.KGLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLVVEAA 237
NTDB id 1122 OK783 RS09595 WP 003705341.1 DTAAHQGALEAEGGTVAVWGTGIDRIYPPANKNLAYEIAE.KGLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLVVEAA 237
NTDB id 1120 NGFG RS10355 WP 020997408.1 DTAAHQGALEAEGGTIAVWGTGIDRIYPPANKNLAYEIAE.KGLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLVVEAA 237
NTDB id 1388 A4U84 RS04945 WP 062924099.1 DGFCHQRAANENGITIAVLGSGLDQVYPARHKKLAEQIVETSGALVSEFFPSQPPIAENFPRRNRIISGLSLGTLVIEAT 230
NTDB id 1152 A1552VC RS00200 WP 000654772.1 DGYAHDGALQAQGQTVAVLGSGLAQVYPKQHQGLAERIIA.QGALVSEFAPHTPPKADHFPRRNRIISGLSLGVVVVEAA 232
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NTDB id 305026 DV446 RS07720 WP 074898034.1 LESGSLITARLAGEMGREVLAVPGSIDNPHSKGCHKLIKEGAKLTESLEDILQECPQLLPESAASSYSIYKETPVRRKIS 316
NTDB id 1094 KZH42 RS01320 WP 002224767.1 LESGSLITARLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLVECLDDILNECPGLLQNTGASSYSINKGIPEKRITA 317
NTDB id 1089 NMB RS00600 WP 002224767.1 LESGSLITARLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLVECLDDILNECPGLLQNTGASSYSINKGIPEKRITA 317
NTDB id 1122 OK783 RS09595 WP 003705341.1 LESGSLITAGLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLTECLDDILNECPGLLQNTGASSYSINKDTPDTGRRA 317
NTDB id 1120 NGFG RS10355 WP 020997408.1 LESGSLITAGLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLTECLDDILNECPGLLQNTGASSYSINKDTPDTGRRT 317
NTDB id 1388 A4U84 RS04945 WP 062924099.1 VNSGSLITARYALEQGREVFALPNSVQNPYSEGCHKLIKEGALLVENVEDILE....AIAWQRQS.VHIQPSLF...... 299
NTDB id 1152 A1552VC RS00200 WP 000654772.1 EKSGSLITARYAAEQGREVFVVPGSIFNAASQGSNQLIRQGACLVQSVQQIHQELKNALTWSLSEQVPYQATLF...... 306
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NTDB id 305026 DV446 RS07720 WP 074898034.1 VSPAAETDGRREEVVENKEYRPSESPPSPATASNDAAALLEKMGYGPIHPDTLAEQLDKNAADIYAALLELELGGLVAAM 396
NTDB id 1094 KZH42 RS01320 WP 002224767.1 VQTASDQLSLPE..........GKMPSEKTENRPVGGSILDRMGFDPVHPDVLAGQLAMPAADLYAALLELELDGSVAAM 387
NTDB id 1089 NMB RS00600 WP 002224767.1 VQTASDQLSLPE..........GKMPSEKTENRPVGGSILDRMGFDPVHPDVLAGQLAMPAADLYAALLELELDGSVAAM 387
NTDB id 1122 OK783 RS09595 WP 003705341.1 VQTAY..APPPA..........AKMPSEGAAGGTAVGGILDKMGFDPVHPDVLAGQLAMPAADLYAALLELELDGSVAAM 385
NTDB id 1120 NGFG RS10355 WP 020997408.1 VQTAY..APPPA..........AKMPSEGAAGGTAVGGILDKMGFDPIHPDVLAGQLAMPAADLYAALLELELDGSVAAM 385
NTDB id 1388 A4U84 RS04945 WP 062924099.1 .......DTKPKQAVKSEP....KFAKNLPELTACQQQLFEQISLEPISVDDLAKATDMAVETALIELLNLELLGVVKQV 368
NTDB id 1152 A1552VC RS00200 WP 000654772.1 .......SAVQ.....SDE.............ELPFPELLANVGIEATPIDILASRTQIPVQDIMMQLLELELLGHVVAV 361
consensus **** * ****** * ************!*!!*************!!*!!!*!*!***

logo

R
PGGYR I

V
Y
I
R
Q
K
T
R
G
I
G
R
G
T

NTDB id 305026 DV446 RS07720 WP 074898034.1 PGGRYQRIG. 405
NTDB id 1094 KZH42 RS01320 WP 002224767.1 PGGRYQRIRT 397
NTDB id 1089 NMB RS00600 WP 002224767.1 PGGRYQRIRT 397
NTDB id 1122 OK783 RS09595 WP 003705341.1 PGGRYQRIRT 395
NTDB id 1120 NGFG RS10355 WP 020997408.1 PGGRYQRIRT 395
NTDB id 1388 A4U84 RS04945 WP 062924099.1 RGGYVIT... 375
NTDB id 1152 A1552VC RS00200 WP 000654772.1 PGGYIRKGRG 371
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