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NTDB id 1122 OK783 RS09595 WP 003705341.1 ...MTEDERFAWLQLAFTPYIGAESFLLLMRSFGSAQNALSAPAEQV.APAVRHKHALEAWRNAEKRALARQAAEAALEW 76
NTDB id 1120 NGFG RS10355 WP 020997408.1 ...MTEDERFAWLQLAFTPYIGAESFLLLMRSFGSAQNALSAPAEQV.APAVRHKHALEAWRNAEKRALARQAAEAALEW 76
NTDB id 1361 HI 0985 AAC22646.1 ....MNDITYTLLRLMQVPKLGGVGIDKILSNITLNEL.LN.YDDVAFRQMGWGAIQIRRW...F.KPEA.KFIEPALVW 69
NTDB id 1043 H0N27 RS16615 WP 168727007.1 MLTQLSSHQYHTLKVWYLVQHSLVSFKKIIDYFGNCEKATQPDGLAKWSSLGLHANHLKRVNEFQ.TPQGQAQFEQLVQQ 79
NTDB id 1073 ABD1 RS00865 WP 015451369.1 MLTQLSSHHYHTLKVWYLVQHSLVSFKKIIDYFGNCEKATQPDGLAKWSSLGLHANHLKRVNEFQ.TTQGQAQFEQLVQQ 79
NTDB id 975600 AAC899 RS15215 WP 311090847.1 MMKQFSAHHRHTIAVWSLVQHSLSSFDTLVRHFGDCETALEPQNLAKWQQLKLHANHLKRAAEYA.TPAGQSAFSNLLAH 79
NTDB id 1021 ACIAD RS00975 WP 004930462.1 MITILSSHHYHTIKVWYVLQHSLSGFKKLIHYFGDCETALQPQRLSDWQKLGLHANHLKRLEEVH.TLQGQQQFEKMLAQ 79
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NTDB id 1122 OK783 RS09595 WP 003705341.1 EMRDGCRLMLLQDEDFPEMLTQGLTAPPVLFLRGNVRLLHKPSAAIVGSRHATPQAMRIAKDFGRALGGKGIPTVSGMAS 156
NTDB id 1120 NGFG RS10355 WP 020997408.1 EMRDGCRLMLLQDEDFPEMLTQGLTAPPVLFLRGNVRLLHKPSAAIVGSRHATPQAMRIAKDFGRALGGKGIPTVSGMAS 156
NTDB id 1361 HI 0985 AAC22646.1 SQKEGNHLVNYFSPFYPFLLKQTASFPPLLFVKGNLTALSQRQMAMVGSRYCTTYGEYWAKHFATELSLAGFTITSGLAL 149
NTDB id 1043 H0N27 RS16615 WP 168727007.1 VRQHTDFILTPDDSGYPTQLLPYTDHPPIIFGKGQAQALLQPQIAIVGSRKPSPHGRQVAYDFAYYLSEKGFFISSGLAY 159
NTDB id 1073 ABD1 RS00865 WP 015451369.1 VRQHTDFILTPDDSGYPTQLLPYTDHPPIIFGKGQAQALLQPQIAIVGSRKPSPHGRQVAYDFAYYLSEKGFFISSGLAY 159
NTDB id 975600 AAC899 RS15215 WP 311090847.1 IQQHTDFIVTPEDPLYPAQLMPYTGKPPILFGRGSAQPLLQPQIAVVGSRKPSPHGRQVAYDFAYYLSEKGFYITSGLAH 159
NTDB id 1021 ACIAD RS00975 WP 004930462.1 LQTHTDFIVTPDDPAYPSQLIPYQDRPPILFGQGSIQSLIQPQIAVVGSRKPSPHGRQVAYDFSYFLSEKGFYITSGLAH 159
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NTDB id 1122 OK783 RS09595 WP 003705341.1 GIDTAAHQGALEAEGGTVAVWGTGIDRIYPPANKNLAYEIA.EKGLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLVVE 235
NTDB id 1120 NGFG RS10355 WP 020997408.1 GIDTAAHQGALEAEGGTIAVWGTGIDRIYPPANKNLAYEIA.EKGLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLVVE 235
NTDB id 1361 HI 0985 AAC22646.1 GIDGHCHQAVVNIQGQTIAVLGSGLEQIYPSKHQRLSAQIIENNGALVSEFLPNQAPIAANFPRRNRIISGLSVGTLVVE 229
NTDB id 1043 H0N27 RS16615 WP 168727007.1 GIDEAAHQGAS.THQRTIAVTGTGLDTTYPAQNKKLAEHILAKNGAIITEFLPGTPPLQQHFPRRNRIVSGLSLGVLVVE 238
NTDB id 1073 ABD1 RS00865 WP 015451369.1 GIDEAAHQGAS.AHQRTIAVTGTGLDTTYPAQNKKLAEYILAQNGAIITEFLPGTPPLQQHFPRRNRIVSGLSLGVLVVE 238
NTDB id 975600 AAC899 RS15215 WP 311090847.1 GIDEAAHQGSV.MQQRAIAVVGTGLDRCYPAGNRTLYESIASQGGAVVSEFLPGTPPLKANFPRRNRIVSGLSLGVLVVE 238
NTDB id 1021 ACIAD RS00975 WP 004930462.1 GIDEAAHQGSL.VHHRAIAVVGTGLDLCYPSGNKALKQHIRDQGGAIVSEFLPGTPPLQAHFPRRNRIVSGLSLGVLVVE 238
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NTDB id 1122 OK783 RS09595 WP 003705341.1 AALESGSLITAGLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLTECLDDILNECPGLLQNTGASSYSINKDTPDTGR 315
NTDB id 1120 NGFG RS10355 WP 020997408.1 AALESGSLITAGLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLTECLDDILNECPGLLQNTGASSYSINKDTPDTGR 315
NTDB id 1361 HI 0985 AAC22646.1 ATEKSGSLITARYALEQNREVFAVPGNIQNKSSQGCHRLIKQGAMLVENAKDILETLYQHSI.HSQTEIDF.......D. 300
NTDB id 1043 H0N27 RS16615 WP 168727007.1 ATLKSGSLITANKAAEQGKTVFAIPGHIYSEFHQGCHQLIREGAILIDHPEQIIEDLALPTQWQSQQQNQT......... 309
NTDB id 1073 ABD1 RS00865 WP 015451369.1 ATLKSGSLITANKAAEQGKTVFAIPGHIYSEFHQGCHQLIREGAILIDHPEQIIEDLALPTQWQSQQQNQT......... 309
NTDB id 975600 AAC899 RS15215 WP 311090847.1 AKKESGSLITANRAAEQGKTVFAIPGHIYSEFHQGCHQLIREGAILVDHPEQILEDLALPTHWHAQSTAAV.......S. 310
NTDB id 1021 ACIAD RS00975 WP 004930462.1 ATLKSGSLITANKAAEQGKVVFAIPGHIYSEFHQGCHQLIREGAILVDHPEQIIEDLALPTHWHSQSTASG.......E. 310
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NTDB id 1122 OK783 RS09595 WP 003705341.1 RAVQTAYAPPPAAKMPSEGAAGGTAVGGILDKMGFDPVHPDVLAGQLAMPAADLYAALLELELDGSVAAMPGGRYQRIRT 395
NTDB id 1120 NGFG RS10355 WP 020997408.1 RTVQTAYAPPPAAKMPSEGAAGGTAVGGILDKMGFDPIHPDVLAGQLAMPAADLYAALLELELDGSVAAMPGGRYQRIRT 395
NTDB id 1361 HI 0985 AAC22646.1 QIAVPNYTPPPDPRRL....VEAPSHPKLYSRIGYTPVSIDDLAEEFNLSVDVLLVQLLDLELQDLII.SENGLYKRV.. 373
NTDB id 1043 H0N27 RS16615 WP 168727007.1 ........EETNTNTP....EIPEHLIDLYQSLDWVGQNIDQLVVHHNIPVSELTSSLMELELLGLCM.QQSGLYLRCRS 376
NTDB id 1073 ABD1 RS00865 WP 015451369.1 ........EEANTNTP....EIREHLIDLYQSLDWVGQNIDQLVVHHNIPVSELTSSLMELELLGLCM.QQSGLYLRCRS 376
NTDB id 975600 AAC899 RS15215 WP 311090847.1 A....TSTPEDVSGAL....AVPEELIPLYQRLDWTGQDLDQLAQQFEGSTAELTGQLMELELLGLCI.QQSGRYLRCTG 381
NTDB id 1021 ACIAD RS00975 WP 004930462.1 A....NADDSGKTDDA....DLPDDLLPLYQLLDWQGQDLDQLAQHYQGSTAELTAQLMELELLGVCI.QQSGRYLRCRS 381
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