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NTDB id 293598 DLJ51 RS09780 WP 019768851.1 QALLSGNLEAVAGLLKTEE........DKQ......KIHKPVAVREEDILRTLSKLSGIPLEKMTQADNQRYLNLEKELH 516
NTDB id 377 SMU RS09275 WP 002262344.1 HALITNDYQLAKRLLKK.E........KKP......LLKKRAEVKEEDILATLSKLSGIPVKKLTQADSKKYLNLERELH 514
NTDB id 329 STU RS10020 WP 011225298.1 EALISGDIGAAVKQYKA.N........QKA......KFPKPALVDADQIMQTLSRLSGIPVEKMTQTDSKRYLNLESELH 517
NTDB id 297 STER RS00545 WP 011680614.1 EALISGDIGAAVKQYKA.N........QKA......KFPKPALVDADQIMQTLSRLSGIPVEKMTQTDSKRYLNLESELH 517
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NTDB id 241 SP RS04015 WP 000882523.1 SHVIGQDDAVDKIAKAIRRNRVGLGTPNRPIGSFLFVGPTGVGKTELSKQLAIELFGSADSMIRFDMSEYMEKHSVAKLV 529
NTDB id 281 KZH43 RS03550 WP 000882517.1 SHVIGQDDAVDKIAKAIRRNRVGLGTPNRPIGSFLFVGPTGVGKTELSKQLAIELFGSADSMIRFDMSEYMEKHSVAKLV 529
NTDB id 245 SPD RS03860 WP 000882517.1 SHVIGQDDAVDKIAKAIRRNRVGLGTPNRPIGSFLFVGPTGVGKTELSKQLAIELFGSADSMIRFDMSEYMEKHSVAKLV 529
NTDB id 243 SPR RS03635 WP 000882517.1 SHVIGQDDAVDKIAKAIRRNRVGLGTPNRPIGSFLFVGPTGVGKTELSKQLAIELFGSADSMIRFDMSEYMEKHSVAKLV 529
NTDB id 378 SMU RS02690 WP 002263569.1 TRVIGQDAAVDKIAKAIRRNRVGLGTPNRPIGSFLFVGPTGVGKTELSKQLAIELFGSEDSMIRFDMSEYMEKHAVAKLV 530
NTDB id 85 BSU 00860 NP 387967.1 SRVIGQDEAVVAVAKAVRRARAGLKDPKRPIGSFIFLGPTGVGKTELARALAESIFGDEESMIRIDMSEYMEKHSTSRLV 587
NTDB id 610 V4T04 RS10165 WP 012897346.1 KRVVGQEEAISAVSRAIRRARSGVADSRRPMGSFMFLGPTGVGKTELAKALADSVFGSEDNMIRVDMSEFMEKHSTSRLI 596
NTDB id 287 SP RS11210 WP 001109712.1 KRVIGQDQAVSSISRAIRRNQSGIRSHKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLN 591
NTDB id 290 KZH43 RS10025 WP 001109677.1 KRVIGQDQAVSSISRAIRRNQSGIRSHKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLN 591
NTDB id 289 SPD RS10700 WP 001109677.1 KRVIGQDQAVSSISRAIRRNQSGIRSHKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLN 591
NTDB id 293598 DLJ51 RS09780 WP 019768851.1 KRVIGQEDAVSAVSRAIRRNQSGIRTGKRPIGSFMFLGPTGVGKTELAKALAELLFDDESALIRFDMSEYMEKFAASRLN 596
NTDB id 377 SMU RS09275 WP 002262344.1 KRVIGQDDAVSSISRAIRRNQSGIRVGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLN 594
NTDB id 329 STU RS10020 WP 011225298.1 KRVIGQDEAVSAISRAIRRNQSGIRTGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALLRFDMSEYMEKFAASRLN 597
NTDB id 297 STER RS00545 WP 011680614.1 KRVIGQDEAVSAISRAIRRNQSGIRTGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALLRFDMSEYMEKFAASRLN 597
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NTDB id 241 SP RS04015 WP 000882523.1 GAPPGYVGYDEAGQLTEKVRHNPYSLILLDEVEKAHPDVMHMFLQVLDDGRLTDGQGRTVSFKDAIIIMTSNAGTGK..T 607
NTDB id 281 KZH43 RS03550 WP 000882517.1 GAPPGYVGYDEAGQLTEKVRHNPYSLILLDEVEKAHPDVMHMFLQVLDDGRLTDGQGRTVSFKDAIIIMTSNAGTGK..T 607
NTDB id 245 SPD RS03860 WP 000882517.1 GAPPGYVGYDEAGQLTEKVRHNPYSLILLDEVEKAHPDVMHMFLQVLDDGRLTDGQGRTVSFKDAIIIMTSNAGTGK..T 607
NTDB id 243 SPR RS03635 WP 000882517.1 GAPPGYVGYDEAGQLTEKVRHNPYSLILLDEVEKAHPDVMHMFLQVLDDGRLTDGQGRTVSFKDAIIIMTSNAGTGK..T 607
NTDB id 378 SMU RS02690 WP 002263569.1 GAPPGYVGYEEAGQLTEKVRRNPYSLILLDEVEKAHPDVMHMFLQVLDDGRLTDGQGRTVSFKDTIIIMTSNAGTGK..S 608
NTDB id 85 BSU 00860 NP 387967.1 GSPPGYVGYDEGGQLTEKVRRKPYSVVLLDEIEKAHPDVFNILLQVLEDGRLTDSKGRTVDFRNTILIMTSNVGASELKR 667
NTDB id 610 V4T04 RS10165 WP 012897346.1 GAPPGYVGYDEGGQLTERVRNKPYSVVLLDEVEKAHPDVFNIMLQILDDGFVTDTKGRKVDFRNTIIIMTSNLGATALRD 676
NTDB id 287 SP RS11210 WP 001109712.1 GAPPGYVGYEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRD 671
NTDB id 290 KZH43 RS10025 WP 001109677.1 GAPPGYVGYEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRD 671
NTDB id 289 SPD RS10700 WP 001109677.1 GAPPGYVGYEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRD 671
NTDB id 293598 DLJ51 RS09780 WP 019768851.1 GAPPGYVGYEEGGELTEKVRQKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRD 676
NTDB id 377 SMU RS09275 WP 002262344.1 GAPPGYVGYEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNILLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRD 674
NTDB id 329 STU RS10020 WP 011225298.1 GAPPGYVGYDEGGELTEKVRNKPYSVLLFDEIEKAHPDIFNVLLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRD 677
NTDB id 297 STER RS00545 WP 011680614.1 GAPPGYVGYDEGGELTEKVRNKPYSVLLFDEIEKAHPDIFNILLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRD 677
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NTDB id 241 SP RS04015 WP 000882523.1 EASVGFGAAREG.....RTNSVLGELGNFFSPEFMNRFDGIIEFKALSKDNLLQIVELMLADVNKRLSSNNIRLDVTDKV 682
NTDB id 281 KZH43 RS03550 WP 000882517.1 EASVGFGAAREG.....RTNSVLGELGNFFSPEFMNRFDGIIEFKALSKDNLLQIVELMLADVNKRLSSNNIRLDVTDKV 682
NTDB id 245 SPD RS03860 WP 000882517.1 EASVGFGAAREG.....RTNSVLGELGNFFSPEFMNRFDGIIEFKALSKDNLLQIVELMLADVNKRLSSNNIRLDVTDKV 682
NTDB id 243 SPR RS03635 WP 000882517.1 EASVGFGAAREG.....RTNSVLGELGNFFSPEFMNRFDGIIEFKALSKDNLLQIVELMLADVNKRLSSNNIRLDVTDKV 682
NTDB id 378 SMU RS02690 WP 002263569.1 EANVGFGASREG.....RTNSVLGELGNFFSPEFMNRFDGIIEFQALSKDNLLQIVSLMLDDVNQRLAVNAIHLDVTDKV 683
NTDB id 85 BSU 00860 NP 387967.1 NKYVGFNVQDETQNHKDMKDKVMGELKRAFRPEFINRIDEIIVFHSLEKKHLTEIVSLMSDQLTKRLKEQDLSIELTDAA 747
NTDB id 610 V4T04 RS10165 WP 012897346.1 DKTVGFGAKNITADYSAMKSRILEELKRHYRPEFLNRIDENIVFHSLESQEIEQIVKIMSKSLIKRLAEQDIHVKLTPSA 756
NTDB id 287 SP RS11210 WP 001109712.1 DKTVGFGAKDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLTEKGIDLKLQASA 751
NTDB id 290 KZH43 RS10025 WP 001109677.1 DKTVGFGAKDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLAEKGIDLKLQASA 751
NTDB id 289 SPD RS10700 WP 001109677.1 DKTVGFGAKDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLAEKGIDLKLQASA 751
NTDB id 293598 DLJ51 RS09780 WP 019768851.1 DKTVGFGAKGIRQDYQAMQGRIMEELRKAYRPEFINRIDEKIVFHSLTPDHMRQVVKLMLKPLAATLTEKQIDLKVQPAA 756
NTDB id 377 SMU RS09275 WP 002262344.1 DKTVGFGAKSFSQDYKAMESRILEELKKVYRPEFINRIDEKVVFHNLGQEDIRHIVKIMVAPLIAHLADQGITLKFQPSA 754
NTDB id 329 STU RS10020 WP 011225298.1 DKTVGFGAQTISHNHQAMQARIMEELKKSYRPEFINRIDEKVVFHSLEEEQLHDIVKIMVKPLISALADKGISLKFQPAA 757
NTDB id 297 STER RS00545 WP 011680614.1 DKTVGFGAQTISHNHQAMQARIMEELKKSYRPEFINRIDEKVVFHSLEEEQLHDIVKIMVKPLISALADKGISLKFQPAA 757
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NTDB id 241 SP RS04015 WP 000882523.1 KEKLVDLGYDPKMGARPLRRTIQDYIEDTITDYYLENPSEKDLKA.VMTSKGNIQIKSAKKAEVKSSEKEK 752
NTDB id 281 KZH43 RS03550 WP 000882517.1 KEKLVDLGYDPKMGARPLRRTIQDYIEDTITDYYLENPSEKDLKA.VMTSKGNIQIKSAKKAEVKSSEKEK 752
NTDB id 245 SPD RS03860 WP 000882517.1 KEKLVDLGYDPKMGARPLRRTIQDYIEDTITDYYLENPSEKDLKA.VMTSKGNIQIKSAKKAEVKSSEKEK 752
NTDB id 243 SPR RS03635 WP 000882517.1 KEKLVDLGYDPKMGARPLRRTIQDYIEDTITDYYLENPSEKDLKA.VMTSKGNIQIKSAKKAEVKSSEKEK 752
NTDB id 378 SMU RS02690 WP 002263569.1 KEKLVDLGYDPKMGARPLRRTIQEHIEDAITDFYLEHPEQKELKA.IMTSNGKIVIKASNKVETVTKATSD 753
NTDB id 85 BSU 00860 NP 387967.1 KAKVAEEGVDLEYGARPLRRAIQKHVEDRLSEELLRGNIHKGQHIVLDVEDGEFVVKTTAKTN........ 810
NTDB id 610 V4T04 RS10165 WP 012897346.1 VKLIAEVGFDPEYGARPLRKALQKEVEDLLSEQLLSGEIKAGNHVSIGASNKKIKIAQIV........... 816
NTDB id 287 SP RS11210 WP 001109712.1 LKLLANQGYDPEMGARPLRRTLQTEVEDKLAELLLKGDLVAGSTLKIGVKAGQLKFDIA............ 810
NTDB id 290 KZH43 RS10025 WP 001109677.1 LKLLANQGYDPEMGARPLRRTLQTEVEDKLAELLLKGDLVAGSILKIGVKAGQLKFDIA............ 810
NTDB id 289 SPD RS10700 WP 001109677.1 LKLLANQGYDPEMGARPLRRTLQTEVEDKLAELLLKGDLVAGSILKIGVKAGQLKFDIA............ 810
NTDB id 293598 DLJ51 RS09780 WP 019768851.1 LKLLAEHGYDPEMGARPLRRTIQTEVEDRLSELLLSGQLKADSKLKIGSHKGSLKFTIDD........... 816
NTDB id 377 SMU RS09275 WP 002262344.1 LKHLALAGYDAEMGARPLRRTLQTEVEDKLAELILSGKLASGQTLKIGIQKEKLKFDIV............ 813
NTDB id 329 STU RS10020 WP 011225298.1 LKHLAKDGYDIEMGARPLRRTIQTQVEDKLSELLLGGQVVSGQTLKIGCSKDKLTFTVV............ 816
NTDB id 297 STER RS00545 WP 011680614.1 LKHLAKDGYDIEMGARPLRRTIQTQVEDKLSELLLGGQVVSGQTLKIGCSKDKLTFTVV............ 816
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