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NTDB id 1474 Cj1108 YP 002344501.1 ...........................................................KMTH.HHKMFEFDQNKALMNLKTNLK 426
NTDB id 601 KW2 RS02615 WP 021036805.1 AENKKNEATKAEDFEKAAHFRDQISKLRELQK......QEVTDEDMPVITEKDIEQIVEQKTQIPVGDLKEKEQTQLINLADDLK 443
NTDB id 241 SP RS04015 WP 000882523.1 AENLKSQATREEDFEKAAYFRDQIAKYKEMQK......KKITDQDTPSISEKTIEHIIEQKTNIPVGDLKEKEQSQLIHLAEDLK 449
NTDB id 243 SPR RS03635 WP 000882517.1 AENLKSQATREEDFEKAAYFRDQIAKYKEMQK......KKITDQDTPIISEKTIEHIIEQKTNIPVGDLKEKEQSQLIHLAEDLK 449
NTDB id 245 SPD RS03860 WP 000882517.1 AENLKSQATREEDFEKAAYFRDQIAKYKEMQK......KKITDQDTPIISEKTIEHIIEQKTNIPVGDLKEKEQSQLIHLAEDLK 449
NTDB id 281 KZH43 RS03550 WP 000882517.1 AENLKSQATREEDFEKAAYFRDQIAKYKEMQK......KKITDQDTPIISEKTIEHIIEQKTNIPVGDLKEKEQSQLIHLAEDLK 449
NTDB id 378 SMU RS02690 WP 002263569.1 AENLKAQATRDEDYEKAAYFRDQIAKYKEMQS......AKLDKENTPVITEKNIEVIVEQKTNIPVGELKEKEQSQLIHLADDLK 450
NTDB id 85 BSU 00860 NP 387967.1 VRKEKDAAVQSQEFEKAASLRDTEQRLREQVEDTKKSWKEKQGQENSEVTVDDIAMVVSSWTGVPVSKIAQTETDKLLNMENILH 507
NTDB id 610 V4T04 RS10165 WP 012897346.1 AQEELSEAVIKLDIKASRTKEKAVEKIADKIYKFS.....VKEDKRQEVTDQAVVAVASTLTGVPITQMTKSESDRLINLEKELH 516
NTDB id 289 SPD RS10700 WP 001109677.1 ...PADKALMDGKWKQAAQLIAKEE.........E.....VPV.YKDLVTESDILTTLSRLSGIPVQKLTQTDAKKYLNLEAELH 511
NTDB id 290 KZH43 RS10025 WP 001109677.1 ...PADKALMDGKWKQAAQLIAKEE.........E.....VPV.YKDLVTESDILTTLSRLSGIPVQKLTQTDAKKYLNLEAELH 511
NTDB id 287 SP RS11210 WP 001109712.1 ...PADKALMDGKWKQAAQLIAKEE.........E.....VPV.YKDLVTESDILTTLSRLSGIPVQKLTQTDAKKYLNLEAELH 511
NTDB id 377 SMU RS09275 WP 002262344.1 ...DLDHALITNDYQLAKRLLKKEK.........K.....PLLKKRAEVKEEDILATLSKLSGIPVKKLTQADSKKYLNLERELH 514
NTDB id 297 STER RS00545 WP 011680614.1 ...PLDEALISGDIGAAVKQYKANQ.........K.....AKFPKPALVDADQIMQTLSRLSGIPVEKMTQTDSKRYLNLESELH 517
NTDB id 329 STU RS10020 WP 011225298.1 ...PLDEALISGDIGAAVKQYKANQ.........K.....AKFPKPALVDADQIMQTLSRLSGIPVEKMTQTDSKRYLNLESELH 517
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NTDB id 1474 Cj1108 YP 002344501.1 AKIFGQDEVIDSLVSSLKQSFAGFKNSNTPRGVFLFTGSSGVGKTELCKALAEFLG...LNLERFDMSEYAEKHAISKLIGSPAG 508
NTDB id 601 KW2 RS02615 WP 021036805.1 AHVIGQDEAVDKISKAIRRSRVGLGKPNRPIGSFLFVGPTGVGKTELAKQLAKELFGSSESMIRFDMSEYMEKHSVAKLIGAPPG 528
NTDB id 241 SP RS04015 WP 000882523.1 SHVIGQDDAVDKIAKAIRRNRVGLGTPNRPIGSFLFVGPTGVGKTELSKQLAIELFGSADSMIRFDMSEYMEKHSVAKLVGAPPG 534
NTDB id 243 SPR RS03635 WP 000882517.1 SHVIGQDDAVDKIAKAIRRNRVGLGTPNRPIGSFLFVGPTGVGKTELSKQLAIELFGSADSMIRFDMSEYMEKHSVAKLVGAPPG 534
NTDB id 245 SPD RS03860 WP 000882517.1 SHVIGQDDAVDKIAKAIRRNRVGLGTPNRPIGSFLFVGPTGVGKTELSKQLAIELFGSADSMIRFDMSEYMEKHSVAKLVGAPPG 534
NTDB id 281 KZH43 RS03550 WP 000882517.1 SHVIGQDDAVDKIAKAIRRNRVGLGTPNRPIGSFLFVGPTGVGKTELSKQLAIELFGSADSMIRFDMSEYMEKHSVAKLVGAPPG 534
NTDB id 378 SMU RS02690 WP 002263569.1 TRVIGQDAAVDKIAKAIRRNRVGLGTPNRPIGSFLFVGPTGVGKTELSKQLAIELFGSEDSMIRFDMSEYMEKHAVAKLVGAPPG 535
NTDB id 85 BSU 00860 NP 387967.1 SRVIGQDEAVVAVAKAVRRARAGLKDPKRPIGSFIFLGPTGVGKTELARALAESIFGDEESMIRIDMSEYMEKHSTSRLVGSPPG 592
NTDB id 610 V4T04 RS10165 WP 012897346.1 KRVVGQEEAISAVSRAIRRARSGVADSRRPMGSFMFLGPTGVGKTELAKALADSVFGSEDNMIRVDMSEFMEKHSTSRLIGAPPG 601
NTDB id 289 SPD RS10700 WP 001109677.1 KRVIGQDQAVSSISRAIRRNQSGIRSHKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGAPPG 596
NTDB id 290 KZH43 RS10025 WP 001109677.1 KRVIGQDQAVSSISRAIRRNQSGIRSHKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGAPPG 596
NTDB id 287 SP RS11210 WP 001109712.1 KRVIGQDQAVSSISRAIRRNQSGIRSHKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGAPPG 596
NTDB id 377 SMU RS09275 WP 002262344.1 KRVIGQDDAVSSISRAIRRNQSGIRVGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGAPPG 599
NTDB id 297 STER RS00545 WP 011680614.1 KRVIGQDEAVSAISRAIRRNQSGIRTGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALLRFDMSEYMEKFAASRLNGAPPG 602
NTDB id 329 STU RS10020 WP 011225298.1 KRVIGQDEAVSAISRAIRRNQSGIRTGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALLRFDMSEYMEKFAASRLNGAPPG 602
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NTDB id 1474 Cj1108 YP 002344501.1 YIGFEEGGLLSNAIRKNPFSLVLFDEIEKAHPDLSNTFLQIFDNAELTDNSGLKVDFKNTIIIMTSNLGLKE...SNELGFLSKN 590
NTDB id 601 KW2 RS02615 WP 021036805.1 YVGYEEAGQLTERVRRNPYSLILLDEIEKAHPDVMHMFLQILEDGRLTDAQGRTVSFKDSLIIMTSNAGTGK..VEASVGFGAAR 611
NTDB id 241 SP RS04015 WP 000882523.1 YVGYDEAGQLTEKVRHNPYSLILLDEVEKAHPDVMHMFLQVLDDGRLTDGQGRTVSFKDAIIIMTSNAGTGK..TEASVGFGAAR 617
NTDB id 243 SPR RS03635 WP 000882517.1 YVGYDEAGQLTEKVRHNPYSLILLDEVEKAHPDVMHMFLQVLDDGRLTDGQGRTVSFKDAIIIMTSNAGTGK..TEASVGFGAAR 617
NTDB id 245 SPD RS03860 WP 000882517.1 YVGYDEAGQLTEKVRHNPYSLILLDEVEKAHPDVMHMFLQVLDDGRLTDGQGRTVSFKDAIIIMTSNAGTGK..TEASVGFGAAR 617
NTDB id 281 KZH43 RS03550 WP 000882517.1 YVGYDEAGQLTEKVRHNPYSLILLDEVEKAHPDVMHMFLQVLDDGRLTDGQGRTVSFKDAIIIMTSNAGTGK..TEASVGFGAAR 617
NTDB id 378 SMU RS02690 WP 002263569.1 YVGYEEAGQLTEKVRRNPYSLILLDEVEKAHPDVMHMFLQVLDDGRLTDGQGRTVSFKDTIIIMTSNAGTGK..SEANVGFGASR 618
NTDB id 85 BSU 00860 NP 387967.1 YVGYDEGGQLTEKVRRKPYSVVLLDEIEKAHPDVFNILLQVLEDGRLTDSKGRTVDFRNTILIMTSNVGASELKRNKYVGFNVQD 677
NTDB id 610 V4T04 RS10165 WP 012897346.1 YVGYDEGGQLTERVRNKPYSVVLLDEVEKAHPDVFNIMLQILDDGFVTDTKGRKVDFRNTIIIMTSNLGATALRDDKTVGFGAKN 686
NTDB id 289 SPD RS10700 WP 001109677.1 YVGYEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRDDKTVGFGAKD 681
NTDB id 290 KZH43 RS10025 WP 001109677.1 YVGYEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRDDKTVGFGAKD 681
NTDB id 287 SP RS11210 WP 001109712.1 YVGYEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRDDKTVGFGAKD 681
NTDB id 377 SMU RS09275 WP 002262344.1 YVGYEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNILLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDKTVGFGAKS 684
NTDB id 297 STER RS00545 WP 011680614.1 YVGYDEGGELTEKVRNKPYSVLLFDEIEKAHPDIFNILLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDKTVGFGAQT 687
NTDB id 329 STU RS10020 WP 011225298.1 YVGYDEGGELTEKVRNKPYSVLLFDEIEKAHPDIFNVLLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDKTVGFGAQT 687
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NTDB id 1474 Cj1108 YP 002344501.1 EEK........SNRAIKDFFAPEFINRIDKILHFNDLNDAILVKIIEKELDEISKNL..NNIKLSVDDKAKIYLAKKAYNKEFGV 665
NTDB id 601 KW2 RS02615 WP 021036805.1 EG.....RTKSVLGQLGDFFSPEFMNRFDGIIEFSALSKENLLKIVDLMLDEVNEQIGRNDIHLSVTQAAKEKLVDLGYNPAMGA 691
NTDB id 241 SP RS04015 WP 000882523.1 EG.....RTNSVLGELGNFFSPEFMNRFDGIIEFKALSKDNLLQIVELMLADVNKRLSSNNIRLDVTDKVKEKLVDLGYDPKMGA 697
NTDB id 243 SPR RS03635 WP 000882517.1 EG.....RTNSVLGELGNFFSPEFMNRFDGIIEFKALSKDNLLQIVELMLADVNKRLSSNNIRLDVTDKVKEKLVDLGYDPKMGA 697
NTDB id 245 SPD RS03860 WP 000882517.1 EG.....RTNSVLGELGNFFSPEFMNRFDGIIEFKALSKDNLLQIVELMLADVNKRLSSNNIRLDVTDKVKEKLVDLGYDPKMGA 697
NTDB id 281 KZH43 RS03550 WP 000882517.1 EG.....RTNSVLGELGNFFSPEFMNRFDGIIEFKALSKDNLLQIVELMLADVNKRLSSNNIRLDVTDKVKEKLVDLGYDPKMGA 697
NTDB id 378 SMU RS02690 WP 002263569.1 EG.....RTNSVLGELGNFFSPEFMNRFDGIIEFQALSKDNLLQIVSLMLDDVNQRLAVNAIHLDVTDKVKEKLVDLGYDPKMGA 698
NTDB id 85 BSU 00860 NP 387967.1 ETQNHKDMKDKVMGELKRAFRPEFINRIDEIIVFHSLEKKHLTEIVSLMSDQLTKRLKEQDLSIELTDAAKAKVAEEGVDLEYGA 762
NTDB id 610 V4T04 RS10165 WP 012897346.1 ITADYSAMKSRILEELKRHYRPEFLNRIDENIVFHSLESQEIEQIVKIMSKSLIKRLAEQDIHVKLTPSAVKLIAEVGFDPEYGA 771
NTDB id 289 SPD RS10700 WP 001109677.1 IRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLAEKGIDLKLQASALKLLANQGYDPEMGA 766
NTDB id 290 KZH43 RS10025 WP 001109677.1 IRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLAEKGIDLKLQASALKLLANQGYDPEMGA 766
NTDB id 287 SP RS11210 WP 001109712.1 IRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLTEKGIDLKLQASALKLLANQGYDPEMGA 766
NTDB id 377 SMU RS09275 WP 002262344.1 FSQDYKAMESRILEELKKVYRPEFINRIDEKVVFHNLGQEDIRHIVKIMVAPLIAHLADQGITLKFQPSALKHLALAGYDAEMGA 769
NTDB id 297 STER RS00545 WP 011680614.1 ISHNHQAMQARIMEELKKSYRPEFINRIDEKVVFHSLEEEQLHDIVKIMVKPLISALADKGISLKFQPAALKHLAKDGYDIEMGA 772
NTDB id 329 STU RS10020 WP 011225298.1 ISHNHQAMQARIMEELKKSYRPEFINRIDEKVVFHSLEEEQLHDIVKIMVKPLISALADKGISLKFQPAALKHLAKDGYDIEMGA 772
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NTDB id 1474 Cj1108 YP 002344501.1 RLLKRIISEEIGEKISDEILFGKLKKGGIAKIKLGKNEKLEFIF............... 709
NTDB id 601 KW2 RS02615 WP 021036805.1 RPLRRTIQENIEDSIADFYIEHPEYKQL.VADLIDDKI.VISNQTQETAETTDEEVPAE 748
NTDB id 241 SP RS04015 WP 000882523.1 RPLRRTIQDYIEDTITDYYLENPSEKDL.KAVMTSKGN.IQIKSAKKA.EVKSSEKEK. 752
NTDB id 243 SPR RS03635 WP 000882517.1 RPLRRTIQDYIEDTITDYYLENPSEKDL.KAVMTSKGN.IQIKSAKKA.EVKSSEKEK. 752
NTDB id 245 SPD RS03860 WP 000882517.1 RPLRRTIQDYIEDTITDYYLENPSEKDL.KAVMTSKGN.IQIKSAKKA.EVKSSEKEK. 752
NTDB id 281 KZH43 RS03550 WP 000882517.1 RPLRRTIQDYIEDTITDYYLENPSEKDL.KAVMTSKGN.IQIKSAKKA.EVKSSEKEK. 752
NTDB id 378 SMU RS02690 WP 002263569.1 RPLRRTIQEHIEDAITDFYLEHPEQKEL.KAIMTSNGK.IVIKASNKV.ETVTKATSD. 753
NTDB id 85 BSU 00860 NP 387967.1 RPLRRAIQKHVEDRLSEELLRGNIHKGQHIVLDVEDGE.FVVKTTAKTN.......... 810
NTDB id 610 V4T04 RS10165 WP 012897346.1 RPLRKALQKEVEDLLSEQLLSGEIKAGNHVSIGASNKK.IKIAQIV............. 816
NTDB id 289 SPD RS10700 WP 001109677.1 RPLRRTLQTEVEDKLAELLLKGDLVAGSILKIGVKAGQ.LKFDIA.............. 810
NTDB id 290 KZH43 RS10025 WP 001109677.1 RPLRRTLQTEVEDKLAELLLKGDLVAGSILKIGVKAGQ.LKFDIA.............. 810
NTDB id 287 SP RS11210 WP 001109712.1 RPLRRTLQTEVEDKLAELLLKGDLVAGSTLKIGVKAGQ.LKFDIA.............. 810
NTDB id 377 SMU RS09275 WP 002262344.1 RPLRRTLQTEVEDKLAELILSGKLASGQTLKIGIQKEK.LKFDIV.............. 813
NTDB id 297 STER RS00545 WP 011680614.1 RPLRRTIQTQVEDKLSELLLGGQVVSGQTLKIGCSKDK.LTFTVV.............. 816
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