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NTDB id 1029 TT RS02230 WP 011228203.1 .............................MPVYQYKARDRQG.RLVEATIEAEDLRTAARLLRDRGLFVAEIKEPGKGLQ 50
NTDB id 1402 DSB67 RS12670 WP 010643257.1 ......................MKTIAPQLKNYRWKGINSSG.KKTSGNVLAMTEIEVRERLDAQHIKIKKLKKGSISFI 57
NTDB id 1169 A1552VC RS11075 WP 000648511.1 .....................MKATQTLPLKNYRWKGINSNG.KKVSGQMLAISEIEVRDKLKDQHIQIKKLKKGSVSLL 58
NTDB id 1112 NGFG RS09215 WP 003689811.1 ..............MAKNGGFS..LFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVKT... 61
NTDB id 1113 AAA85695.1 219..1451( ) ..............MAKNGGFS..LFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVKT... 61
NTDB id 185353 A9Y76 RS14945 WP 064805226.1 MATRAPAANRAAAAPDRKTGKTAKTKAPTQYIFEWEGKDRKG.KIFKGEMRAESITEVNAVLRKQGLSITKSKRRRA... 76
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ......................MDKNSPPLLTFHYQGINKAG.QKMEGDIQARSLAIAKADLRKQGIVTNKVVKKRKPLF 57
NTDB id 1198 PSJM300 03950 AFN76868.1 ......................MAQKAIKNSVFTWEGLDRQG.AKIKGELSGVSPALVKAQLRKQGINPQKVRKKSISLF 57
NTDB id 1016 ACIAD RS01680 WP 004920476.1 .....................MAAKKTQVMPVFAYEGVDRKG.IKLKGELPARNMALAKVTLRKQGITIRTIREKRKNIF 58
NTDB id 1059 ABD1 RS01610 WP 000279215.1 .....................MAVKKAQMMPTFAYEGVDRKG.VKIKGELPAKNMALAKVTLRKQGVTVRNIREKRKNIL 58
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NTDB id 1029 TT RS02230 WP 011228203.1 AEVRIPALERGPGLKDLAIFSRQLATMLGAGLTLLQALAILERQTENRKFREILKQVRTDVEGGMAFSEALSKH.KIFSR 129
NTDB id 1402 DSB67 RS12670 WP 010643257.1 TK.....ISHRVKGKDITIFTRQIATMLMTGVPIVQALKLVSENHKKAEMKSILMSVTRAVEAGTPMSKAMRTASTHFDP 132
NTDB id 1169 A1552VC RS11075 WP 000648511.1 AR.....LTHRVKSKDITILTRQLATMLTTGVPIVQALKLVGDNHRKAEMKSILAQITKSVEAGTPLSKAMRTASAHFDT 133
NTDB id 1112 NGFG RS09215 WP 003689811.1 ......SSKRKITQEDITVFTRQLSTMIKAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDR 135
NTDB id 1113 AAA85695.1 219..1451( ) ......SSKRKITQEDITVFTRQLSTMINAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDR 135
NTDB id 185353 A9Y76 RS14945 WP 064805226.1 ......ARGKKITPKDVAYFTRQLSTMLKAGVPLLQSVDIIAKGHANPNFTQLLTEIRVDIESGSSMAAAFRRHPKYFDT 150
NTDB id 1252 GCO85 RS07730 WP 011213805.1 DR.....KNKKITQADITVFSRQLATMIESGIPLVQAFDIVAKGQSNKRLKDLIETIKHDIETGLTLAESLIKHPLYFNE 132
NTDB id 1198 PSJM300 03950 AFN76868.1 S......AGKKIKPMDIALFTRQMATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDD 131
NTDB id 1016 ACIAD RS01680 WP 004920476.1 EG....LLKKKVKPLDIAIFTRQLATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDN 134
NTDB id 1059 ABD1 RS01610 WP 000279215.1 EG....LFKKKVTTLDITIFTRQLATMMKAGVPLVQGFEIVAEGLENPAMREVVLGIKGEVEGGSTFASALRKYPQHFDN 134
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NTDB id 1029 TT RS02230 WP 011228203.1 LYVNLVRAGETSGGLDLILDRLASFLEKELELRGKIRSAMTYPVIVFVFAVGVAYFLLTGIVPQFAQILTDLGSELPLLT 209
NTDB id 1402 DSB67 RS12670 WP 010643257.1 LYTDLIATGEQSGNLSQVFERLATYREKSEQLRAKVIKALIYPAMVVLVALGVSYLMLTRVIPEFEKMFTGFGADLPAFT 212
NTDB id 1169 A1552VC RS11075 WP 000648511.1 LYVDLVETGEMSGNLPEVFERLATYREKSEQLRAKVIKALIYPSMVVLVALGVSYLMLTMVIPEFESMFKGFGAELPWFT 213
NTDB id 1112 NGFG RS09215 WP 003689811.1 FYCNLVAAGETGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPPLT 215
NTDB id 1113 AAA85695.1 219..1451( ) FYCNLVAAGETGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPALT 215
NTDB id 185353 A9Y76 RS14945 WP 064805226.1 LYCNLIDAGEQGGILDALLERLSMYMEKSLALKAQIKSAMIYPISVLTVAFAVTVVLMIFVVPSFKGVFSSFGADLPAPT 230
NTDB id 1252 GCO85 RS07730 WP 011213805.1 LFCNLVDAGEKSGSLDIMLDKVATYKEKIEIIKKKIKKALTYPIAVMVVALLVTAGLLIYVVPQFESLFKGFGADLPAMT 212
NTDB id 1198 PSJM300 03950 AFN76868.1 LYCNLVDSGEQSGSLETLLDRVATYKEKTEALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFT 211
NTDB id 1016 ACIAD RS01680 WP 004920476.1 LFCSLIESGEQSGSLEIMLDRVAVYKEKSEVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFT 214
NTDB id 1059 ABD1 RS01610 WP 000279215.1 LFCSLVESGEQSGALETMLDRVAIYKEKSELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFT 214
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NTDB id 1029 TT RS02230 WP 011228203.1 RFLIAVSDLLRAATLPLLLLAVALFFAYRW.YYGTPQGRRVIDRLKLRLPVFGNLNRKTAVARFSRTLALLLSSGVNIVE 288
NTDB id 1402 DSB67 RS12670 WP 010643257.1 QMVLNLSAWTQNWGPFIGLSFVSLLISGKIMSQRSDSFRLLAARSSLRVPILGPVLSKAAIAKFSRTLATSFSAGIPILT 292
NTDB id 1169 A1552VC RS11075 WP 000648511.1 QQVLKLSHWVQAYSLWAFIAIAAAIFGLKALRKNSFQIRLKTSRLGLKFPIIGNVLAKASIAKFSRTLATSFAAGIPILA 293
NTDB id 1112 NGFG RS09215 WP 003689811.1 QTVMDMSDFFVSYGWMVLIALGFAIYGFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVD 295
NTDB id 1113 AAA85695.1 219..1451( ) QTVMDMSDFFVSYGWMVLIALGFAIYRFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVD 295
NTDB id 185353 A9Y76 RS14945 WP 064805226.1 LFVIAISDFFVKWWIPIVLGPVIGIALFTRAFKRSENVQRSTHRFILRIPIFGDIIRKATIARWTRTLATMFAAGTPLVE 310
NTDB id 1252 GCO85 RS07730 WP 011213805.1 RAVITMSEFMQAYWYIIFGALGGVVYSFFYAKNHSLEFAQTIDRVMLKLPVIGPILEKAAIARFARTLSITFAAGLPLVE 292
NTDB id 1198 PSJM300 03950 AFN76868.1 LMVIGLSEALQAWWYVVLAGFVGAAYAFKQAHTRSEKFRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVD 291
NTDB id 1016 ACIAD RS01680 WP 004920476.1 QLVVNMSNWMQDYWFILILVIGAAIAGFLEARKRSKRFRDQLDRLVLRLPIVGDLVYKAIIARYSRTLATTFAAGVPLID 294
NTDB id 1059 ABD1 RS01610 WP 000279215.1 QMVVNMSKWMQEYWFIMIIAIGAVIAAFLEAKKRSKKFRDGLDKLALKLPIFGDLVYKAIIARYSRTLATTFAAGVPLID 294
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NTDB id 1029 TT RS02230 WP 011228203.1 ALDITKGTAGNSVVEEIVEAAKLKIQQGDPLNLTLAQHPFVFPPMVSSMVAIGEETGALDTMLSKVADFYEREVDEAVAS 368
NTDB id 1402 DSB67 RS12670 WP 010643257.1 ALKTTSKTSGNMHYQLAIEEVYRDTAAGMPMYIAM.RHCHVFPELVLQMVMIGEESGRLDDMLNKIAAIYEFEVDNTVDN 371
NTDB id 1169 A1552VC RS11075 WP 000648511.1 SLKTTAKTSGNVHFETAINEVYRDTAAGMPMYIAM.RNTEAFPEMVLQMVMIGEESGQLDDMLNKVATIYEFEVDNTVDN 372
NTDB id 1112 NGFG RS09215 WP 003689811.1 VLDSTAGAAGNLIYEEATREIRTRVIQGLSMTSGM.RATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGR 374
NTDB id 1113 AAA85695.1 219..1451( ) VLDSTAGAAGNLIYEEATREIRTRVIQGLSMTSGM.RATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGW 374
NTDB id 185353 A9Y76 RS14945 WP 064805226.1 SMDSVAGAAGNWIYHDATLEIQQAVRIGTSLTNAM.QATHVFDNMVLQMTQIGEESGALDNMLLKVAEFYEREVDDAVAN 389
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ALKSVAGATGNIIYAKATDKIREEVATGQQMFIAM.ENTHLFPNMVIQMVAIGEESGALEKMLSKVADFYEEEVNNAVDA 371
NTDB id 1198 PSJM300 03950 AFN76868.1 ALDSVAGATGNVVFRSATNKIKSDVSSGMQLNFSM.RTTGTFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDG 370
NTDB id 1016 ACIAD RS01680 WP 004920476.1 ALASTAGATNNTVYEQAVLKIREDVSTGQQLNFAM.RVSNRFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDG 373
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ALESTAGATNNVIYEKAVMKIREDVATGQQLQFAM.RISNRFPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDG 373
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NTDB id 1029 TT RS02230 WP 011228203.1 LTAAIEPLMIIFLGVIVGMIVAGMFLPLFKIIGTLSVQ 406
NTDB id 1402 DSB67 RS12670 WP 010643257.1 LSKILEPLIIVFLGVVVGGLVTAMYLPIFNLMSVLG.. 407
NTDB id 1169 A1552VC RS11075 WP 000648511.1 LGKILEPLIIVFLGTVVGGLVVAMYLPIFNLMSVLG.. 408
NTDB id 1112 NGFG RS09215 WP 003689811.1 LSAMMEPIIIVILGLVIGTLLVAMYLPLFNLGNVVA.. 410
NTDB id 1113 AAA85695.1 219..1451( ) LSAMMEPIIILILGLVIGTLLVAMYLPLFNLGNVVA*. 410
NTDB id 185353 A9Y76 RS14945 WP 064805226.1 ISTLIEPIIIVFLGVMIGGMVVAMYLPIFKLGTVV... 424
NTDB id 1252 GCO85 RS07730 WP 011213805.1 LSSLLEPIIMSILGILVGGLVVAMYLPIFKLGSAV... 406
NTDB id 1198 PSJM300 03950 AFN76868.1 LTALMEPMIMAVLGVLVGGLIIAMYLPIFQMGSVV... 405
NTDB id 1016 ACIAD RS01680 WP 004920476.1 LTSMMEPLIMAILGILVGGLVIAMYLPIFQMGSVV... 408
NTDB id 1059 ABD1 RS01610 WP 000279215.1 LTSMMEPLIMAILGVLVGGLVIAMYLPIFQMGSVV... 408
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