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NTDB id 1323 RA0C RS07335 WP 004916218.1 .MLVKVYGSAIHGVSAQTITIEVNVDQGV.GYHLVGLPDNAIKESSHRISAALKNVGYKLPGKKITINMAPADLRKEGSA 78
NTDB id 1129334 PDMSB3 RS01640 WP 165184359.1 MSLAVVRSRAPAAGRAPEVTVEVHLANGLPSFSIVGLPDLEVRESRERVRAALQNCNFDFPVRRITVNLAPADLPKESGR 80
NTDB id 1271 LPP RS03220 WP 011213198.1 MSLAFTKTRSTIGIVAQPVSVEVHLSNGLPSFTMVGLAETAVKESKDRVRSAIINSQFEFPCRKITVNLGPANLPKTGSG 80
NTDB id 1248 GCO85 RS03150 WP 011213198.1 MSLAFTKTRSTIGIVAQPVSVEVHLSNGLPSFTMVGLAETAVKESKDRVRSAIINSQFEFPCRKITVNLGPANLPKTGSG 80
NTDB id 1397 DSB67 RS15690 WP 005535577.1 MGLAIIHSRASVGVQAPSVSVEVHISNGMPGFTLVGLPETTVKESKDRVRSAIVNSNFQFPAKRITVNLAPADLPKEGGR 80
NTDB id 1153 A1552VC RS00115 WP 000521788.1 MGLAIIHSRASIGVQAPPVTVEVHISNGMPGFTLVGLPETTVKESRDRVRSAIINSRFEFPAKRITVNLAPADLPKEGGR 80
NTDB id 1387 A4U84 RS06900 WP 020457569.1 MSLAIIYSRASIGVEAPLVTIEVHISGGSPGLTLVGLPEKSVKEAQDRVRSALMNANFDYPARRITINLAPADLPKEGGR 80
NTDB id 1349 HI 1117 AAC22771.1 MSLAIVYSRASMGVQAPLVTIEVHLSNGKPGFTLVGLPEKTVKEAQDRVRSALMNAQFKYPAKRITVNLAPADLPKEGGR 80
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NTDB id 1323 RA0C RS07335 WP 004916218.1 YDLSIALGILAASGQIIAPEIERYLIMGELSLDGGLQPIKGVLPIAIR.......................AREEGFKGI 135
NTDB id 1129334 PDMSB3 RS01640 WP 165184359.1 FDLPIALGILAASGQIPAESLLHREFAGELSLTGALRPMRGAFAMACGTARSGVAHGGASSGISGELAASEPAAHSAPQL 160
NTDB id 1271 LPP RS03220 WP 011213198.1 FDLPIALGILAASEQIPLTNLANHEFIGELALSGELRGVSAIIPAV........................LAAHKDNQHL 136
NTDB id 1248 GCO85 RS03150 WP 011213198.1 FDLPIALGILAASEQIPLTNLANHEFIGELALSGELRGVSAIIPAV........................LAAHKDNQHL 136
NTDB id 1397 DSB67 RS15690 WP 005535577.1 FDLPIALGILAASEQIATDKLKNYEFVGELALSGGLRTVKGVLPAA........................LAANKKQRHL 136
NTDB id 1153 A1552VC RS00115 WP 000521788.1 FDLPIALGILAASDQIARNKLESYEFIGELALSGEIRGVKGVLPAA........................LAANQVERCL 136
NTDB id 1387 A4U84 RS06900 WP 020457569.1 FDLPIAIGILAASGQIDSDKLKRIELLGELSLTGHLRGVHGAIPAV........................LAASKAKREI 136
NTDB id 1349 HI 1117 AAC22771.1 FDLPIAIGILAASDQLDASHLKQFEFVAELALTGQLRGVHGVIPAI........................LAAQKSKREL 136
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NTDB id 1323 RA0C RS07335 WP 004916218.1 ILPKQNTREAAIVNDLEVYGVENIKEVIDFFNENCPLEPTKVNTREEFHKRVNLFPFDFSEVKGQETAKRAMEVAAAGGH 215
NTDB id 1129334 PDMSB3 RS01640 WP 165184359.1 YLPAASAAEAALVPGVDVYGAADLPSLCAHLADAPDGRLYPVAAPDPAA.GASAAVPDMGDVIGQRGARRALEVAAAGGH 239
NTDB id 1271 LPP RS03220 WP 011213198.1 IIANANAAEASLTGHQKVFTANNLREVCDYLCQGTSLQSLPPKPDL....LLNNYELDWSDIKGQQHAKNAMVIAACGGH 212
NTDB id 1248 GCO85 RS03150 WP 011213198.1 IIANANAAEASLTGHQKVFTANNLREVCDYLCQGTSLQSLPPKPDL....LLNNYELDWSDIKGQQHAKNAMVIAACGGH 212
NTDB id 1397 DSB67 RS15690 WP 005535577.1 VVPHANGDQAALVGKEQHKSAQSLLEVCAELCGQHQLNLYQTPKKK....ELKAHGRDLQDIIGQQQGKRALEIAAAGNH 212
NTDB id 1153 A1552VC RS00115 WP 000521788.1 VVPHSNGDQAALVGVERHKSAQSLLEVCADLCGQQTLSLFQSSPSV....QQVSQTRDLQDIIGQQQGKRALEIAAAGNH 212
NTDB id 1387 A4U84 RS06900 WP 020457569.1 IVPQQNANEVSLVSNTQTYCASTLLQVVNFLNNRDQLPIAQQLSQNIAEN.RPLVSRDLTDIIGQQHAKRALIIAASGQH 215
NTDB id 1349 HI 1117 AAC22771.1 IIAKQNANEASLVSDQNTYFAQTLLDVVQFLNGQEKLPLATEIVKESAVNFSGKNTLDLTDIIGQQHAKRALTIAAAGQH 216
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NTDB id 1323 RA0C RS07335 WP 004916218.1 NIILIGPPGSGKTMLAKRIPSILPPLTLKEALETTKIHSVAGKMGAETSLMTIRPFRSPHHTISDVALVGGGSYPQPGEI 295
NTDB id 1129334 PDMSB3 RS01640 WP 165184359.1 HVLLVGPPGAGKSMLAARLPGLLPPMTDDEALSSAALLSASRAG.FTPSQWRRRPFRAPHHSSSAAALVGGRNPPQPGEI 318
NTDB id 1271 LPP RS03220 WP 011213198.1 SILLSGAPGSGKTMMAKRFSTLLPELSETQALECAAINSIRGKL.PDFREWRLPPFRAPHHTASPVALVGGGNPPKPGEI 291
NTDB id 1248 GCO85 RS03150 WP 011213198.1 SILLSGAPGSGKTMMAKRFSTLLPELSETQALECAAINSIRGKL.PDFREWRLPPFRAPHHTASPVALVGGGNPPKPGEI 291
NTDB id 1397 DSB67 RS15690 WP 005535577.1 NLLFLGPPGTGKTMLASRLCDLLPEMSDEEAMETASVASLTQSE.INEHNWKTRPFRAPHHSSSMAALVGGGSVPRPGEI 291
NTDB id 1153 A1552VC RS00115 WP 000521788.1 NLLFLGPPGTGKTMLASRLCDLLPEMSDEEAMETASIASLTQQE.INQHNWKLRPFRAPHHSSSMAALVGGGTIPRPGEI 291
NTDB id 1387 A4U84 RS06900 WP 020457569.1 NLLFLGPPGTGKTMLASRLADLLPEMEDDEAIETASVTSLVQNE.LNFQNWKKRPFRSPHHSASMVALVGGGSIPKPGEI 294
NTDB id 1349 HI 1117 AAC22771.1 NLLFLGPPGTGKTMLASRLTGLLPEMTDLEAIETASVTSLVQNE.LNFHNWKQRPFRAPHHSASMPALVGGGTIPKPGEI 295
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L IVGASALMNPCSPSCTGFWHQYFRWYPQTEGDNGDNPTSPHQGNANRTCRMASCTNSTSPEFDQAEISQRALMIAQLMSRYL
NTDB id 1323 RA0C RS07335 WP 004916218.1 SLAHNGVLFLDEMPEFKRTVLEVMRQPLEDREVTISRAKFTVNYPASFMLVASMNPSPSGFFPDDPNNT.SSSFEMQRYL 374
NTDB id 1129334 PDMSB3 RS01640 WP 165184359.1 TLAHLGVLFLDELPEFDRDVLETLREPLEAGRITISRAALQADFPAACQLIAAMNPCPCGWRGDPQGRCRCTPEIAARYL 398
NTDB id 1271 LPP RS03220 WP 011213198.1 SLAHHGVLFLDELPEFNRQVLETLREPLESGHICISRAAAQIEFPAKFQLIAAMNPCPCGQWGNSQANCMCTPDRISRYL 371
NTDB id 1248 GCO85 RS03150 WP 011213198.1 SLAHHGVLFLDELPEFNRQVLETLREPLESGHICISRAAAQIEFPAKFQLIAAMNPCPCGQWGNSQANCMCTPDRISRYL 371
NTDB id 1397 DSB67 RS15690 WP 005535577.1 SLAHNGLLFLDEMPEFDRKVLDSLREPLESGEIIISRAQGKTRFPARFQIVGALNPSPTGYYEGNQAR..TNPQAILRYL 369
NTDB id 1153 A1552VC RS00115 WP 000521788.1 SLAHNGLLFLDEMPEFERKVLDSLREPLESGEIVISRAQGKTRFPARFQLVGALNPSPTGYYEGSQAR..ANPQSILRYL 369
NTDB id 1387 A4U84 RS06900 WP 020457569.1 SLAHNGVLFLDELPEFERKVLDALRQPLESGEIIISRANAKVQFPACFQLIAAMNPSPTGHYQGTHNR..TSPQQLMRYL 372
NTDB id 1349 HI 1117 AAC22771.1 SLATNGVLFLDELPEFERKVLDALRQPLESGEIIISRANAKIQFPARFQLVAAMNPSPTGHYTGTHNR..TSPQQIMRYL 373
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NTDB id 1323 RA0C RS07335 WP 004916218.1 NKLSGPLLDRIDIHIEVQKVEFDQLSD..KRKGESSEIIRQRVLKAREIQQERYQDLAISYNAQMGPKEIEHFCELDEVS 452
NTDB id 1129334 PDMSB3 RS01640 WP 165184359.1 RKLSGPLLDRIDIQLEIPALAPAELSARSTTTGEPSAAIAVRVNRARERQLSRQG....KTNRELGGREVDEVCRPDAAG 474
NTDB id 1271 LPP RS03220 WP 011213198.1 AKLSAPLLDRIDMQVTIHALSQEELIKPNTHLEKQSLAIREKVTKMHEIQMARQD....SLNANLNSKTCEMVCELGSEE 447
NTDB id 1248 GCO85 RS03150 WP 011213198.1 AKLSAPLLDRIDMQVTIHALSQEELIKPNTHLEKQSLAIREKVTKMHEIQMARQD....SLNANLNSKTCEMVCELGSEE 447
NTDB id 1397 DSB67 RS15690 WP 005535577.1 GRLSGPLLDRFDMSLEIPALPKGTLSEG.GDRGEPTAIVKERVNQARDCMLARSG....KVNALLGSREIEAFCPLQKSD 444
NTDB id 1153 A1552VC RS00115 WP 000521788.1 SRLSGPLLDRFDMSIEIPALPKGTLANG.GDRGESTAAVRQRVWVARERMLARSG....KVNALLQSREIEQYCPLLKAD 444
NTDB id 1387 A4U84 RS06900 WP 020457569.1 NRLSGPFLDRFDLSIEVPLLPQGALQNNTDQRGETTEQARKRVLEARHLQFNRRG....KINAQLTTKEIEQDCKLTDRD 448
NTDB id 1349 HI 1117 AAC22771.1 NRLSGPFLDRFDLSIEVPLLPQGSLQNT.GDRGETSAQVREKVLKVREIQMERAG....KINAYLNSKEIERDCKLNDKD 448
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NTDB id 1323 RA0C RS07335 WP 004916218.1 LLLIKNAMEKLNLSARAYDRILKVSRTIADLERETNIQSHHIAEAIQYRSLDRDFWKV..... 510
NTDB id 1129334 PDMSB3 RS01640 WP 165184359.1 EMLLREAGERFGWSARAYYRVLKVARTIADLAGTPMPSAAQIGEAIQYRRAFGSL........ 529
NTDB id 1271 LPP RS03220 WP 011213198.1 QLFLREVMSKLKLSARGYHRLLKVSRTIADMNSSKKVLLNHLQQALSYKQNLHLPK....... 503
NTDB id 1248 GCO85 RS03150 WP 011213198.1 QLFLREVMSKLKLSARGYHRLLKVSRTIADMNSSKKVLLNHLQQALSYKQNLHLPK....... 503
NTDB id 1397 DSB67 RS15690 WP 005535577.1 AEFLENALHRLGLSIRAYHRIIKVARTIADLEGSPQIERTHLAEALGYRAMDRLLKQLTAQAV 507
NTDB id 1153 A1552VC RS00115 WP 000521788.1 AEFLESALHRLGLSIRAYHRIIKVARTIADLQGEAQIARPHLAEALGYRAMDRLLKQLSAQNV 507
NTDB id 1387 A4U84 RS06900 WP 020457569.1 ALFLENALTKLGLSVRAYHRILKVSRTIADLAGEAQIQQPHLAEALGYRAMDRLLQRLQGES. 510
NTDB id 1349 HI 1117 AAC22771.1 AFFLEKALNKLGLSVRAYHRILKVSRTIADLQGEQQIFQPHLAEALGYRAMVRLLQKLSNM.. 509
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