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NTDB id 1323 RA0C RS07335 WP 004916218.1 .MLVKVYGSAIHGVSAQTITIEVNVDQGV.GYHLVGLPDNAIKESSHRISAALKNVGYKLPGKKITINMAPADLRKEGSA 78
NTDB id 1170522 ACMFWW RS01290 WP 413212951.1 MSLAVVRSRAPAAGRAPEVTVEVHLANGLPSFSMVGLPDLEVRESRERVRAALQNCGFDFPVRRITVNLAPADLPKESGR 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 YDLSIALGILAASGQIIAPEIERYLIMGELSLDGGLQPIKGVLPIAIRAR......EEGFKGIILPKQNTREAAIVNDLE 152
NTDB id 1170522 ACMFWW RS01290 WP 413212951.1 FDLPVALGILAASGQIPGESLAGREFAGELSLTGALRPMRGAFPMACGTARGSANAEGQTPELYLPAANAAEAALVPGVA 160
NTDB id 1271 LPP RS03220 WP 011213198.1 FDLPIALGILAASEQIPLTNLANHEFIGELALSGELRGVSAIIPAVLAA.......HKDNQHLIIANANAAEASLTGHQK 153
NTDB id 1248 GCO85 RS03150 WP 011213198.1 FDLPIALGILAASEQIPLTNLANHEFIGELALSGELRGVSAIIPAVLAA.......HKDNQHLIIANANAAEASLTGHQK 153
NTDB id 1397 DSB67 RS15690 WP 005535577.1 FDLPIALGILAASEQIATDKLKNYEFVGELALSGGLRTVKGVLPAALAA.......NKKQRHLVVPHANGDQAALVGKEQ 153
NTDB id 1153 A1552VC RS00115 WP 000521788.1 FDLPIALGILAASDQIARNKLESYEFIGELALSGEIRGVKGVLPAALAA.......NQVERCLVVPHSNGDQAALVGVER 153
NTDB id 1387 A4U84 RS06900 WP 020457569.1 FDLPIAIGILAASGQIDSDKLKRIELLGELSLTGHLRGVHGAIPAVLAA.......SKAKREIIVPQQNANEVSLVSNTQ 153
NTDB id 1349 HI 1117 AAC22771.1 FDLPIAIGILAASDQLDASHLKQFEFVAELALTGQLRGVHGVIPAILAA.......QKSKRELIIAKQNANEASLVSDQN 153
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NTDB id 1323 RA0C RS07335 WP 004916218.1 VYGVENIKEVIDFFNENCPLEPTKVNTREEFHKRVNLFPFDFSEVKGQETAKRAMEVAAAGGHNIILIGPPGSGKTMLAK 232
NTDB id 1170522 ACMFWW RS01290 WP 413212951.1 VFGAADLPSLCAHLAGAADARLSPVDTPTL.PDTPCRAVPDMADVIGQRGARRALEVAAAGGHHMLMIGPPGAGKSMLAA 239
NTDB id 1271 LPP RS03220 WP 011213198.1 VFTANNLREVCDYLCQGTSLQSLPPKPDL....LLNNYELDWSDIKGQQHAKNAMVIAACGGHSILLSGAPGSGKTMMAK 229
NTDB id 1248 GCO85 RS03150 WP 011213198.1 VFTANNLREVCDYLCQGTSLQSLPPKPDL....LLNNYELDWSDIKGQQHAKNAMVIAACGGHSILLSGAPGSGKTMMAK 229
NTDB id 1397 DSB67 RS15690 WP 005535577.1 HKSAQSLLEVCAELCGQHQLNLYQTPKKK....ELKAHGRDLQDIIGQQQGKRALEIAAAGNHNLLFLGPPGTGKTMLAS 229
NTDB id 1153 A1552VC RS00115 WP 000521788.1 HKSAQSLLEVCADLCGQQTLSLFQSSPSV....QQVSQTRDLQDIIGQQQGKRALEIAAAGNHNLLFLGPPGTGKTMLAS 229
NTDB id 1387 A4U84 RS06900 WP 020457569.1 TYCASTLLQVVNFLNNRDQLPIAQQLSQNIAEN.RPLVSRDLTDIIGQQHAKRALIIAASGQHNLLFLGPPGTGKTMLAS 232
NTDB id 1349 HI 1117 AAC22771.1 TYFAQTLLDVVQFLNGQEKLPLATEIVKESAVNFSGKNTLDLTDIIGQQHAKRALTIAAAGQHNLLFLGPPGTGKTMLAS 233
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NTDB id 1323 RA0C RS07335 WP 004916218.1 RIPSILPPLTLKEALETTKIHSVAGKMGAETSLMTIRPFRSPHHTISDVALVGGGSYPQPGEISLAHNGVLFLDEMPEFK 312
NTDB id 1170522 ACMFWW RS01290 WP 413212951.1 RLPGLLPPMTDEEALSSAALMSSSMVG.FSPQQWRQRPFRAPHHSSSAAALVGGRNPPQPGEITLAHLGVLFLDELPEFD 318
NTDB id 1271 LPP RS03220 WP 011213198.1 RFSTLLPELSETQALECAAINSIRGKL.PDFREWRLPPFRAPHHTASPVALVGGGNPPKPGEISLAHHGVLFLDELPEFN 308
NTDB id 1248 GCO85 RS03150 WP 011213198.1 RFSTLLPELSETQALECAAINSIRGKL.PDFREWRLPPFRAPHHTASPVALVGGGNPPKPGEISLAHHGVLFLDELPEFN 308
NTDB id 1397 DSB67 RS15690 WP 005535577.1 RLCDLLPEMSDEEAMETASVASLTQSE.INEHNWKTRPFRAPHHSSSMAALVGGGSVPRPGEISLAHNGLLFLDEMPEFD 308
NTDB id 1153 A1552VC RS00115 WP 000521788.1 RLCDLLPEMSDEEAMETASIASLTQQE.INQHNWKLRPFRAPHHSSSMAALVGGGTIPRPGEISLAHNGLLFLDEMPEFE 308
NTDB id 1387 A4U84 RS06900 WP 020457569.1 RLADLLPEMEDDEAIETASVTSLVQNE.LNFQNWKKRPFRSPHHSASMVALVGGGSIPKPGEISLAHNGVLFLDELPEFE 311
NTDB id 1349 HI 1117 AAC22771.1 RLTGLLPEMTDLEAIETASVTSLVQNE.LNFHNWKQRPFRAPHHSASMPALVGGGTIPKPGEISLATNGVLFLDELPEFE 312
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NTDB id 1323 RA0C RS07335 WP 004916218.1 RTVLEVMRQPLEDREVTISRAKFTVNYPASFMLVASMNPSPSGFFPDDPNNT.SSSFEMQRYLNKLSGPLLDRIDIHIEV 391
NTDB id 1170522 ACMFWW RS01290 WP 413212951.1 RHVLETLREPLEAGRITISRAALQADFPAACQLVAAMNPCPCGWRGDPGGRCRCTPDGAARYMRKLSGPLLDRIDIQIEI 398
NTDB id 1271 LPP RS03220 WP 011213198.1 RQVLETLREPLESGHICISRAAAQIEFPAKFQLIAAMNPCPCGQWGNSQANCMCTPDRISRYLAKLSAPLLDRIDMQVTI 388
NTDB id 1248 GCO85 RS03150 WP 011213198.1 RQVLETLREPLESGHICISRAAAQIEFPAKFQLIAAMNPCPCGQWGNSQANCMCTPDRISRYLAKLSAPLLDRIDMQVTI 388
NTDB id 1397 DSB67 RS15690 WP 005535577.1 RKVLDSLREPLESGEIIISRAQGKTRFPARFQIVGALNPSPTGYYEGNQAR..TNPQAILRYLGRLSGPLLDRFDMSLEI 386
NTDB id 1153 A1552VC RS00115 WP 000521788.1 RKVLDSLREPLESGEIVISRAQGKTRFPARFQLVGALNPSPTGYYEGSQAR..ANPQSILRYLSRLSGPLLDRFDMSIEI 386
NTDB id 1387 A4U84 RS06900 WP 020457569.1 RKVLDALRQPLESGEIIISRANAKVQFPACFQLIAAMNPSPTGHYQGTHNR..TSPQQLMRYLNRLSGPFLDRFDLSIEV 389
NTDB id 1349 HI 1117 AAC22771.1 RKVLDALRQPLESGEIIISRANAKIQFPARFQLVAAMNPSPTGHYTGTHNR..TSPQQIMRYLNRLSGPFLDRFDLSIEV 390
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LS IVARGA
NTDB id 1323 RA0C RS07335 WP 004916218.1 QKVEFDQLSD..KRKGESSEIIRQRVLKAREIQQERYQDLAISYNAQMGPKEIEHFCELDEVSLLLIKNAMEKLNLSARA 469
NTDB id 1170522 ACMFWW RS01290 WP 413212951.1 PALSAAELAGRAAAPGEPSGAIAVRVRAARERQLARQG....KTNRELAGREVDEVCETDADGEALLREAGERFGWSARA 474
NTDB id 1271 LPP RS03220 WP 011213198.1 HALSQEELIKPNTHLEKQSLAIREKVTKMHEIQMARQD....SLNANLNSKTCEMVCELGSEEQLFLREVMSKLKLSARG 464
NTDB id 1248 GCO85 RS03150 WP 011213198.1 HALSQEELIKPNTHLEKQSLAIREKVTKMHEIQMARQD....SLNANLNSKTCEMVCELGSEEQLFLREVMSKLKLSARG 464
NTDB id 1397 DSB67 RS15690 WP 005535577.1 PALPKGTLSEG.GDRGEPTAIVKERVNQARDCMLARSG....KVNALLGSREIEAFCPLQKSDAEFLENALHRLGLSIRA 461
NTDB id 1153 A1552VC RS00115 WP 000521788.1 PALPKGTLANG.GDRGESTAAVRQRVWVARERMLARSG....KVNALLQSREIEQYCPLLKADAEFLESALHRLGLSIRA 461
NTDB id 1387 A4U84 RS06900 WP 020457569.1 PLLPQGALQNNTDQRGETTEQARKRVLEARHLQFNRRG....KINAQLTTKEIEQDCKLTDRDALFLENALTKLGLSVRA 465
NTDB id 1349 HI 1117 AAC22771.1 PLLPQGSLQNT.GDRGETSAQVREKVLKVREIQMERAG....KINAYLNSKEIERDCKLNDKDAFFLEKALNKLGLSVRA 465
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NTDB id 1323 RA0C RS07335 WP 004916218.1 YDRILKVSRTIADLERETNIQSHHIAEAIQYRSLDRDFWKV..... 510
NTDB id 1170522 ACMFWW RS01290 WP 413212951.1 YYRVLKVARTIGDLAGANRLTAAHVAEAIQYRRTALSV........ 512
NTDB id 1271 LPP RS03220 WP 011213198.1 YHRLLKVSRTIADMNSSKKVLLNHLQQALSYKQNLHLPK....... 503
NTDB id 1248 GCO85 RS03150 WP 011213198.1 YHRLLKVSRTIADMNSSKKVLLNHLQQALSYKQNLHLPK....... 503
NTDB id 1397 DSB67 RS15690 WP 005535577.1 YHRIIKVARTIADLEGSPQIERTHLAEALGYRAMDRLLKQLTAQAV 507
NTDB id 1153 A1552VC RS00115 WP 000521788.1 YHRIIKVARTIADLQGEAQIARPHLAEALGYRAMDRLLKQLSAQNV 507
NTDB id 1387 A4U84 RS06900 WP 020457569.1 YHRILKVSRTIADLAGEAQIQQPHLAEALGYRAMDRLLQRLQGES. 510
NTDB id 1349 HI 1117 AAC22771.1 YHRILKVSRTIADLQGEQQIFQPHLAEALGYRAMVRLLQKLSNM.. 509
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