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NTDB id 1323 RA0C RS07335 WP 004916218.1 .MLVKVYGSAIHGVSAQTITIEVNVDQGV.GYHLVGLPDNAIKESSHRISAALKNVGYKLPGKKITINMAPADLRKEGSA 78
NTDB id 973622 WN982 RS18545 WP 341313361.1 MSLAVVRSRAPASGRAPEVTVEVHLANGLPSFSIVGLPDLEVRESRERVRAALQNCGFDFPVRRITVNLAPADLPKESGR 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.....................EEGFKGIIL 137
NTDB id 973622 WN982 RS18545 WP 341313361.1 FDLPIALGILAASGQIPAESLLHREFAGELSLTGALRPMRGAFAMACGTARSGASNGASITAGEQSAAGTPARHAAQLYL 160
NTDB id 1271 LPP RS03220 WP 011213198.1 FDLPIALGILAASEQIPLTNLANHEFIGELALSGELRGVSAIIPAVLAA......................HKDNQHLII 138
NTDB id 1248 GCO85 RS03150 WP 011213198.1 FDLPIALGILAASEQIPLTNLANHEFIGELALSGELRGVSAIIPAVLAA......................HKDNQHLII 138
NTDB id 1397 DSB67 RS15690 WP 005535577.1 FDLPIALGILAASEQIATDKLKNYEFVGELALSGGLRTVKGVLPAALAA......................NKKQRHLVV 138
NTDB id 1153 A1552VC RS00115 WP 000521788.1 FDLPIALGILAASDQIARNKLESYEFIGELALSGEIRGVKGVLPAALAA......................NQVERCLVV 138
NTDB id 1387 A4U84 RS06900 WP 020457569.1 FDLPIAIGILAASGQIDSDKLKRIELLGELSLTGHLRGVHGAIPAVLAA......................SKAKREIIV 138
NTDB id 1349 HI 1117 AAC22771.1 FDLPIAIGILAASDQLDASHLKQFEFVAELALTGQLRGVHGVIPAILAA......................QKSKRELII 138
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NTDB id 1323 RA0C RS07335 WP 004916218.1 PKQNTREAAIVNDLEVYGVENIKEVIDFFNENCPLEPTKVNTREEFHKRVNLFPFDFSEVKGQETAKRAMEVAAAGGHNI 217
NTDB id 973622 WN982 RS18545 WP 341313361.1 PAASAAEAALVPGVDVYGAADLPSLCAHLAEAPDARLYPVTAPDLTE.SAPVVVPDMADVIGQRGARRALEVAAAGGHHV 239
NTDB id 1271 LPP RS03220 WP 011213198.1 ANANAAEASLTGHQKVFTANNLREVCDYLCQGTSLQSLPPKPDL....LLNNYELDWSDIKGQQHAKNAMVIAACGGHSI 214
NTDB id 1248 GCO85 RS03150 WP 011213198.1 ANANAAEASLTGHQKVFTANNLREVCDYLCQGTSLQSLPPKPDL....LLNNYELDWSDIKGQQHAKNAMVIAACGGHSI 214
NTDB id 1397 DSB67 RS15690 WP 005535577.1 PHANGDQAALVGKEQHKSAQSLLEVCAELCGQHQLNLYQTPKKK....ELKAHGRDLQDIIGQQQGKRALEIAAAGNHNL 214
NTDB id 1153 A1552VC RS00115 WP 000521788.1 PHSNGDQAALVGVERHKSAQSLLEVCADLCGQQTLSLFQSSPSV....QQVSQTRDLQDIIGQQQGKRALEIAAAGNHNL 214
NTDB id 1387 A4U84 RS06900 WP 020457569.1 PQQNANEVSLVSNTQTYCASTLLQVVNFLNNRDQLPIAQQLSQNIAEN.RPLVSRDLTDIIGQQHAKRALIIAASGQHNL 217
NTDB id 1349 HI 1117 AAC22771.1 AKQNANEASLVSDQNTYFAQTLLDVVQFLNGQEKLPLATEIVKESAVNFSGKNTLDLTDIIGQQHAKRALTIAAAGQHNL 218
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NTDB id 1323 RA0C RS07335 WP 004916218.1 ILIGPPGSGKTMLAKRIPSILPPLTLKEALETTKIHSVAGKMGAETSLMTIRPFRSPHHTISDVALVGGGSYPQPGEISL 297
NTDB id 973622 WN982 RS18545 WP 341313361.1 LMVGPPGAGKSMLAARLPSLLPPMTDDEALSSAALLSASRSG.FTPSQWRQRPFRAPHHSSSAAALVGGRNPPQPGEITL 318
NTDB id 1271 LPP RS03220 WP 011213198.1 LLSGAPGSGKTMMAKRFSTLLPELSETQALECAAINSIRGKL.PDFREWRLPPFRAPHHTASPVALVGGGNPPKPGEISL 293
NTDB id 1248 GCO85 RS03150 WP 011213198.1 LLSGAPGSGKTMMAKRFSTLLPELSETQALECAAINSIRGKL.PDFREWRLPPFRAPHHTASPVALVGGGNPPKPGEISL 293
NTDB id 1397 DSB67 RS15690 WP 005535577.1 LFLGPPGTGKTMLASRLCDLLPEMSDEEAMETASVASLTQSE.INEHNWKTRPFRAPHHSSSMAALVGGGSVPRPGEISL 293
NTDB id 1153 A1552VC RS00115 WP 000521788.1 LFLGPPGTGKTMLASRLCDLLPEMSDEEAMETASIASLTQQE.INQHNWKLRPFRAPHHSSSMAALVGGGTIPRPGEISL 293
NTDB id 1387 A4U84 RS06900 WP 020457569.1 LFLGPPGTGKTMLASRLADLLPEMEDDEAIETASVTSLVQNE.LNFQNWKKRPFRSPHHSASMVALVGGGSIPKPGEISL 296
NTDB id 1349 HI 1117 AAC22771.1 LFLGPPGTGKTMLASRLTGLLPEMTDLEAIETASVTSLVQNE.LNFHNWKQRPFRAPHHSASMPALVGGGTIPKPGEISL 297
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NTDB id 1323 RA0C RS07335 WP 004916218.1 AHNGVLFLDEMPEFKRTVLEVMRQPLEDREVTISRAKFTVNYPASFMLVASMNPSPSGFFPDDPNNT.SSSFEMQRYLNK 376
NTDB id 973622 WN982 RS18545 WP 341313361.1 AHLGVLFLDELPEFDRHVLETLREPLEAGRITISRAALQADFPAACQLIAAMNPCPCGWRGDPNGRCRCTPEIAARYLRK 398
NTDB id 1271 LPP RS03220 WP 011213198.1 AHHGVLFLDELPEFNRQVLETLREPLESGHICISRAAAQIEFPAKFQLIAAMNPCPCGQWGNSQANCMCTPDRISRYLAK 373
NTDB id 1248 GCO85 RS03150 WP 011213198.1 AHHGVLFLDELPEFNRQVLETLREPLESGHICISRAAAQIEFPAKFQLIAAMNPCPCGQWGNSQANCMCTPDRISRYLAK 373
NTDB id 1397 DSB67 RS15690 WP 005535577.1 AHNGLLFLDEMPEFDRKVLDSLREPLESGEIIISRAQGKTRFPARFQIVGALNPSPTGYYEGNQAR..TNPQAILRYLGR 371
NTDB id 1153 A1552VC RS00115 WP 000521788.1 AHNGLLFLDEMPEFERKVLDSLREPLESGEIVISRAQGKTRFPARFQLVGALNPSPTGYYEGSQAR..ANPQSILRYLSR 371
NTDB id 1387 A4U84 RS06900 WP 020457569.1 AHNGVLFLDELPEFERKVLDALRQPLESGEIIISRANAKVQFPACFQLIAAMNPSPTGHYQGTHNR..TSPQQLMRYLNR 374
NTDB id 1349 HI 1117 AAC22771.1 ATNGVLFLDELPEFERKVLDALRQPLESGEIIISRANAKIQFPARFQLVAAMNPSPTGHYTGTHNR..TSPQQIMRYLNR 375
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NTDB id 1323 RA0C RS07335 WP 004916218.1 LSGPLLDRIDIHIEVQKVEFDQLSDK..RKGESSEIIRQRVLKAREIQQERYQDLAISYNAQMGPKEIEHFCELDEVSLL 454
NTDB id 973622 WN982 RS18545 WP 341313361.1 LSGPLVDRIDIQIEIPALGAAELSARKTVSAEASAAIAERVGAARARQLARQG....KTNRELGGREVDDVCRPDTAGEA 474
NTDB id 1271 LPP RS03220 WP 011213198.1 LSAPLLDRIDMQVTIHALSQEELIKPNTHLEKQSLAIREKVTKMHEIQMARQD....SLNANLNSKTCEMVCELGSEEQL 449
NTDB id 1248 GCO85 RS03150 WP 011213198.1 LSAPLLDRIDMQVTIHALSQEELIKPNTHLEKQSLAIREKVTKMHEIQMARQD....SLNANLNSKTCEMVCELGSEEQL 449
NTDB id 1397 DSB67 RS15690 WP 005535577.1 LSGPLLDRFDMSLEIPALPKGTLSEG.GDRGEPTAIVKERVNQARDCMLARSG....KVNALLGSREIEAFCPLQKSDAE 446
NTDB id 1153 A1552VC RS00115 WP 000521788.1 LSGPLLDRFDMSIEIPALPKGTLANG.GDRGESTAAVRQRVWVARERMLARSG....KVNALLQSREIEQYCPLLKADAE 446
NTDB id 1387 A4U84 RS06900 WP 020457569.1 LSGPFLDRFDLSIEVPLLPQGALQNNTDQRGETTEQARKRVLEARHLQFNRRG....KINAQLTTKEIEQDCKLTDRDAL 450
NTDB id 1349 HI 1117 AAC22771.1 LSGPFLDRFDLSIEVPLLPQGSLQNT.GDRGETSAQVREKVLKVREIQMERAG....KINAYLNSKEIERDCKLNDKDAF 450
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NTDB id 1323 RA0C RS07335 WP 004916218.1 LIKNAMEKLNLSARAYDRILKVSRTIADLERETNIQSHHIAEAIQYRSLDRDFWKV..... 510
NTDB id 973622 WN982 RS18545 WP 341313361.1 LLREAGERFRWSARAYYRVLKVARTIADLAGEATPSAAQIGEAIQYRRAFGSV........ 527
NTDB id 1271 LPP RS03220 WP 011213198.1 FLREVMSKLKLSARGYHRLLKVSRTIADMNSSKKVLLNHLQQALSYKQNLHLPK....... 503
NTDB id 1248 GCO85 RS03150 WP 011213198.1 FLREVMSKLKLSARGYHRLLKVSRTIADMNSSKKVLLNHLQQALSYKQNLHLPK....... 503
NTDB id 1397 DSB67 RS15690 WP 005535577.1 FLENALHRLGLSIRAYHRIIKVARTIADLEGSPQIERTHLAEALGYRAMDRLLKQLTAQAV 507
NTDB id 1153 A1552VC RS00115 WP 000521788.1 FLESALHRLGLSIRAYHRIIKVARTIADLQGEAQIARPHLAEALGYRAMDRLLKQLSAQNV 507
NTDB id 1387 A4U84 RS06900 WP 020457569.1 FLENALTKLGLSVRAYHRILKVSRTIADLAGEAQIQQPHLAEALGYRAMDRLLQRLQGES. 510
NTDB id 1349 HI 1117 AAC22771.1 FLEKALNKLGLSVRAYHRILKVSRTIADLQGEQQIFQPHLAEALGYRAMVRLLQKLSNM.. 509
consensus ** ** ** *! !*!*!**!!*!!!!!* ** ** ****!* !* * *** *

X non conserved

X similar

X ≥ 50% conserved


