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NTDB id 1323 RA0C RS07335 WP 004916218.1 ...MLVKVYGSAIHGVSAQTITIEVNVDQGV.GYHLVGLPDNAIKESSHRISAALKNVGYKLPGKKITINMAPADLRKEG 76
NTDB id 1271 LPP RS03220 WP 011213198.1 ..MSLAFTKTRSTIGIVAQPVSVEVHLSNGLPSFTMVGLAETAVKESKDRVRSAIINSQFEFPCRKITVNLGPANLPKTG 78
NTDB id 1248 GCO85 RS03150 WP 011213198.1 ..MSLAFTKTRSTIGIVAQPVSVEVHLSNGLPSFTMVGLAETAVKESKDRVRSAIINSQFEFPCRKITVNLGPANLPKTG 78
NTDB id 1170749 ACOCLE RS24290 WP 419534600.1 MPSTLAQVYTRANQGIRAPAVSVEVHLSQGLPALHIVGLPEAAVRESKDRVRSALINSGYDFPDGRITVNLAPADLPKEG 80
NTDB id 1397 DSB67 RS15690 WP 005535577.1 ..MGLAIIHSRASVGVQAPSVSVEVHISNGMPGFTLVGLPETTVKESKDRVRSAIVNSNFQFPAKRITVNLAPADLPKEG 78
NTDB id 1153 A1552VC RS00115 WP 000521788.1 ..MGLAIIHSRASIGVQAPPVTVEVHISNGMPGFTLVGLPETTVKESRDRVRSAIINSRFEFPAKRITVNLAPADLPKEG 78
NTDB id 1387 A4U84 RS06900 WP 020457569.1 ..MSLAIIYSRASIGVEAPLVTIEVHISGGSPGLTLVGLPEKSVKEAQDRVRSALMNANFDYPARRITINLAPADLPKEG 78
NTDB id 1349 HI 1117 AAC22771.1 ..MSLAIVYSRASMGVQAPLVTIEVHLSNGKPGFTLVGLPEKTVKEAQDRVRSALMNAQFKYPAKRITVNLAPADLPKEG 78
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NTDB id 1323 RA0C RS07335 WP 004916218.1 SAYDLSIALGILAASGQIIAPEIERYLIMGELSLDGGLQPIKGVLPIAIRAREEGFKGIILPKQNTREAAIVNDLEVYGV 156
NTDB id 1271 LPP RS03220 WP 011213198.1 SGFDLPIALGILAASEQIPLTNLANHEFIGELALSGELRGVSAIIPAVLAAHK.DNQHLIIANANAAEASLTGHQKVFTA 157
NTDB id 1248 GCO85 RS03150 WP 011213198.1 SGFDLPIALGILAASEQIPLTNLANHEFIGELALSGELRGVSAIIPAVLAAHK.DNQHLIIANANAAEASLTGHQKVFTA 157
NTDB id 1170749 ACOCLE RS24290 WP 419534600.1 GRFDLPIALGILVASGQLPGEVLENKEFLGELALSGHLRPVRAVLPASLACKE.TNRALVLPEQNASVAAMVSSVTIIGT 159
NTDB id 1397 DSB67 RS15690 WP 005535577.1 GRFDLPIALGILAASEQIATDKLKNYEFVGELALSGGLRTVKGVLPAALAANK.KQRHLVVPHANGDQAALVGKEQHKSA 157
NTDB id 1153 A1552VC RS00115 WP 000521788.1 GRFDLPIALGILAASDQIARNKLESYEFIGELALSGEIRGVKGVLPAALAANQ.VERCLVVPHSNGDQAALVGVERHKSA 157
NTDB id 1387 A4U84 RS06900 WP 020457569.1 GRFDLPIAIGILAASGQIDSDKLKRIELLGELSLTGHLRGVHGAIPAVLAASK.AKREIIVPQQNANEVSLVSNTQTYCA 157
NTDB id 1349 HI 1117 AAC22771.1 GRFDLPIAIGILAASDQLDASHLKQFEFVAELALTGQLRGVHGVIPAILAAQK.SKRELIIAKQNANEASLVSDQNTYFA 157
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NTDB id 1323 RA0C RS07335 WP 004916218.1 ENIKEVIDFFNENCPLEPTKVNTREEFHKRVNLFPFDFSEVKGQETAKRAMEVAAAGGHNIILIGPPGSGKTMLAKRIPS 236
NTDB id 1271 LPP RS03220 WP 011213198.1 NNLREVCDYLCQGTSLQSLPPKPDL....LLNNYELDWSDIKGQQHAKNAMVIAACGGHSILLSGAPGSGKTMMAKRFST 233
NTDB id 1248 GCO85 RS03150 WP 011213198.1 NNLREVCDYLCQGTSLQSLPPKPDL....LLNNYELDWSDIKGQQHAKNAMVIAACGGHSILLSGAPGSGKTMMAKRFST 233
NTDB id 1170749 ACOCLE RS24290 WP 419534600.1 RSLTEVCAYLREKIHIEPAK.....PDQNGCKTHYPDLSEVRGQEQAKRALLIAASGSHHLLLFGPPGTGKTMLASRLPG 234
NTDB id 1397 DSB67 RS15690 WP 005535577.1 QSLLEVCAELCGQHQLNLYQTPKKK....ELKAHGRDLQDIIGQQQGKRALEIAAAGNHNLLFLGPPGTGKTMLASRLCD 233
NTDB id 1153 A1552VC RS00115 WP 000521788.1 QSLLEVCADLCGQQTLSLFQSSPSV....QQVSQTRDLQDIIGQQQGKRALEIAAAGNHNLLFLGPPGTGKTMLASRLCD 233
NTDB id 1387 A4U84 RS06900 WP 020457569.1 STLLQVVNFLNNRDQLPIAQQLSQNIAEN.RPLVSRDLTDIIGQQHAKRALIIAASGQHNLLFLGPPGTGKTMLASRLAD 236
NTDB id 1349 HI 1117 AAC22771.1 QTLLDVVQFLNGQEKLPLATEIVKESAVNFSGKNTLDLTDIIGQQHAKRALTIAAAGQHNLLFLGPPGTGKTMLASRLTG 237
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NTDB id 1323 RA0C RS07335 WP 004916218.1 ILPPLTLKEALETTKIHSVAGKMGAETSLMTIRPFRSPHHTISDVALVGGGSYPQPGEISLAHNGVLFLDEMPEFKRTVL 316
NTDB id 1271 LPP RS03220 WP 011213198.1 LLPELSETQALECAAINSIRGKLPDF.REWRLPPFRAPHHTASPVALVGGGNPPKPGEISLAHHGVLFLDELPEFNRQVL 312
NTDB id 1248 GCO85 RS03150 WP 011213198.1 LLPELSETQALECAAINSIRGKLPDF.REWRLPPFRAPHHTASPVALVGGGNPPKPGEISLAHHGVLFLDELPEFNRQVL 312
NTDB id 1170749 ACOCLE RS24290 WP 419534600.1 LLPPLTESEALDIAAIHSLTSSAMD...TVWQRPFRTPHHSSSSVSLVGGGSIPQPGEISFAHHGVLFLDEMPEFARTAL 311
NTDB id 1397 DSB67 RS15690 WP 005535577.1 LLPEMSDEEAMETASVASLTQSEINE.HNWKTRPFRAPHHSSSMAALVGGGSVPRPGEISLAHNGLLFLDEMPEFDRKVL 312
NTDB id 1153 A1552VC RS00115 WP 000521788.1 LLPEMSDEEAMETASIASLTQQEINQ.HNWKLRPFRAPHHSSSMAALVGGGTIPRPGEISLAHNGLLFLDEMPEFERKVL 312
NTDB id 1387 A4U84 RS06900 WP 020457569.1 LLPEMEDDEAIETASVTSLVQNELNF.QNWKKRPFRSPHHSASMVALVGGGSIPKPGEISLAHNGVLFLDELPEFERKVL 315
NTDB id 1349 HI 1117 AAC22771.1 LLPEMTDLEAIETASVTSLVQNELNF.HNWKQRPFRAPHHSASMPALVGGGTIPKPGEISLATNGVLFLDELPEFERKVL 316
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NTDB id 1323 RA0C RS07335 WP 004916218.1 EVMRQPLEDREVTISRAKFTVNYPASFMLVASMNPSPSGFFPDDPN.NTSSSFEMQRYLNKLSGPLLDRIDIHIEVQKVE 395
NTDB id 1271 LPP RS03220 WP 011213198.1 ETLREPLESGHICISRAAAQIEFPAKFQLIAAMNPCPCGQWGNSQANCMCTPDRISRYLAKLSAPLLDRIDMQVTIHALS 392
NTDB id 1248 GCO85 RS03150 WP 011213198.1 ETLREPLESGHICISRAAAQIEFPAKFQLIAAMNPCPCGQWGNSQANCMCTPDRISRYLAKLSAPLLDRIDMQVTIHALS 392
NTDB id 1170749 ACOCLE RS24290 WP 419534600.1 EMLREPLENGEVVITRAKGQECFPARFQLVGAMNPCPCGYLGDSQRTCRCTPDQVRRYRNKLSGPLLDRIDLQIEVPSQT 391
NTDB id 1397 DSB67 RS15690 WP 005535577.1 DSLREPLESGEIIISRAQGKTRFPARFQIVGALNPSPTGYYEGNQ..ARTNPQAILRYLGRLSGPLLDRFDMSLEIPALP 390
NTDB id 1153 A1552VC RS00115 WP 000521788.1 DSLREPLESGEIVISRAQGKTRFPARFQLVGALNPSPTGYYEGSQ..ARANPQSILRYLSRLSGPLLDRFDMSIEIPALP 390
NTDB id 1387 A4U84 RS06900 WP 020457569.1 DALRQPLESGEIIISRANAKVQFPACFQLIAAMNPSPTGHYQGTH..NRTSPQQLMRYLNRLSGPFLDRFDLSIEVPLLP 393
NTDB id 1349 HI 1117 AAC22771.1 DALRQPLESGEIIISRANAKIQFPARFQLVAAMNPSPTGHYTGTH..NRTSPQQIMRYLNRLSGPFLDRFDLSIEVPLLP 394
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NTDB id 1323 RA0C RS07335 WP 004916218.1 FDQLSD......KRKGESSEIIRQRVLKAREIQQERYQDLAISYNAQMGPKEIEHFCELDEVSLLLIKNAMEKLNLSARA 469
NTDB id 1271 LPP RS03220 WP 011213198.1 QEELIKPN....THLEKQSLAIREKVTKMHEIQMARQD....SLNANLNSKTCEMVCELGSEEQLFLREVMSKLKLSARG 464
NTDB id 1248 GCO85 RS03150 WP 011213198.1 QEELIKPN....THLEKQSLAIREKVTKMHEIQMARQD....SLNANLNSKTCEMVCELGSEEQLFLREVMSKLKLSARG 464
NTDB id 1170749 ACOCLE RS24290 WP 419534600.1 IQTIMEPAIQNNDSPETDSAKLRDLVIKARKRQLARQG....KINCQLSSRELFEVCALGEKEKGLIARASEHLQVSTRG 467
NTDB id 1397 DSB67 RS15690 WP 005535577.1 KGTLSEG.....GDRGEPTAIVKERVNQARDCMLARSG....KVNALLGSREIEAFCPLQKSDAEFLENALHRLGLSIRA 461
NTDB id 1153 A1552VC RS00115 WP 000521788.1 KGTLANG.....GDRGESTAAVRQRVWVARERMLARSG....KVNALLQSREIEQYCPLLKADAEFLESALHRLGLSIRA 461
NTDB id 1387 A4U84 RS06900 WP 020457569.1 QGALQNNT....DQRGETTEQARKRVLEARHLQFNRRG....KINAQLTTKEIEQDCKLTDRDALFLENALTKLGLSVRA 465
NTDB id 1349 HI 1117 AAC22771.1 QGSLQNT.....GDRGETSAQVREKVLKVREIQMERAG....KINAYLNSKEIERDCKLNDKDAFFLEKALNKLGLSVRA 465
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NTDB id 1323 RA0C RS07335 WP 004916218.1 YDRILKVSRTIADLERETNIQSHHIAEAIQYRSLDRDFWKV..... 510
NTDB id 1271 LPP RS03220 WP 011213198.1 YHRLLKVSRTIADMNSSKKVLLNHLQQALSYKQNLHLPK....... 503
NTDB id 1248 GCO85 RS03150 WP 011213198.1 YHRLLKVSRTIADMNSSKKVLLNHLQQALSYKQNLHLPK....... 503
NTDB id 1170749 ACOCLE RS24290 WP 419534600.1 LHRILRVARTIADLAGSPEVLSPHLGEAMQYRQLDRQSVQ...... 507
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
consensus **!***!*!!!!!* * ** !***!* !* **** *

X non conserved

X similar

X ≥ 50% conserved


