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NTDB id 1323 RA0C RS07335 WP 004916218.1 ...MLVKVYGSAIHGVSAQTITIEVNVDQGV.GYHLVGLPDNAIKESSHRISAALKNVGYKLPGKKITINMAPADLRKEG 76
NTDB id 1153 A1552VC RS00115 WP 000521788.1 ..MGLAIIHSRASIGVQAPPVTVEVHISNGMPGFTLVGLPETTVKESRDRVRSAIINSRFEFPAKRITVNLAPADLPKEG 78
NTDB id 1397 DSB67 RS15690 WP 005535577.1 ..MGLAIIHSRASVGVQAPSVSVEVHISNGMPGFTLVGLPETTVKESKDRVRSAIVNSNFQFPAKRITVNLAPADLPKEG 78
NTDB id 1349 HI 1117 AAC22771.1 ..MSLAIVYSRASMGVQAPLVTIEVHLSNGKPGFTLVGLPEKTVKEAQDRVRSALMNAQFKYPAKRITVNLAPADLPKEG 78
NTDB id 1387 A4U84 RS06900 WP 020457569.1 ..MSLAIIYSRASIGVEAPLVTIEVHISGGSPGLTLVGLPEKSVKEAQDRVRSALMNANFDYPARRITINLAPADLPKEG 78
NTDB id 373350 E3226 RS04285 WP 135842385.1 MTSHLAFSFTRSIIGMQAKTVSVEVHISPGLPAFTIVGLPETAVRESRDRVRSAIQNSQFEFPWRHITVNLAPADLPKTG 80
NTDB id 1271 LPP RS03220 WP 011213198.1 ..MSLAFTKTRSTIGIVAQPVSVEVHLSNGLPSFTMVGLAETAVKESKDRVRSAIINSQFEFPCRKITVNLGPANLPKTG 78
NTDB id 1248 GCO85 RS03150 WP 011213198.1 ..MSLAFTKTRSTIGIVAQPVSVEVHLSNGLPSFTMVGLAETAVKESKDRVRSAIINSQFEFPCRKITVNLGPANLPKTG 78
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NTDB id 1323 RA0C RS07335 WP 004916218.1 SAYDLSIALGILAASGQIIAPEIERYLIMGELSLDGGLQPIKGVLPIAIRAREEGFKGIILPKQNTREAAIVNDLEVYGV 156
NTDB id 1153 A1552VC RS00115 WP 000521788.1 GRFDLPIALGILAASDQIARNKLESYEFIGELALSGEIRGVKGVLPAALAANQVE.RCLVVPHSNGDQAALVGVERHKSA 157
NTDB id 1397 DSB67 RS15690 WP 005535577.1 GRFDLPIALGILAASEQIATDKLKNYEFVGELALSGGLRTVKGVLPAALAANKKQ.RHLVVPHANGDQAALVGKEQHKSA 157
NTDB id 1349 HI 1117 AAC22771.1 GRFDLPIAIGILAASDQLDASHLKQFEFVAELALTGQLRGVHGVIPAILAAQKSK.RELIIAKQNANEASLVSDQNTYFA 157
NTDB id 1387 A4U84 RS06900 WP 020457569.1 GRFDLPIAIGILAASGQIDSDKLKRIELLGELSLTGHLRGVHGAIPAVLAASKAK.REIIVPQQNANEVSLVSNTQTYCA 157
NTDB id 373350 E3226 RS04285 WP 135842385.1 SGFDLPIAIGILAASGQIPPGCLGDYEFIGELALSGNLRGVPGILPAVIAAKQDG.RHLIIAHENGAEAGLAATGGVSAA 159
NTDB id 1271 LPP RS03220 WP 011213198.1 SGFDLPIALGILAASEQIPLTNLANHEFIGELALSGELRGVSAIIPAVLAAHKDN.QHLIIANANAAEASLTGHQKVFTA 157
NTDB id 1248 GCO85 RS03150 WP 011213198.1 SGFDLPIALGILAASEQIPLTNLANHEFIGELALSGELRGVSAIIPAVLAAHKDN.QHLIIANANAAEASLTGHQKVFTA 157
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NTDB id 1323 RA0C RS07335 WP 004916218.1 ENIKEVIDFFNENCPLEPTKVNTREEFHKRVNLFPFDFSEVKGQETAKRAMEVAAAGGHNIILIGPPGSGKTMLAKRIPS 236
NTDB id 1153 A1552VC RS00115 WP 000521788.1 QSLLEVCADLCGQQTLSLFQSSPSV....QQVSQTRDLQDIIGQQQGKRALEIAAAGNHNLLFLGPPGTGKTMLASRLCD 233
NTDB id 1397 DSB67 RS15690 WP 005535577.1 QSLLEVCAELCGQHQLNLYQTPKKK....ELKAHGRDLQDIIGQQQGKRALEIAAAGNHNLLFLGPPGTGKTMLASRLCD 233
NTDB id 1349 HI 1117 AAC22771.1 QTLLDVVQFLNGQEKLPLATEIVKESAVNFSGKNTLDLTDIIGQQHAKRALTIAAAGQHNLLFLGPPGTGKTMLASRLTG 237
NTDB id 1387 A4U84 RS06900 WP 020457569.1 STLLQVVNFLNNRDQLPIAQQLSQNIAEN.RPLVSRDLTDIIGQQHAKRALIIAASGQHNLLFLGPPGTGKTMLASRLAD 236
NTDB id 373350 E3226 RS04285 WP 135842385.1 GSLREVCAFLCGDAEPAPLPRQAAP....AIDEGAPDWSDVKGQQHAKYALEIAAAGGHSVLMSGTPGSGKTMLARRFST 235
NTDB id 1271 LPP RS03220 WP 011213198.1 NNLREVCDYLCQGTSLQSLPPKPDL....LLNNYELDWSDIKGQQHAKNAMVIAACGGHSILLSGAPGSGKTMMAKRFST 233
NTDB id 1248 GCO85 RS03150 WP 011213198.1 NNLREVCDYLCQGTSLQSLPPKPDL....LLNNYELDWSDIKGQQHAKNAMVIAACGGHSILLSGAPGSGKTMMAKRFST 233
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NTDB id 1323 RA0C RS07335 WP 004916218.1 ILPPLTLKEALETTKIHSVAGKMGAETSLMTIRPFRSPHHTISDVALVGGGSYPQPGEISLAHNGVLFLDEMPEFKRTVL 316
NTDB id 1153 A1552VC RS00115 WP 000521788.1 LLPEMSDEEAMETASIASLTQQEIN.QHNWKLRPFRAPHHSSSMAALVGGGTIPRPGEISLAHNGLLFLDEMPEFERKVL 312
NTDB id 1397 DSB67 RS15690 WP 005535577.1 LLPEMSDEEAMETASVASLTQSEIN.EHNWKTRPFRAPHHSSSMAALVGGGSVPRPGEISLAHNGLLFLDEMPEFDRKVL 312
NTDB id 1349 HI 1117 AAC22771.1 LLPEMTDLEAIETASVTSLVQNELN.FHNWKQRPFRAPHHSASMPALVGGGTIPKPGEISLATNGVLFLDELPEFERKVL 316
NTDB id 1387 A4U84 RS06900 WP 020457569.1 LLPEMEDDEAIETASVTSLVQNELN.FQNWKKRPFRSPHHSASMVALVGGGSIPKPGEISLAHNGVLFLDELPEFERKVL 315
NTDB id 373350 E3226 RS04285 WP 135842385.1 LLPWLDETRALECAAIRSVHGRPLD.YSRWREPPFRAPHHTASAVAMVGGGNPPKPGEISLAHHGVLFLDELPEFHKQVL 314
NTDB id 1271 LPP RS03220 WP 011213198.1 LLPELSETQALECAAINSIRGKLPD.FREWRLPPFRAPHHTASPVALVGGGNPPKPGEISLAHHGVLFLDELPEFNRQVL 312
NTDB id 1248 GCO85 RS03150 WP 011213198.1 LLPELSETQALECAAINSIRGKLPD.FREWRLPPFRAPHHTASPVALVGGGNPPKPGEISLAHHGVLFLDELPEFNRQVL 312
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NTDB id 1323 RA0C RS07335 WP 004916218.1 EVMRQPLEDREVTISRAKFTVNYPASFMLVASMNPSPSGFFPDDPNNT.SSSFEMQRYLNKLSGPLLDRIDIHIEVQKVE 395
NTDB id 1153 A1552VC RS00115 WP 000521788.1 DSLREPLESGEIVISRAQGKTRFPARFQLVGALNPSPTGYYEGSQAR..ANPQSILRYLSRLSGPLLDRFDMSIEIPALP 390
NTDB id 1397 DSB67 RS15690 WP 005535577.1 DSLREPLESGEIIISRAQGKTRFPARFQIVGALNPSPTGYYEGNQAR..TNPQAILRYLGRLSGPLLDRFDMSLEIPALP 390
NTDB id 1349 HI 1117 AAC22771.1 DALRQPLESGEIIISRANAKIQFPARFQLVAAMNPSPTGHYTGTHNR..TSPQQIMRYLNRLSGPFLDRFDLSIEVPLLP 394
NTDB id 1387 A4U84 RS06900 WP 020457569.1 DALRQPLESGEIIISRANAKVQFPACFQLIAAMNPSPTGHYQGTHNR..TSPQQLMRYLNRLSGPFLDRFDLSIEVPLLP 393
NTDB id 373350 E3226 RS04285 WP 135842385.1 ETLREPLESGTVHISRAAATAEFPARFQLVAAMNPCPCGQWGNPNATCVCPPDKITRYFSRLSAPLMDRIDMHLAIQPVK 394
NTDB id 1271 LPP RS03220 WP 011213198.1 ETLREPLESGHICISRAAAQIEFPAKFQLIAAMNPCPCGQWGNSQANCMCTPDRISRYLAKLSAPLLDRIDMQVTIHALS 392
NTDB id 1248 GCO85 RS03150 WP 011213198.1 ETLREPLESGHICISRAAAQIEFPAKFQLIAAMNPCPCGQWGNSQANCMCTPDRISRYLAKLSAPLLDRIDMQVTIHALS 392
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NTDB id 1323 RA0C RS07335 WP 004916218.1 FDQLSD..KRKGESSEIIRQRVLKAREIQQERYQDLAISYNAQMGPKEIEHFCELDEVSLLLIKNAMEKLNLSARAYDRI 473
NTDB id 1153 A1552VC RS00115 WP 000521788.1 KGTLANG.GDRGESTAAVRQRVWVARERMLARSG....KVNALLQSREIEQYCPLLKADAEFLESALHRLGLSIRAYHRI 465
NTDB id 1397 DSB67 RS15690 WP 005535577.1 KGTLSEG.GDRGEPTAIVKERVNQARDCMLARSG....KVNALLGSREIEAFCPLQKSDAEFLENALHRLGLSIRAYHRI 465
NTDB id 1349 HI 1117 AAC22771.1 QGSLQNT.GDRGETSAQVREKVLKVREIQMERAG....KINAYLNSKEIERDCKLNDKDAFFLEKALNKLGLSVRAYHRI 469
NTDB id 1387 A4U84 RS06900 WP 020457569.1 QGALQNNTDQRGETTEQARKRVLEARHLQFNRRG....KINAQLTTKEIEQDCKLTDRDALFLENALTKLGLSVRAYHRI 469
NTDB id 373350 E3226 RS04285 WP 135842385.1 LELLTASRPESVRESPRIREQVEALQRVQFARQG....CLNAALGPAECESVCALDEAGRTFVAQAMERLKLSARSFHRL 470
NTDB id 1271 LPP RS03220 WP 011213198.1 QEELIKPNTHLEKQSLAIREKVTKMHEIQMARQD....SLNANLNSKTCEMVCELGSEEQLFLREVMSKLKLSARGYHRL 468
NTDB id 1248 GCO85 RS03150 WP 011213198.1 QEELIKPNTHLEKQSLAIREKVTKMHEIQMARQD....SLNANLNSKTCEMVCELGSEEQLFLREVMSKLKLSARGYHRL 468
consensus ! *** * ****! ******! * *!! * ****! ! ! * ** ** *! !! !***!*

logo

I
LKVASRTIADKMLAKENQERSGSEPQTKAANKQVIAEFSLQSVLQRHSTNPAHI

LQAQEAI
L
Q
T
S
G
F
YKRDSQALNMVLDHRDPLFSPLVWQKKQRQVLQTSGNAEMQANSV

NTDB id 1323 RA0C RS07335 WP 004916218.1 LKVSRTIADLERETNIQSHHIAEAIQYRSLDRDFWKV..... 510
NTDB id 1153 A1552VC RS00115 WP 000521788.1 IKVARTIADLQGEAQIARPHLAEALGYRAMDRLLKQLSAQNV 507
NTDB id 1397 DSB67 RS15690 WP 005535577.1 IKVARTIADLEGSPQIERTHLAEALGYRAMDRLLKQLTAQAV 507
NTDB id 1349 HI 1117 AAC22771.1 LKVSRTIADLQGEQQIFQPHLAEALGYRAMVRLLQKLSNM.. 509
NTDB id 1387 A4U84 RS06900 WP 020457569.1 LKVSRTIADLAGEAQIQQPHLAEALGYRAMDRLLQRLQGES. 510
NTDB id 373350 E3226 RS04285 WP 135842385.1 LKVARTIADKKEEAAVSVSALQQALTFRDNLRPSVRQ..... 507
NTDB id 1271 LPP RS03220 WP 011213198.1 LKVSRTIADMNSSKKVLLNHLQQALSYKQNLHLPK....... 503
NTDB id 1248 GCO85 RS03150 WP 011213198.1 LKVSRTIADMNSSKKVLLNHLQQALSYKQNLHLPK....... 503
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