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NTDB id 1323 RA0C RS07335 WP 004916218.1 .MLVKVYGSAIHGVSAQTITIEVNVDQGV.GYHLVGLPDNAIKESSHRISAALKNVGYKLPG.KKITINMAPADLRKEGS 77
NTDB id 1130377 L1Z78 RS01465 WP 234639813.1 MGLALVQSRALLGLAAPRVTVEVHLANGLPSFTLVGLADVEVKEARERVRSALLNSGLEFPSNKRIIVNLAPADLPKDSG 80
NTDB id 1271 LPP RS03220 WP 011213198.1 MSLAFTKTRSTIGIVAQPVSVEVHLSNGLPSFTMVGLAETAVKESKDRVRSAIINSQFEFPC.RKITVNLGPANLPKTGS 79
NTDB id 1248 GCO85 RS03150 WP 011213198.1 MSLAFTKTRSTIGIVAQPVSVEVHLSNGLPSFTMVGLAETAVKESKDRVRSAIINSQFEFPC.RKITVNLGPANLPKTGS 79
NTDB id 1397 DSB67 RS15690 WP 005535577.1 MGLAIIHSRASVGVQAPSVSVEVHISNGMPGFTLVGLPETTVKESKDRVRSAIVNSNFQFPA.KRITVNLAPADLPKEGG 79
NTDB id 1153 A1552VC RS00115 WP 000521788.1 MGLAIIHSRASIGVQAPPVTVEVHISNGMPGFTLVGLPETTVKESRDRVRSAIINSRFEFPA.KRITVNLAPADLPKEGG 79
NTDB id 1387 A4U84 RS06900 WP 020457569.1 MSLAIIYSRASIGVEAPLVTIEVHISGGSPGLTLVGLPEKSVKEAQDRVRSALMNANFDYPA.RRITINLAPADLPKEGG 79
NTDB id 1349 HI 1117 AAC22771.1 MSLAIVYSRASMGVQAPLVTIEVHLSNGKPGFTLVGLPEKTVKEAQDRVRSALMNAQFKYPA.KRITVNLAPADLPKEGG 79
consensus * !*** *****!* !* ***!!****!******!!!** *!!***!***!**!*****!* **!**!**!!*!*!***

logo

A
G
R
Y
FDLSP IA I

LG I LAASDEGQLI IAPDGRSTALNPQSDTAEHNKI
LAEKQSNRFIHYLE I

L
F
A
L
M
V
I
A
GELSALDTSGAHQGE I

L
Q
R
T
P
G
I
V
R
H
S
K
A
G
A
I
V
I
L
A
P
I
T
A
I
V
A
I
L
R
A
L
A
Q
R
S
N
H
E
R
QE
Q
K
A
G
K
S
V
D
E
F
G
Q
K
N

A
K
Q
R
G
C
E
H
I
LVI LIVAPPQHKNGSAQSNTGAQRADNQEVAASFILTVNPSGKNSVDHALTEQENRKQHTVKFYFGCSTVA

NTDB id 1323 RA0C RS07335 WP 004916218.1 AYDLSIALGILAASGQIIAPEIERYLIMGELSLDGGLQPIKGVLPIAIRARE.EGFKGIILPKQNTREAAIVNDLEVYGV 156
NTDB id 1130377 L1Z78 RS01465 WP 234639813.1 RFDLPIALGILAASGQIDGQALERYEFAGELSLSGALRPVRGALATALALHRQQDGACLVLPPGSAQEAAFVPSAQVFCA 160
NTDB id 1271 LPP RS03220 WP 011213198.1 GFDLPIALGILAASEQIPLTNLANHEFIGELALSGELRGVSAIIPAVLAAH..KDNQHLIIANANAAEASLTGHQKVFTA 157
NTDB id 1248 GCO85 RS03150 WP 011213198.1 GFDLPIALGILAASEQIPLTNLANHEFIGELALSGELRGVSAIIPAVLAAH..KDNQHLIIANANAAEASLTGHQKVFTA 157
NTDB id 1397 DSB67 RS15690 WP 005535577.1 RFDLPIALGILAASEQIATDKLKNYEFVGELALSGGLRTVKGVLPAALAAN..KKQRHLVVPHANGDQAALVGKEQHKSA 157
NTDB id 1153 A1552VC RS00115 WP 000521788.1 RFDLPIALGILAASDQIARNKLESYEFIGELALSGEIRGVKGVLPAALAAN..QVERCLVVPHSNGDQAALVGVERHKSA 157
NTDB id 1387 A4U84 RS06900 WP 020457569.1 RFDLPIAIGILAASGQIDSDKLKRIELLGELSLTGHLRGVHGAIPAVLAAS..KAKREIIVPQQNANEVSLVSNTQTYCA 157
NTDB id 1349 HI 1117 AAC22771.1 RFDLPIAIGILAASDQLDASHLKQFEFVAELALTGQLRGVHGVIPAILAAQ..KSKRELIIAKQNANEASLVSDQNTYFA 157
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NTDB id 1323 RA0C RS07335 WP 004916218.1 ENIKEVIDFFNENCPLEPTKVNTRE................................EFHKRVNLFPFDFSEVKGQETAK 204
NTDB id 1130377 L1Z78 RS01465 WP 234639813.1 HHLLDVVRRFIARAAHAPEPAAESENAAGQGTGEEPADEAAAGPPRPCTGPGWHAVQPQPATAVRSGLDLAEVRGQAQAR 240
NTDB id 1271 LPP RS03220 WP 011213198.1 NNLREVCDYLCQGTSLQSLPPKPDL....................................LLNNYELDWSDIKGQQHAK 201
NTDB id 1248 GCO85 RS03150 WP 011213198.1 NNLREVCDYLCQGTSLQSLPPKPDL....................................LLNNYELDWSDIKGQQHAK 201
NTDB id 1397 DSB67 RS15690 WP 005535577.1 QSLLEVCAELCGQHQLNLYQTPKKK....................................ELKAHGRDLQDIIGQQQGK 201
NTDB id 1153 A1552VC RS00115 WP 000521788.1 QSLLEVCADLCGQQTLSLFQSSPSV....................................QQVSQTRDLQDIIGQQQGK 201
NTDB id 1387 A4U84 RS06900 WP 020457569.1 STLLQVVNFLNNRDQLPIAQQLSQN................................IAEN.RPLVSRDLTDIIGQQHAK 204
NTDB id 1349 HI 1117 AAC22771.1 QTLLDVVQFLNGQEKLPLATEIVKE................................SAVNFSGKNTLDLTDIIGQQHAK 205
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NTDB id 1323 RA0C RS07335 WP 004916218.1 RAMEVAAAGGHNIILIGPPGSGKTMLAKRIPSILPPLTLKEALETTKIHSVAGKMGAETSLMTIRPFRSPHHTISDVALV 284
NTDB id 1130377 L1Z78 RS01465 WP 234639813.1 RALEIAAAGGHGLLLVGPPGSGKSMLAQRFADLLPPMSDDEALEAAAIASLAGRF.TP.ERWRQRPTASPHHTASAVALV 318
NTDB id 1271 LPP RS03220 WP 011213198.1 NAMVIAACGGHSILLSGAPGSGKTMMAKRFSTLLPELSETQALECAAINSIRGKLPDF.REWRLPPFRAPHHTASPVALV 280
NTDB id 1248 GCO85 RS03150 WP 011213198.1 NAMVIAACGGHSILLSGAPGSGKTMMAKRFSTLLPELSETQALECAAINSIRGKLPDF.REWRLPPFRAPHHTASPVALV 280
NTDB id 1397 DSB67 RS15690 WP 005535577.1 RALEIAAAGNHNLLFLGPPGTGKTMLASRLCDLLPEMSDEEAMETASVASLTQSEINE.HNWKTRPFRAPHHSSSMAALV 280
NTDB id 1153 A1552VC RS00115 WP 000521788.1 RALEIAAAGNHNLLFLGPPGTGKTMLASRLCDLLPEMSDEEAMETASIASLTQQEINQ.HNWKLRPFRAPHHSSSMAALV 280
NTDB id 1387 A4U84 RS06900 WP 020457569.1 RALIIAASGQHNLLFLGPPGTGKTMLASRLADLLPEMEDDEAIETASVTSLVQNELNF.QNWKKRPFRSPHHSASMVALV 283
NTDB id 1349 HI 1117 AAC22771.1 RALTIAAAGQHNLLFLGPPGTGKTMLASRLTGLLPEMTDLEAIETASVTSLVQNELNF.HNWKQRPFRAPHHSASMPALV 284
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NTDB id 1323 RA0C RS07335 WP 004916218.1 GGGSYPQPGEISLAHNGVLFLDEMPEFKRTVLEVMRQPLEDREVTISRAKFTVNYPASFMLVASMNPSPSGFFPDDPNNT 364
NTDB id 1130377 L1Z78 RS01465 WP 234639813.1 GGGSPPRPGEISQSHHGVLFLDEFPEFARSALEALREPLETGQITIARAAQRCEFPARFQLVAAMNPCPCGHWGSTVQRC 398
NTDB id 1271 LPP RS03220 WP 011213198.1 GGGNPPKPGEISLAHHGVLFLDELPEFNRQVLETLREPLESGHICISRAAAQIEFPAKFQLIAAMNPCPCGQWGNSQANC 360
NTDB id 1248 GCO85 RS03150 WP 011213198.1 GGGNPPKPGEISLAHHGVLFLDELPEFNRQVLETLREPLESGHICISRAAAQIEFPAKFQLIAAMNPCPCGQWGNSQANC 360
NTDB id 1397 DSB67 RS15690 WP 005535577.1 GGGSVPRPGEISLAHNGLLFLDEMPEFDRKVLDSLREPLESGEIIISRAQGKTRFPARFQIVGALNPSPTGYYEGNQAR. 359
NTDB id 1153 A1552VC RS00115 WP 000521788.1 GGGTIPRPGEISLAHNGLLFLDEMPEFERKVLDSLREPLESGEIVISRAQGKTRFPARFQLVGALNPSPTGYYEGSQAR. 359
NTDB id 1387 A4U84 RS06900 WP 020457569.1 GGGSIPKPGEISLAHNGVLFLDELPEFERKVLDALRQPLESGEIIISRANAKVQFPACFQLIAAMNPSPTGHYQGTHNR. 362
NTDB id 1349 HI 1117 AAC22771.1 GGGTIPKPGEISLATNGVLFLDELPEFERKVLDALRQPLESGEIIISRANAKIQFPARFQLVAAMNPSPTGHYTGTHNR. 363
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NTDB id 1323 RA0C RS07335 WP 004916218.1 .SSSFEMQRYLNKLSGPLLDRIDIHIEVQKVEFDQLSDK..RKGESSEIIRQRVLKAREIQQERYQDLAISYNAQMGPKE 441
NTDB id 1130377 L1Z78 RS01465 WP 234639813.1 RCTPDKVARYQARISGPLLDRIDLHVEVGALPPQELLAA..RSGESSETVRERVVQARALAVQRQG....GANHQLQGQA 472
NTDB id 1271 LPP RS03220 WP 011213198.1 MCTPDRISRYLAKLSAPLLDRIDMQVTIHALSQEELIKPNTHLEKQSLAIREKVTKMHEIQMARQD....SLNANLNSKT 436
NTDB id 1248 GCO85 RS03150 WP 011213198.1 MCTPDRISRYLAKLSAPLLDRIDMQVTIHALSQEELIKPNTHLEKQSLAIREKVTKMHEIQMARQD....SLNANLNSKT 436
NTDB id 1397 DSB67 RS15690 WP 005535577.1 .TNPQAILRYLGRLSGPLLDRFDMSLEIPALPKGTLSEG.GDRGEPTAIVKERVNQARDCMLARSG....KVNALLGSRE 433
NTDB id 1153 A1552VC RS00115 WP 000521788.1 .ANPQSILRYLSRLSGPLLDRFDMSIEIPALPKGTLANG.GDRGESTAAVRQRVWVARERMLARSG....KVNALLQSRE 433
NTDB id 1387 A4U84 RS06900 WP 020457569.1 .TSPQQLMRYLNRLSGPFLDRFDLSIEVPLLPQGALQNNTDQRGETTEQARKRVLEARHLQFNRRG....KINAQLTTKE 437
NTDB id 1349 HI 1117 AAC22771.1 .TSPQQIMRYLNRLSGPFLDRFDLSIEVPLLPQGSLQNT.GDRGETSAQVREKVLKVREIQMERAG....KINAYLNSKE 437
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NTDB id 1323 RA0C RS07335 WP 004916218.1 IEHFCELDEVSLLLIKNAMEKLNLSARAYDRILKVSRTIADLERETNIQSHHIAEAIQYRSLDRDFWKV..... 510
NTDB id 1130377 L1Z78 RS01465 WP 234639813.1 LDEHLGLSPEALAFAHKAAARLGWSARSTHRALKVARTIADLAGSEAIEVGHVAEAMQYRRVLRSPS....... 539
NTDB id 1271 LPP RS03220 WP 011213198.1 CEMVCELGSEEQLFLREVMSKLKLSARGYHRLLKVSRTIADMNSSKKVLLNHLQQALSYKQNLHLPK....... 503
NTDB id 1248 GCO85 RS03150 WP 011213198.1 CEMVCELGSEEQLFLREVMSKLKLSARGYHRLLKVSRTIADMNSSKKVLLNHLQQALSYKQNLHLPK....... 503
NTDB id 1397 DSB67 RS15690 WP 005535577.1 IEAFCPLQKSDAEFLENALHRLGLSIRAYHRIIKVARTIADLEGSPQIERTHLAEALGYRAMDRLLKQLTAQAV 507
NTDB id 1153 A1552VC RS00115 WP 000521788.1 IEQYCPLLKADAEFLESALHRLGLSIRAYHRIIKVARTIADLQGEAQIARPHLAEALGYRAMDRLLKQLSAQNV 507
NTDB id 1387 A4U84 RS06900 WP 020457569.1 IEQDCKLTDRDALFLENALTKLGLSVRAYHRILKVSRTIADLAGEAQIQQPHLAEALGYRAMDRLLQRLQGES. 510
NTDB id 1349 HI 1117 AAC22771.1 IERDCKLNDKDAFFLEKALNKLGLSVRAYHRILKVSRTIADLQGEQQIFQPHLAEALGYRAMVRLLQKLSNM.. 509
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