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NTDB id 1323 RA0C RS07335 WP 004916218.1 .MLVKVYGSAIHGVSAQTITIEVNVDQGV.GYHLVGLPDNAIKESSHRISAALKNVGYKLPGKKITINMAPADLRKEGSA 78
NTDB id 291795 DIR46 RS10185 WP 109345141.1 MSLAVLRSRALAGMEAPAVNVEVHLANGLPGIAIVGLPDTEVREAKDRVRAALQNSGFDLPARRITINLAPADLPKESGR 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 YDLSIALGILAASGQIIAPEIERYLIMGELSLDGGLQPIKGVLPIAIRAREE...GFKGIILPKQNTREAAIVNDLEVYG 155
NTDB id 291795 DIR46 RS10185 WP 109345141.1 FDLPIALGILAASRQIRHDALHRYEFAGELSLSGELRPVRGALAMAFAMARDGDDDMRAFILPLANADEAALVEAAAILP 160
NTDB id 1271 LPP RS03220 WP 011213198.1 FDLPIALGILAASEQIPLTNLANHEFIGELALSGELRGVSAIIPAVLAAH....KDNQHLIIANANAAEASLTGHQKVFT 156
NTDB id 1248 GCO85 RS03150 WP 011213198.1 FDLPIALGILAASEQIPLTNLANHEFIGELALSGELRGVSAIIPAVLAAH....KDNQHLIIANANAAEASLTGHQKVFT 156
NTDB id 1397 DSB67 RS15690 WP 005535577.1 FDLPIALGILAASEQIATDKLKNYEFVGELALSGGLRTVKGVLPAALAAN....KKQRHLVVPHANGDQAALVGKEQHKS 156
NTDB id 1153 A1552VC RS00115 WP 000521788.1 FDLPIALGILAASDQIARNKLESYEFIGELALSGEIRGVKGVLPAALAAN....QVERCLVVPHSNGDQAALVGVERHKS 156
NTDB id 1387 A4U84 RS06900 WP 020457569.1 FDLPIAIGILAASGQIDSDKLKRIELLGELSLTGHLRGVHGAIPAVLAAS....KAKREIIVPQQNANEVSLVSNTQTYC 156
NTDB id 1349 HI 1117 AAC22771.1 FDLPIAIGILAASDQLDASHLKQFEFVAELALTGQLRGVHGVIPAILAAQ....KSKRELIIAKQNANEASLVSDQNTYF 156
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NTDB id 1323 RA0C RS07335 WP 004916218.1 VENIKEVIDFFNENCPLEPTKVNTREEFHKRVNLFPFDFSEVKGQETAKRAMEVAAAGGHNIILIGPPGSGKTMLAKRIP 235
NTDB id 291795 DIR46 RS10185 WP 109345141.1 ARTLLEVCAHFANAPDAPKLARHHGPG..MARLPSYPDFAEVKGQQHAKRALEVAAAGAHSVLLVGPPGAGKSMLAARLP 238
NTDB id 1271 LPP RS03220 WP 011213198.1 ANNLREVCDYLCQGTSLQSLPPKPDL....LLNNYELDWSDIKGQQHAKNAMVIAACGGHSILLSGAPGSGKTMMAKRFS 232
NTDB id 1248 GCO85 RS03150 WP 011213198.1 ANNLREVCDYLCQGTSLQSLPPKPDL....LLNNYELDWSDIKGQQHAKNAMVIAACGGHSILLSGAPGSGKTMMAKRFS 232
NTDB id 1397 DSB67 RS15690 WP 005535577.1 AQSLLEVCAELCGQHQLNLYQTPKKK....ELKAHGRDLQDIIGQQQGKRALEIAAAGNHNLLFLGPPGTGKTMLASRLC 232
NTDB id 1153 A1552VC RS00115 WP 000521788.1 AQSLLEVCADLCGQQTLSLFQSSPSV....QQVSQTRDLQDIIGQQQGKRALEIAAAGNHNLLFLGPPGTGKTMLASRLC 232
NTDB id 1387 A4U84 RS06900 WP 020457569.1 ASTLLQVVNFLNNRDQLPIAQQLSQNIAEN.RPLVSRDLTDIIGQQHAKRALIIAASGQHNLLFLGPPGTGKTMLASRLA 235
NTDB id 1349 HI 1117 AAC22771.1 AQTLLDVVQFLNGQEKLPLATEIVKESAVNFSGKNTLDLTDIIGQQHAKRALTIAAAGQHNLLFLGPPGTGKTMLASRLT 236
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NTDB id 1323 RA0C RS07335 WP 004916218.1 SILPPLTLKEALETTKIHSVAGKMGAETSLMTIRPFRSPHHTISDVALVGGGSYPQPGEISLAHNGVLFLDEMPEFKRTV 315
NTDB id 291795 DIR46 RS10185 WP 109345141.1 GLLPPMSEAEALESAAVQSLAGGF.AP.ERWRQRPFRSPHHTTSGVALVGGGNLPRPGEVSLAHHGVLFLDELPEFERRV 316
NTDB id 1271 LPP RS03220 WP 011213198.1 TLLPELSETQALECAAINSIRGKLPDF.REWRLPPFRAPHHTASPVALVGGGNPPKPGEISLAHHGVLFLDELPEFNRQV 311
NTDB id 1248 GCO85 RS03150 WP 011213198.1 TLLPELSETQALECAAINSIRGKLPDF.REWRLPPFRAPHHTASPVALVGGGNPPKPGEISLAHHGVLFLDELPEFNRQV 311
NTDB id 1397 DSB67 RS15690 WP 005535577.1 DLLPEMSDEEAMETASVASLTQSEINE.HNWKTRPFRAPHHSSSMAALVGGGSVPRPGEISLAHNGLLFLDEMPEFDRKV 311
NTDB id 1153 A1552VC RS00115 WP 000521788.1 DLLPEMSDEEAMETASIASLTQQEINQ.HNWKLRPFRAPHHSSSMAALVGGGTIPRPGEISLAHNGLLFLDEMPEFERKV 311
NTDB id 1387 A4U84 RS06900 WP 020457569.1 DLLPEMEDDEAIETASVTSLVQNELNF.QNWKKRPFRSPHHSASMVALVGGGSIPKPGEISLAHNGVLFLDELPEFERKV 314
NTDB id 1349 HI 1117 AAC22771.1 GLLPEMTDLEAIETASVTSLVQNELNF.HNWKQRPFRAPHHSASMPALVGGGTIPKPGEISLATNGVLFLDELPEFERKV 315
consensus *!!**** *!*!** * !* ** *!!!*!!!* ! *!!!!!!**!*!!!*!!!**!*!!!!!*!!!*!*!



logo LDEASTVMLRQEPLEDSRGSHEVIVCTI I SRAKNQAFHGATQKATVIDNEQRYFPACSKRFMQI
L IVGASALMNPCSPSCTGFWHQYFLWYPQTEGDHNGADNTSPSHQGNAKNRTCRMASCTNSTSPFDQESAQRLMVIQMSLRYQLSAGNKR I

LSAGPFLLDRFIDI
L
M
H
Q
S
L
V
I
P
T
E I
V
M
Q
H
P
K
L
A
M
V
L

NTDB id 1323 RA0C RS07335 WP 004916218.1 LEVMRQPLEDREVTISRAKFTVNYPASFMLVASMNPSPSGFFPDDPNNT.SSSFEMQRYLNKLSGPLLDRIDIHIEVQKV 394
NTDB id 291795 DIR46 RS10185 WP 109345141.1 LEVLREPLESGSITISRAAHQADFPARFQLIAAMNPCPCGWLGHASGKCRCTPDAVLRYQGRISGPLLDRIDIQLPVMAM 396
NTDB id 1271 LPP RS03220 WP 011213198.1 LETLREPLESGHICISRAAAQIEFPAKFQLIAAMNPCPCGQWGNSQANCMCTPDRISRYLAKLSAPLLDRIDMQVTIHAL 391
NTDB id 1248 GCO85 RS03150 WP 011213198.1 LETLREPLESGHICISRAAAQIEFPAKFQLIAAMNPCPCGQWGNSQANCMCTPDRISRYLAKLSAPLLDRIDMQVTIHAL 391
NTDB id 1397 DSB67 RS15690 WP 005535577.1 LDSLREPLESGEIIISRAQGKTRFPARFQIVGALNPSPTGYYEGNQAR..TNPQAILRYLGRLSGPLLDRFDMSLEIPAL 389
NTDB id 1153 A1552VC RS00115 WP 000521788.1 LDSLREPLESGEIVISRAQGKTRFPARFQLVGALNPSPTGYYEGSQAR..ANPQSILRYLSRLSGPLLDRFDMSIEIPAL 389
NTDB id 1387 A4U84 RS06900 WP 020457569.1 LDALRQPLESGEIIISRANAKVQFPACFQLIAAMNPSPTGHYQGTHNR..TSPQQLMRYLNRLSGPFLDRFDLSIEVPLL 392
NTDB id 1349 HI 1117 AAC22771.1 LDALRQPLESGEIIISRANAKIQFPARFQLVAAMNPSPTGHYTGTHNR..TSPQQIMRYLNRLSGPFLDRFDLSIEVPLL 393
consensus !* *!*!!!**** !!!! * * *!!*!******!!*!*! * * ** ** **!!* **!*!*!!! !* *** **

logo

A
E
S
P
F
L
K
Q
D
E
G
A
G
Q
S
E
T

M
L
A
I
Q
S

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

S
K
T
Y
I
L
VNSAGYLNQMLQTGNTPSGRKTECIDEAHMQRHYDFVCAKPEPLLNQTDGDEKSKRSVAEGSEDLRQAFRELLF ILHKREDKSENVAAMLENRTHSHRKLHNKGW

LS IVARGAYDHR
NTDB id 1323 RA0C RS07335 WP 004916218.1 EFDQLS..DKRKGESSEIIRQRVLKAREIQQERYQDLAISYNAQMGPKEIEHFCELDEVSLLLIKNAMEKLNLSARAYDR 472
NTDB id 291795 DIR46 RS10185 WP 109345141.1 ALEGM..GAQADGESSASIAQRVAQAHARQLARQG....RTNSGLGPGEIDRHCAPDEAGRRLLHDAARHLHWSARAYHR 470
NTDB id 1271 LPP RS03220 WP 011213198.1 SQEELIKPNTHLEKQSLAIREKVTKMHEIQMARQD....SLNANLNSKTCEMVCELGSEEQLFLREVMSKLKLSARGYHR 467
NTDB id 1248 GCO85 RS03150 WP 011213198.1 SQEELIKPNTHLEKQSLAIREKVTKMHEIQMARQD....SLNANLNSKTCEMVCELGSEEQLFLREVMSKLKLSARGYHR 467
NTDB id 1397 DSB67 RS15690 WP 005535577.1 PKGTLSEG.GDRGEPTAIVKERVNQARDCMLARSG....KVNALLGSREIEAFCPLQKSDAEFLENALHRLGLSIRAYHR 464
NTDB id 1153 A1552VC RS00115 WP 000521788.1 PKGTLANG.GDRGESTAAVRQRVWVARERMLARSG....KVNALLQSREIEQYCPLLKADAEFLESALHRLGLSIRAYHR 464
NTDB id 1387 A4U84 RS06900 WP 020457569.1 PQGALQNNTDQRGETTEQARKRVLEARHLQFNRRG....KINAQLTTKEIEQDCKLTDRDALFLENALTKLGLSVRAYHR 468
NTDB id 1349 HI 1117 AAC22771.1 PQGSLQNT.GDRGETSAQVREKVLKVREIQMERAG....KINAYLNSKEIERDCKLNDKDAFFLEKALNKLGLSVRAYHR 468
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NTDB id 1323 RA0C RS07335 WP 004916218.1 ILKVSRTIADLERETNIQSHHIAEAIQYRSLDRDFWKV..... 510
NTDB id 291795 DIR46 RS10185 WP 109345141.1 VLKVARTIADLADVDEVRSKHVAEAIGYRRALRDD........ 505
NTDB id 1271 LPP RS03220 WP 011213198.1 LLKVSRTIADMNSSKKVLLNHLQQALSYKQNLHLPK....... 503
NTDB id 1248 GCO85 RS03150 WP 011213198.1 LLKVSRTIADMNSSKKVLLNHLQQALSYKQNLHLPK....... 503
NTDB id 1397 DSB67 RS15690 WP 005535577.1 IIKVARTIADLEGSPQIERTHLAEALGYRAMDRLLKQLTAQAV 507
NTDB id 1153 A1552VC RS00115 WP 000521788.1 IIKVARTIADLQGEAQIARPHLAEALGYRAMDRLLKQLSAQNV 507
NTDB id 1387 A4U84 RS06900 WP 020457569.1 ILKVSRTIADLAGEAQIQQPHLAEALGYRAMDRLLQRLQGES. 510
NTDB id 1349 HI 1117 AAC22771.1 ILKVSRTIADLQGEQQIFQPHLAEALGYRAMVRLLQKLSNM.. 509
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