
logo MNQIPKPAKDS ITWTDDQWNSAIVSSTGQRDI LVAAAAGSGKTAVLVERMIRKITAEEDNP I
VDVDRLLVVTFTNASAAEMKHRIAEA

NTDB id 979659 AADZ70 RS01030 WP 342008035.1 MQIPKPKDSIWTDDQWSAIVSSGRDILVAAAAGSGKTAVLVERMIRKITAEEDPVDVDRLLVVTFTNASAAEMKHRIAEA 80
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEA 80
consensus !*!!!! !! !!!!!! !!!!*! !!!!!!!!!!!!!!!!!!!!!!!!!!!! !*!!!!!!!!!!!!!!!!!!!!!!!!!

logo LEKELAVKQNRPGSLHIRRQLSLLNRAS I STLHSFCLQVLKKYYYLMIDLDPGFR I
MADQTEGEL ILGDEVLDELFEDEYAKGENKQA

NTDB id 979659 AADZ70 RS01030 WP 342008035.1 LEKELAKNPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYMIDLDPGFRMADQTEGELLGDEVLDELFEDEYAKGNQA 160
NTDB id 119 BSU 10630 NP 388944.2 LEKELVQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKA 160
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!*!!!!!!!!*!!!!!!!!!!!!!!!! !

logo FFELVDRYTTDRHDLDLQDFLVKQRVYDEYSRSHPDNPEAWLEKSFVHRLYDVSTEEKSAKI
MEELPFYEQYVKREDAIAEMAVLFNGAKEQKLELKRA

NTDB id 979659 AADZ70 RS01030 WP 342008035.1 FFELVDRYTTDRHDLDLQDLVKRVYDYSRSHPDPEAWLKSFVRLYDVTEESKMEELPFYEYVREDAEMALFGAKQKLEKA 240
NTDB id 119 BSU 10630 NP 388944.2 FFELVDRYTTDRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRA 240
consensus !!!!!!!!!!!!!!!!!! !!! !!*!!!!!! !!!!! !!!*!!!!*! ! *!!!!!! !!*!! ! ! !!! !! *!

logo LELTKAPGGPAPRADNFLDDLAQQIDEEL IQSCHQRDHDFESAELYEKRVPAVSTFKRAKAVKGDEFDKPALLDEATDLRNGAKKL ILEKLK
NTDB id 979659 AADZ70 RS01030 WP 342008035.1 LELTKAPGGPAPRADNFLDDLQQIEELISCRHDFEALYERVPAVTFKRAKAVKGDEFDKALLDEATDLRNGAKKLIEKLK 320
NTDB id 119 BSU 10630 NP 388944.2 LELTKAPGGPAPRADNFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLK 320
consensus !!!!!!!!!!!!!!!!!!!!! !!*!!! *!! !! !!!!!*!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!*!!!!

logo TDYFTRSPEQDQHLKSLATDEMKNPVI ETLVQLVI SYGKRFEAAKQEKS I IDFSDLEHYCLAI LTAAEDNDEDKGERREVPSEAARVFYYQEQ
NTDB id 979659 AADZ70 RS01030 WP 342008035.1 TDYFTRSPQDHLKSLTDMNPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAADEDGRRVPSEAAVYYQEQ 400
NTDB id 119 BSU 10630 NP 388944.2 TDYFTRSPEQHLKSLAEMKPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQ 400
consensus !!!!!!!! !!!!! *! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! * ! ! !!!!! *!!!!

logo FHREVLVDEYQDTNLVQES I LQLVKTSGNPEEATGNLFMVGDVKQS IYRFRLAEPLLFLGSKYKRFTESGEGATGQRKIDLNKRNFRS
NTDB id 979659 AADZ70 RS01030 WP 342008035.1 FREVLVDEYQDTNLVQESILQLVKSGNEEAGNLFMVGDVKQSIYRFRLAEPLLFLGKYKRFTESGEGAGQKIDLNRNFRS 480
NTDB id 119 BSU 10630 NP 388944.2 FHEVLVDEYQDTNLVQESILQLVTSGPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRS 480
consensus !*!!!!!!!!!!!!!!!!!!!!! !!*!! !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!! ! !!!!!*!!!!

logo RASDI LDSTNFLFKQLMGGKIGEVDYDEQAAELKLGAASYPDPNDAEATDETELLL IDNSADEDATDASSEDEAEDEFLETVHQFWEAKAIAGKE IR
NTDB id 979659 AADZ70 RS01030 WP 342008035.1 RSDILDSTNFLFKQLMGGKIGEVDYDEQAALKLGASYPPNDAADTELLLIDSADDADSSEDAEDFETVHWEAKAIAGEIR 560
NTDB id 119 BSU 10630 NP 388944.2 RADILDSTNFLFKQLMGGKIGEVDYDEQAELKLGAAYPDNDETETELLLIDNAEDTDASEEAEELETVQFEAKAIAKEIR 560
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! !!*!! *!!!!!!! !*! ! !!*!!* !!!**!!!!!! !!!



logo KL IVSSPFKVYDGKKTKTHRNIQYRDIV I LLRSMPWAPQI
LMEELKRANQGIPVYANLTSGYFEAVEVAAVALSVLKVIDNPYQDI

NTDB id 979659 AADZ70 RS01030 WP 342008035.1 KLVSSPFKVYDGKTKTHRNIQYRDIVILLRSMPWAPQLMEELKNQGIPVYANLTSGYFEAVEVAAALSVLKVIDNPYQDI 640
NTDB id 119 BSU 10630 NP 388944.2 KLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWAPQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDI 640
consensus !!*!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!*!!!!* !!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!

logo PLASVLRSP IVGACDENELASL IRLEKNKKAPFYYEALMKADYI
LAANGDRHSDELYQKLNRTFYDGHNLQKWRASFSKTNHSVASEL IWEVYRD

NTDB id 979659 AADZ70 RS01030 WP 342008035.1 PLASVLRSPIVGCDENELALIRLEKKKAPFYEALKAYIANGDRHDELYQKLRTFYDNLQKWRSFSTNHSVAELIWEVYRD 720
NTDB id 119 BSU 10630 NP 388944.2 PLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAAGDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRD 720
consensus !!!!!!!!!!!!*!!!!! !!!!! !!!!*!!!*! !*! !!!*!!!!!!! !!! *!!!!! !! !!!! !!!!!!!!!

logo TGKYFMDYAVGGMPGGKQRQANLRVLYDRARQSYEASTAFRGLFRFLRF I ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLE
NTDB id 979659 AADZ70 RS01030 WP 342008035.1 TGYFDYAGGMPGGKQRQANLRVLYDRARSYEATAFRGLFRFLRFIERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLE 800
NTDB id 119 BSU 10630 NP 388944.2 TKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFIERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLE 800
consensus ! ! !! !!!!!!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FPVVFTVAGLGRNSFNMMDLNKSYLLDKELGFGTKYIHPEQLR I SYPTLPL IVAMKKKMRRELLSEELRVLYVALTRAKEKLFL
NTDB id 979659 AADZ70 RS01030 WP 342008035.1 FPVVFTAGLGRSFNMMDLNKSYLLDKELGFGTKYIHPELRISYPTLPLVAMKKKMRRELLSEELRVLYVALTRAKEKLFL 880
NTDB id 119 BSU 10630 NP 388944.2 FPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIAMKKKMRRELLSEELRVLYVALTRAKEKLFL 880
consensus !!!!! !!!!! !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IGSCKDNHREQKQLAKWQAQSADSQRATDWLLPSEFDRYQARTSTYLDF IGPALAIRHRDLMEGADHRLPAPGLVPSAHPAEDIASGHDHPASRFAHI
V
Q
RMI

LHQSSYDE
NTDB id 979659 AADZ70 RS01030 WP 342008035.1 IGSCKNREKQLAKWQAQADRADWLLSEFDRYQATSYLDFIGPALIRHRDMEAHRPPGLSAPEDIAHDPSRFHIRMLHQSE 960
NTDB id 119 BSU 10630 NP 388944.2 IGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGD..LAGVPAHADISGHPARFAVQMIHSYD 958
consensus !!!!! * !!!!!!!! ! !!!!*!!!!!!! *!!!!!!!!! !!!!* ****!**! !! **! !!** !*! *

logo LLDEDDNLPEKERAMEEKSEKRLEKAIQRQRGEP I
VPDGSFASFDDEKQARERLQLQSWETYPHYQRELVTAQIRTKQSVSE I

LKRKQREYEDEYSGRASLP I
VKPAS

NTDB id 979659 AADZ70 RS01030 WP 342008035.1 LLEDNPKERAEEKSKRLKAIQQGEPIPDSFSFDDQARRLLQWEYPYRELTAIRTKQSVSELKRKQEYEDEYSGRSLIKPS 1040
NTDB id 119 BSU 10630 NP 388944.2 LLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSEIKRKREYEDEYSGRAPVKPA 1038
consensus !!*! * !! !!!! !! !! !!!*! !! !!* !! ! ! !!* !*! !!!!!!!!!*!!! !!!!!!!!! **!!

logo

D
G
D
G
S
T
I
LLYRRPAGFMMKKGLTAAEKGTAMHTVMQHIPLSTHVPSTAI EEAEQRTVHRRTLHYEKELLTEEQKRDAIDIDEDE I IVQFFEHTE IGGK

NTDB id 979659 AADZ70 RS01030 WP 342008035.1 GDTLLYRRPGFMMKKGLTAAEKGTAMHTVMQHIPLTHVPTAEEAERTVRTLHEKELLTEEQRDAIDIDDIIQFFETEIGK 1120
NTDB id 119 BSU 10630 NP 388944.2 DGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVHRLYEKELLTEEQKDAIDIEEIVQFFHTEIGG 1118
consensus **!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!*!!!* !!!! !!* !*!!!!!!!!!*!!!!!**!*!!!*!!!!



logo

D
QL ILGAKRRWI

KDRE I
VPFSLMALPAGKE I

VYKPDAHKETADGEPLLVQGI IDCLYETAEDGLYLLDYKSTDR I EGKFQRHNGFEGAAP I LKQKRYE
NTDB id 979659 AADZ70 RS01030 WP 342008035.1 DLLGARRIDREVPFSMALPAGEVYKDAKTAGEPLLVQGIIDCLYETADGLYLLDYKTDRIEGKFRNGFEGAAPILQKRYE 1200
NTDB id 119 BSU 10630 NP 388944.2 QLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEGAAPILKKRYE 1198
consensus !*!!* !!!*!!!*!!!! !*!*!!* ! !!!!!!!!!!!!!!! !!!!!!!!!*!!!!!!! *!!!!!!!!! !!!!

logo TQI EQLYTKAI
VEQIATKTKVKGCRALYFFDGGHI

VLTL
NTDB id 979659 AADZ70 RS01030 WP 342008035.1 TQIELYTKAIEQITKTKVKGRALYFFDGGHVLTL 1234
NTDB id 119 BSU 10630 NP 388944.2 TQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !!! !!!!!*!!! !!!!!!*!!!!!!!!!*!!!

X non conserved

X similar

X ≥ 50% conserved


