
logo MNIPKPADSTWTDDQWNAIVSTGQDI LVAAAAGSGKTAVLVERMIRKITAEENP IDVDRLLVVTFTNASAAEMKHRIADEA
NTDB id 320845 D9779 RS06680 WP 121642273.1 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIADA 80
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEA 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!

logo LEKELVNQRPGSLHIRRQLSLLNRAS I STLHSFCLQVLKKYYYL IDLDPGFR IADQTEGEL ILGDEVLDELFEDEYAKGEKA
NTDB id 320845 D9779 RS06680 WP 121642273.1 LEKELVNRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELLGDEVLDELFEDEYAKGEKA 160
NTDB id 119 BSU 10630 NP 388944.2 LEKELVQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKA 160
consensus !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!

logo FFELVDRYTTDRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKKSAI EELPFYQYI
VKEDIAMVLNGAKEKLLQRA

NTDB id 320845 D9779 RS06680 WP 121642273.1 FFELVDRYTTDRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSKKSAIEELPFYQYIKEDIAMVLNGAKEKLQRA 240
NTDB id 119 BSU 10630 NP 388944.2 FFELVDRYTTDRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRA 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!*!!!!!!!!!!!!!!! !!

logo LELTKAPGGPAPRADNFLDDLAQIDEL IQHQDDEFNSELYKRVPAVSFKRAKAVKGDEFDPALLDEEATDLRNGAKKLLEKLK
NTDB id 320845 D9779 RS06680 WP 121642273.1 LELTKAPGGPAPRADNFLDDLAQIDELIQHQDEFNELYKRVPAVSFKRAKAVKGDEFDPALLEEATDLRNGAKKLLEKLK 320
NTDB id 119 BSU 10630 NP 388944.2 LELTKAPGGPAPRADNFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLK 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!

logo TDYFTRSPEQHLKSLAEMKPVI ETL IVQRLVI
T
D
S
F
YGKRFEAAKQEKS I IDFSDLEHYCLAS I LTATEDNDKGEQREKPSEAARFYQEQ

NTDB id 320845 D9779 RS06680 WP 121642273.1 TDYFTRSPEQHLKSLAEMKPVIETLIRLVTDFGKRFEAAKQEKSIIDFSDLEHYCLSILTTEDDKGEQKPSEAARFYQEQ 400
NTDB id 119 BSU 10630 NP 388944.2 TDYFTRSPEQHLKSLAEMKPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQ 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!* !! *!!!!!!!!!!!!!!!!!!!!!!!! !!! ! !!!! !!!!!!!!!!!

logo FHEVLVDEYQDTNLVQES I LQLVTSGPEETGNLFMVGDVKQS IYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRS
NTDB id 320845 D9779 RS06680 WP 121642273.1 FHEVLVDEYQDTNLVQESILQLVTSGPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRS 480
NTDB id 119 BSU 10630 NP 388944.2 FHEVLVDEYQDTNLVQESILQLVTSGPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRS 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RATDI LDSTNFLFKQLMGGKIGEVDYDEQAELKLGAAYPDNDETETELLL IDNAEDETDANSEEAEELETVQFEAKAIAKE IR
NTDB id 320845 D9779 RS06680 WP 121642273.1 RTDILDSTNFLFKQLMGGKIGEVDYDEQAELKLGAAYPDNDETETELLLIDNAEETDANEEAEELETVQFEAKAIAKEIR 560
NTDB id 119 BSU 10630 NP 388944.2 RADILDSTNFLFKQLMGGKIGEVDYDEQAELKLGAAYPDNDETETELLLIDNAEDTDASEEAEELETVQFEAKAIAKEIR 560
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!! !!!!!!!!!!!!!!!!!!!!!



logo KL I SSPFKVYDGKKTKTHRNIQYRDIV I LLRSMPWAPQIMDEELRAQGIPVYANLTSGYFDEAVEVAVALSVLKVIDNPYQDI
NTDB id 320845 D9779 RS06680 WP 121642273.1 KLISSPFKVYDGKTKTHRNIQYRDIVILLRSMPWAPQIMDELRAQGIPVYANLTSGYFDAVEVAVALSVLKVIDNPYQDI 640
NTDB id 119 BSU 10630 NP 388944.2 KLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWAPQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDI 640
consensus !!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!

logo PLASVLRSP IVGADENELSL IRLENKKAPYYEAMKDYLAAGDRNSDELYQKLNQTFYGTHLQKWRAFSKNHSVSEL IWEVYRD
NTDB id 320845 D9779 RS06680 WP 121642273.1 PLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAAGDRNDELYQKLQTFYTHLQKWRAFSKNHSVSELIWEVYRD 720
NTDB id 119 BSU 10630 NP 388944.2 PLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAAGDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRD 720
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!*!!! !!!!!!!!!!!!!!!!!!!!!!!!

logo TKYMDYI
VGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRF I ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLE

NTDB id 320845 D9779 RS06680 WP 121642273.1 TKYMDYIGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFIERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLE 800
NTDB id 119 BSU 10630 NP 388944.2 TKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFIERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLE 800
consensus !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FPVVFAVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLR I SYPTLPL IAMKKKMRRELLSEELRVLYVALTRAKEKLFL
NTDB id 320845 D9779 RS06680 WP 121642273.1 FPVVFAAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIAMKKKMRRELLSEELRVLYVALTRAKEKLFL 880
NTDB id 119 BSU 10630 NP 388944.2 FPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIAMKKKMRRELLSEELRVLYVALTRAKEKLFL 880
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IGSCKDHQKQLVAKWQASASQTDWLLPEFDRYQAKRTYLDF IGPALARHKRDLVEGDLAEGNVMVAPAHPADI SGSHPARFAVQRMIHSYD
NTDB id 320845 D9779 RS06680 WP 121642273.1 IGSCKDHQKQVAKWQASASQTDWLLPEFDRYQAKTYLDFIGPALARHKDVEDLAENVMAAPADISSHPARFAVRMIHSYD 960
NTDB id 119 BSU 10630 NP 388944.2 IGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDLAG..VPAHADISGHPARFAVQMIHSYD 958
consensus !!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!*!* !!! ****! !!!! !!!!!!! !!!!!!

logo LLDDDLEERMEEKSERLEAIRRGEPVPGSFATFDEKAREQLSWTYPHHQEVTHQIRTKQSVSE IKRKREYEDEYSGRAPVKPA
NTDB id 320845 D9779 RS06680 WP 121642273.1 LLDDDLEERMEEKSERLEAIRRGEPVPGSFTFDEKAREQLSWTYPHHEVTHIRTKQSVSEIKRKREYEDEYSGRAPVKPA 1040
NTDB id 119 BSU 10630 NP 388944.2 LLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSEIKRKREYEDEYSGRAPVKPA 1038
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!*!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DGS IMLYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSTHVPSTI
VEEAEQTVHKRLFYEKELLTEEQKADAIDI EE IVQFFHTE IGG

NTDB id 320845 D9779 RS06680 WP 121642273.1 DGSMLYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLTHVPTVEEAEQTVHKLFEKELLTEEQKAAIDIEEIVQFFHTEIGG 1120
NTDB id 119 BSU 10630 NP 388944.2 DGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVHRLYEKELLTEEQKDAIDIEEIVQFFHTEIGG 1118
consensus !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!**!!!!!!!!*!*!!!!!!!!!! !!!!!!!!!!!!!!!!!



logo QL IGAKWKDRE I
VPFSLALPAKE IYPDAHQEADEPLLVQGI IDCLYETEDNGLYLLDYKSDR I EGKFQHGFEGAAVP I LKKRYE

NTDB id 320845 D9779 RS06680 WP 121642273.1 QLIGAKWKDREVPFSLALPAKEIYPDAQEADEPLLVQGIIDCLYETENGLYLLDYKSDRIEGKFQHGFEGAVPILKKRYE 1200
NTDB id 119 BSU 10630 NP 388944.2 QLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEGAAPILKKRYE 1198
consensus !!!!!!!!!!!*!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!

logo TQIQLYTKAVEQIAKNTKNVKGCALYFFDGGHI LTL
NTDB id 320845 D9779 RS06680 WP 121642273.1 TQIQLYTKAVEQIANTNVKGCALYFFDGGHILTL 1234
NTDB id 119 BSU 10630 NP 388944.2 TQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !!!!!!!!!!!!!! ! !!!!!!!!!!!!!!!!!
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