
logo MENIPSKPAKDGSNTWTDDQWKNAIVSSTGQRDI LVAAAAGSGKTAVLVER I
MIRKITADEQEHNP I

VDVDRLLVVTFTNASAAEMKHRIAGEALEKEL
NTDB id 91468 L6430 RS13090 WP 059231171.1 MEISKPKGSNWTDDQWKAIVSSGRDILVAAAAGSGKTAVLVERIIRKITDQEHPVDVDRLLVVTFTNASAAEMKHRIGEALEKEL 85
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEALEKEL 85
consensus ! !*!! ! !!!!!! !!!!*! !!!!!!!!!!!!!!!!!!!*!!!!! !*!*!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!
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L
K
RKYYYL IDLVDPAGFR IADQTEGEL ILGDEVLDELFEDEEYAKKGQDEKPAFFELVDRYTT

NTDB id 91468 L6430 RS13090 WP 059231171.1 AENPGSLHLRRQLALLNKASISTLHSFCLQVIRKYYYLIDVDPAFRIADQTEGELLGDEVLDELFEEEYKKQDPAFFELVDRYTT 170
NTDB id 119 BSU 10630 NP 388944.2 VQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKAFFELVDRYTT 170
consensus !!!!!*!!!! !!!*!!!!!!!!!!!!!**!!!!!!!*!!*!!!!!!!!!!!*!!!!!!!!!!*!! ! **!!!!!!!!!!!

logo DRHDLDLQFHLVKQRVYEFYSRSHPDNPEAGWLEHSTFVDHLYDAVASESDKSTAKI
VEAELPFYQSYI

VKEDIALMVLENGAMKREQKLLTRALDELTKAQPGGPAPRADE
NTDB id 91468 L6430 RS13090 WP 059231171.1 DRHDLDLQHLVKRVYEFSRSHPDPEGWLHTFVDLYDAASDTKVEALPFYSYIKEDIALVLEGMRQKLTRALDLTKQPGGPAPRAE 255
NTDB id 119 BSU 10630 NP 388944.2 DRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRALELTKAPGGPAPRAD 255
consensus !!!!!!!!*!!! !!!*!!!!! !!*!!**!!*!!! * *! !!!! !*!!!!!*!! ! * !! !!!*!!! !!!!!!!!*

logo NFLDDLAQIDERL IQHQQDNDFSAELYEKLRVPAVSFKQRALKAPCVKGDAEFYDPARLLVDEAATDLRNGSAKKLQLEKLKSTDYFTRSTPEQHLEKSLAREMKP
NTDB id 91468 L6430 RS13090 WP 059231171.1 NFLDDLAQIDRLIQQQNDFSALYELVPAVSFQRLKPCKGDAYDPRLVDEAADLRNSAKKQLEKLKSDYFTRTPEQHLESLREMKP 340
NTDB id 119 BSU 10630 NP 388944.2 NFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLAEMKP 340
consensus !!!!!!!!!! !!!*! !!! !! !!!!!! ! !**!!! *!! !*!!! !!!! !!! !!!!!*!!!!!*!!!!! !! !!!!

logo VI EQTLVQLVI
L
E
SYGKRFAEADAKKQEKAS I IVDFSDLEHDYCLAI LSTAGEKNDQAKGEAREVPSEAAKRFYQREHQFHEVLVDEYQDTNLVQEAS I LKQLVATKS

NTDB id 91468 L6430 RS13090 WP 059231171.1 VIQTLVQLVLEYGKRFADAKKEKAIVDFSDLEHDCLAILSGKNQAGEAVPSEAAKFYRHQFHEVLVDEYQDTNLVQEAILKLVAK 425
NTDB id 119 BSU 10630 NP 388944.2 VIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQFHEVLVDEYQDTNLVQESILQLVTS 425
consensus !! !!!!!!* !!!!! !! !! !*!!!!!!! !!!!!** ! !! !!!!!*!! *!!!!!!!!!!!!!!!!!! !! !!

logo

GE
PEEHETGNLFMVGDVKQS IYRFRLAEPLLFLASKYKRFTDEDSGESGSTGQRKIDLNKNFRSRASDI LDSTNFLFKQLMGEGKI

VGEVDEYDEQAE
NTDB id 91468 L6430 RS13090 WP 059231171.1 .EEHEGNLFMVGDVKQSIYRFRLAEPLLFLAKYKRFTDDGSGSGQKIDLNKNFRSRSDILDSTNFLFKQLMGEKVGEVEYDEQAE 509
NTDB id 119 BSU 10630 NP 388944.2 GPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRSRADILDSTNFLFKQLMGGKIGEVDYDEQAE 510
consensus **!* !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!* ! !*! !!!!!!!!!!! !!!!!!!!!!!!!!! !*!!!*!!!!!!

logo LKLGAASYPDSNDEAETEKTELLL IDENAQESDGATDAQDSEEAEELEATVQFLEAKRAI
MAGKEQIRKRL I STESKPFKQVYDAGKAKKATHSRNIQYRDIV I

VLLRSMPWA
NTDB id 91468 L6430 RS13090 WP 059231171.1 LKLGASYPSNEATKTELLLIENQSGA.QDEEAEELEAVQLEARAMAGQIRRLITEKFQVYDAKAKASRNIQYRDIVVLLRSMPWA 593
NTDB id 119 BSU 10630 NP 388944.2 LKLGAAYPDNDETETELLLIDNAEDTDASEEAEELETVQFEAKAIAKEIRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWA 595
consensus !!!!! !! !* ! !!!!!!*! * !!!!!!! !! !!*!*! !!*!!* *! !!!*! ! *!!!!!!!!!*!!!!!!!!



logo PQIMDEEFLKRAQQGIPVYANLSTSTGYFEATVEVASVATLSLVLKI
V IDNAPYQDIPLASVLRSP I

VVGALDENELSL IR I
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NTDB id 91468 L6430 RS13090 WP 059231171.1 PQIMDEFKQQGIPVYANLSTGYFEATEVSVTLSLLKIIDNAYQDIPLASVLRSPVVGLDENELSLIRIKDKKAPFYEAMKAYLAA 678
NTDB id 119 BSU 10630 NP 388944.2 PQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAA 680
consensus !!!!*! * !!!!!!!!!**!!!!! !! ! !!*!!*!!!*!!!!!!!!!!!!!*!! !!!!!!!!!* !!!!*!!!!! !!!!

logo

A
GDGRDSDEERLSYEQKLNRRTFDYAGHLLKQKWRAFYASKNHSVASEL IWE I

VYRDTKYLMDYVGGMPGGKQRQANLRAVLYDRARQSYEASTASFRGLFRFLRF I
NTDB id 91468 L6430 RS13090 WP 059231171.1 ADGDERLSEKLRRFDALLKKWRAYAKNHSVAELIWEIYRDTKYLDYVGGMPGGKQRQANLRALYDRARSYEATSFRGLFRFLRFI 763
NTDB id 119 BSU 10630 NP 388944.2 GDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFI 765
consensus *! * ! !! ! **! !!!!* !!!!! !!!!!*!!!!!!*!!!!!!!!!!!!!!!!! !!!!!! !! ! !!!!!!!!!!!

logo ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFTVAGLGRNFNMMDLNKSYLLDKELGFGTKFYIHPKQLWR I SYPTLPL IA
NTDB id 91468 L6430 RS13090 WP 059231171.1 ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFTAGLGRNFNMMDLNKSYLLDKELGFGTKFIHPKWRISYPTLPLIA 848
NTDB id 119 BSU 10630 NP 388944.2 ERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIA 850
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!! !!!!!!!!!!!

logo MKKKLMRRELLSEELRVLYVALTRAKEKLFYL IVGSTACKDHKEQKLQLADKWQRASQSAASGQSTDEWLLPDEFYDERFYQAKRSTYLDF IGPALAMRHRDLMDGDELSAGAG
NTDB id 91468 L6430 RS13090 WP 059231171.1 MKKKLRRELLSEELRVLYVALTRAKEKLYLVGTAKDKEKLLADWRSQAAGSEWLLPDYERFQAKSYLDFIGPALMRHRDMDESGA 933
NTDB id 119 BSU 10630 NP 388944.2 MKKKMRRELLSEELRVLYVALTRAKEKLFLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDLAG 935
consensus !!!!*!!!!!!!!!!!!!!!!!!!!!!!*!*!**!!* ! !! ! ! **!!!!***!*!!**!!!!!!!!! !!!!* * **
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NTDB id 91468 L6430 RS13090 WP 059231171.1 PLVIDEIREHPARFQVSWLSAADLQAEDIDQAGEERHGRLSQIQMGLPIDGSFEYEQQVRERLTWSYPYKDAAKVRTKQSVSEMK 1018
NTDB id 119 BSU 10630 NP 388944.2 VPAHADISGHPARFAVQMIHSYDLLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSEIK 1020
consensus ** * *! !!!!! ! ** !! *!** !!** !! ! ! !**!!! ** !! !*!*!!* * *!!!!!!!!*!

logo RKQKREYEDEYGSDGRASLP I
V
K
RPATDKDGAS ILLFYKRRPASFMMAKKGLTAASEKRGTAMHTVMQHIPLSTHRAVLPES IMENEALESQRLTLVDHRLVYEKELLTEDEQKRADAIDEEI

NTDB id 91468 L6430 RS13090 WP 059231171.1 RQKEYEDEYGDRSLIRPTKDALLFKRPSFMMAKGLTASERGTAMHTVMQHIPLTRALEMNELSRLLDRLVEKELLTEDQRAAIEE 1103
NTDB id 119 BSU 10630 NP 388944.2 RKREYEDEYSGRAPVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVHRLYEKELLTEEQKDAIDI 1105
consensus ! *!!!!!! ! ***! *!**!! !!! !!!!! !*!!!!!!!!!!!!!** * * ! **!! !!!!!!!*!* !!*

logo

D
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D
E I LVAQFFDHTE IGGQKQL ILGAKRRWKVDERE I

VPFNSLMATLPSAKE I
VYPDALEHESADEPLVL IVQGI IDCLFYETEDGFLYLLDYKSTDR I EHGKFYQRHNGFEGAAE

NTDB id 91468 L6430 RS13090 WP 059231171.1 DDILAFFDTEIGQKLLGARRVEREVPFNMTLSAKEVYPDLESADEPVLIQGIIDCLFETEDGFYLLDYKTDRIHGKYRNGFEGAE 1188
NTDB id 119 BSU 10630 NP 388944.2 EEIVQFFHTEIGGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEGAA 1190
consensus **!* !!*!!!! !*!!* *!!*!! * !*!!!*!!! * !!!!*!*!!!!!!!*!!!!! !!!!!!*!!!*!!* *!!!!!



logo P I LKRKRYETQIQLYATKRAVEQTI
M
A
IKMTKPLVKGCRALYFFDGGHI

VLLTFL
NTDB id 91468 L6430 RS13090 WP 059231171.1 PILRKRYETQIQLYARAVETMIKMPLKGRALYFFDGGHVLLF 1230
NTDB id 119 BSU 10630 NP 388944.2 PILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !!!*!!!!!!!!!! *!!! * ! **!!*!!!!!!!!!*!

X non conserved

X similar

X ≥ 50% conserved


