
logo MNQIPKPANDNSTWTDDQWENAIVSETGQDI LVAAAAGSGKTAVLVERLMIRKI
MTAREPEDNP I

VDVDRLLVVTFTNASAAEMKHRIATEALEKEL
NTDB id 134031 QR42 RS05160 WP 039177651.1 MQIPKPNNSTWTDDQWEAIVSEGQDILVAAAAGSGKTAVLVERLIRKMTRPEDPVDVDRLLVVTFTNASAAEMKHRITEALEKEL 85
NTDB id 119 BSU 10630 NP 388944.2 MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEALEKEL 85
consensus !*!!!! !!!!!!!! !!!! !!!!!!!!!!!!!!!!!!!!!*!!!*! *! !*!!!!!!!!!!!!!!!!!!!!!! !!!!!!!
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MRRQLSLLMNRANS I STLHSFCLQVLKRKTFYYYEL IDLDPGFR I
LADQTEGEL ILGDEVLDELFEDEVYAKAKGEKKPASFFELVDRYTST

NTDB id 134031 QR42 RS05160 WP 039177651.1 AKNPGSLHMRRQLSLMNRANISTLHSFCLQVLRTFYYEIDLDPGFRLADQTEGELLGDEVLDELFEDVYKAGKPSFFELVDRYTS 170
NTDB id 119 BSU 10630 NP 388944.2 VQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKGEKAFFELVDRYTT 170
consensus !!!!!*!!!!!!*!!! !!!!!!!!!!!!* *!! !!!!!!!!*!!!!!!!!*!!!!!!!!!!! ! ! * !!!!!!!!!*

logo DRHDLDLQFWLVKKQI
VYEFYSRSHPNSPEAQWLMERASFLVHSLYDVDSEVKQSTAKI

VEEQLPFYPQYI
VKEDI

L
A
S
L
MVFLNRGSACKLEKLLELRALAELSTKAEPGGPAPRADE

NTDB id 134031 QR42 RS05160 WP 039177651.1 DRHDLDLQWLVKKIYEFSRSHPSPEQWMRAFLSLYDVDVQTKVEQLPFYPYIKEDLSLVFRSCLELLERALALSKEPGGPAPRAE 255
NTDB id 119 BSU 10630 NP 388944.2 DRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRALELTKAPGGPAPRAD 255
consensus !!!!!!!!*!!! *!!*!!!!! !! !* !**!!!! * *! !!!!*!*!!!* *! * ! ! !!! !*! !!!!!!!!*

logo NF ILDDLAEQI
V
D
NEL IQRHQDDFESEKLYEKLRVPANI

V
N
SFKRALKATCVKGDEFYDPAVLLDEEKATDALRNGQAKKLQLEKLKDTDEYFMTRSPAEQHLKSLAEMKP

NTDB id 134031 QR42 RS05160 WP 039177651.1 NFIDDLEQVNELIRHQDDFEKLYELVPNINFKRLKTCKGDEYDPVLLEKATDARNQAKKQLEKLKDEYFMRSPAQHLKSLAEMKP 340
NTDB id 119 BSU 10630 NP 388944.2 NFLDDLAQIDELIQHQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLKTDYFTRSPEQHLKSLAEMKP 340
consensus !!*!!! !* !!! !!!!! !! !! * !!! ! *!!!!*!! !!* !!! !! !!! !!!!! *!! !!! !!!!!!!!!!!

logo VI
VETLVEQLVIQSFYGKQRFEAKAKQEKS I IVDFSDLEHYCLAR I LATAEEQDNADEKGENLREI EPSTEAAKRFYYQEQQFEHEVLVDEYQDTNLVQESTI LKQLVSTKS

NTDB id 134031 QR42 RS05160 WP 039177651.1 VVETLVELVIQFGQRFEKAKQEKSIVDFSDLEHYCLRILAEQDAEGNLIETEAAKYYQQQFEEVLVDEYQDTNLVQETILKLVSK 425
NTDB id 119 BSU 10630 NP 388944.2 VIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAARFYQEQFHEVLVDEYQDTNLVQESILQLVTS 425
consensus !*!!!! !!! *! !!! !!!!!!!*!!!!!!!!!! !! ! **!!!**!! !!*!!!!!!!!!!!!!!!*!! !!*

logo GEPYAEAEDTGNLFMVGDVKQS IYRFRLAEPLMLFLNSKYKQRFTESDSGEKEGTGKRKR IDLNKNFRSRASDI
VLDSTNFLFKQLMGEGKTI

VGE I
V
D
EYDEQA

NTDB id 134031 QR42 RS05160 WP 039177651.1 GEYAADGNLFMVGDVKQSIYRFRLAEPMLFLNKYKQFTSDGKETGKRIDLNKNFRSRSDVLDSTNFLFKQLMGETVGEIEYDEQA 510
NTDB id 119 BSU 10630 NP 388944.2 GP.EETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRSRADILDSTNFLFKQLMGGKIGEVDYDEQA 509
consensus !** !!!!!!!!!!!!!!!!!!!!!*!!! !!! !! ! !!**!!!!!!!!!! !*!!!!!!!!!!!!! *!!**!!!!!

logo ELKLGAASYPDENSDKDETETTELMLL IVDHLNADQEQDEATDEATDSEEAREELETVQFLEAKRAVIAKEKIREKL IVESQSPFKQVYDAGKKQKQMTHTRNI
LQYRDIV I LLRSMP

NTDB id 134031 QR42 RS05160 WP 039177651.1 ELKLGASYPESKDTTTEMLLVHLDQQEAETDEEREELETVQLEARVIAKKIRELVEQPFQVYDAKQQMTRNLQYRDIVILLRSMP 595
NTDB id 119 BSU 10630 NP 388944.2 ELKLGAAYPDNDETETELLLIDNA.EDTDASEEAEELETVQFEAKAIAKEIRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMP 593
consensus !!!!!! !!* *! !!*!!** * * * !! !!!!!!! !!* !!! !! !* !! !!!*! *!!*!!!!!!!!!!!!!



logo WAPQI
MMEELKRAKQGIPVYANLSTSGYFEATVEVASVAI LSLVLKVIDNPYQDIPLAASVLRSP I

LVGHALDENELMASLMIRLTESDNKKAGPTYYDEAMVKADFYLM
NTDB id 134031 QR42 RS05160 WP 039177651.1 WAPQMMEELKKQGIPVYANLSSGYFEATEVSVILSLLKVIDNPYQDIPLAAVLRSPLVHLDENEMAMIRTSDKKGTYYDAVKAFM 680
NTDB id 119 BSU 10630 NP 388944.2 WAPQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYL 678
consensus !!!!*!!!!* !!!!!!!!!*!!!!!! !! ! !!*!!!!!!!!!!!!!! !!!!!*!* !!!!* *!! !!**!!*!*! **
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QKLENRTFFYGRHLLQRKWRADFSKMNHSVASEL IWEVYRDTKQYLMDYVGGMPGGKQRQANLRAVLYDRASKRQYEKSATAFRGLFRFLR

NTDB id 134031 QR42 RS05160 WP 039177651.1 SVTHSDHPTCKKLERFFRLLRKWRDFSMNHSVAELIWEVYRDTQYLDYVGGMPGGKQRQANLRALYDRSKQYEKAAFRGLFRFLR 765
NTDB id 119 BSU 10630 NP 388944.2 AAGDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLR 763
consensus * ** * !! !* *! !!! !! !!!! !!!!!!!!!! !*!!!!!!!!!!!!!!!!! !!!! *!!! !!!!!!!!!!

logo F I ERMQERGDDLGATAKRATFLSEQTEDVVRLMMTIHSSKGLEFP I
VVFTVAGLGRNFNMMDLNKQSYLLDKELGFGSTKYIHPEQLR I SYAPTLPL

NTDB id 134031 QR42 RS05160 WP 039177651.1 FIERMQERGDDLGAAKTFSETEDVVRMMTIHSSKGLEFPIVFTAGLGRNFNMMDLNQSYLLDKELGFGSKYIHPELRISYATLPL 850
NTDB id 119 BSU 10630 NP 388944.2 FIERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPL 848
consensus !!!!!!!!!!!!! !* !! !!!!!*!!!!!!!!!!!!*!! !!!!!!!!!!!!! !!!!!!!!!!!*!!!!! !!!!!*!!!!

logo

I
VAMKKKMRKRELLSEELRVLYVALTRAKEKLFL IVGSCVKDNHQQVKAQLASKWQANASASTGQETDWLLPDEFDERYQASKRTYLDF IGPALAIRHQRADLMGSDS IL

NTDB id 134031 QR42 RS05160 WP 039177651.1 VAMKKKMRKELLSEELRVLYVALTRAKEKLFLVGSVKNQVKALSKWQNAATGEDWLLPDFERYQSKTYLDFIGPALIRHQAMSSI 935
NTDB id 119 BSU 10630 NP 388944.2 IAMKKKMRRELLSEELRVLYVALTRAKEKLFLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDL 933
consensus *!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!*!!*! * ! ! !!! !* !!!!!*!*!!! *!!!!!!!!!! !! * *
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NTDB id 134031 QR42 RS05160 WP 039177651.1 LEETGD.VVLSHPSAFTISFTQASDLLKEDMSLEKEQQDEVVQALMEGLPVEEYGDADEKVAERLSWRYPYLAASQVGTKQSVSE 1019
NTDB id 119 BSU 10630 NP 388944.2 AGVPAHADISGHPARFAVQMIHSYDLLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSE 1018
consensus **** * !! ! * * !!! *!* ! ! * !* ! !!* !!! ! !!! !!* *!* !!!!!!!

logo IKRKMKRE I
Y
E
QDEYSGVPRASPSLVKRKPADGRAS ITLYDRRPAFMKMKKAGLTAAEKQGTAMHTVMQHIAPLPSHSDVEPPS IYDEDSERAI EQQLTLVHRSLQYEQKRDELLTENEQKVDQ

NTDB id 134031 QR42 RS05160 WP 039177651.1 IKRMKEIQDEYSVPSSLRKA.RATLYDRPAFMKKKALTAAEQGTAMHTVMQHIALPSDEPYDDSRIQQLLHSLQQRDLLTNEQVQ 1103
NTDB id 119 BSU 10630 NP 388944.2 IKRKREYEDEYSGRAPVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIE..EAEQTVHRLYEKELLTEEQKD 1101
consensus !!! *! !!!! * ****!* !! !!!!! !!*!!!!! !!!!!!!!!!!*!** ** *** ! *! ! **!!! !!
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QEEGIAVAQFFHSTES IGGQKQL IRGKADKWKVDKRE I
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VYPSDHAIDHAEAEDGEPLVL IVQGI
MIDCLFYETDEDGGKLYLLDYKSTDR I
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NTDB id 134031 QR42 RS05160 WP 039177651.1 SIDQEGIAAFFSTSIGQKLRKADWVKREVSFSMVLPVKEVYSHIDAEGEPVLIQGMIDCLFETDGKLYLLDYKTDRVQGRFTGGL 1188
NTDB id 119 BSU 10630 NP 388944.2 AIDIEEIVQFFHTEIGGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGF 1186
consensus !! ! ! !!*! !! ! ! ! !!**!!* !! !!*!** * !!*!*!!*!!!!*!!* !!!!!!!*!!* !*! *!
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NTDB id 134031 QR42 RS05160 WP 039177651.1 EAAVPILKKRYETQIALYAKAVERLTNRTLEEKILYFFDGNLEISL 1234
NTDB id 119 BSU 10630 NP 388944.2 EGAAPILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !*! !!!!!!!!!!! !! !!!! * * * !!!!!! * **!

X non conserved

X similar

X ≥ 50% conserved


