
logo MASDKNQRNTEHI
LEEKYTWDLSTTI FAPTDAEADFWEATELYAEQSTVSVEQDELVKKAASASLYAGHLLDSADKNSLLGTATTELVQYLMDSLMCRR I

LEKI
LYSVYAHSMKND

NTDB id 1117824 ELZ47 RS08035 WP 126435751.1 MAKQRNEIEEKYTWDLSTIFPTDEAFEAELAQVSEEVKKAASLAGHLLDSADSLLTTTEVQLDLMCRIEKLYSYAHMKND 80
NTDB id 480 HSISS4 RS02090 WP 002890133.1 MSDNRTHLEEKYTWDLTTIFATDADWETEYESTVQDLKKASAYAGHLLDSAKNLLGATELYMSLMRRLEKIYVYASMKND 80
consensus ! *! **!!!!!!!!*!!!*!! *! ! **!!! !!!!!!!! !! !!* * !!*!*!!*! !!*!!!!

logo QDTRTVAGKLYQEYQAKAGMSNTLYSDQFLGSEQASFAFYFYEPEFMAI
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EFKLAEEQEQPGLGQLYDQHYFDEKRLLAKKNKADHI

VLSTQERAEEELLAAGA
NTDB id 1117824 ELZ47 RS08035 WP 126435751.1 QDTRVAKYQEYQAKGMTLYSDFGQSFAFYEPEFMAITEEQYQAFLAEQPGLQLYQHYFDKLLKKKAHILTQREEELLAGA 160
NTDB id 480 HSISS4 RS02090 WP 002890133.1 QDTTVGLYQEYQAKASNLYSQLSEAFAYFEPEFMALDDKKLAEFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELLAAA 160
consensus !!! !* !!!!!!!* !!! !!**!!!!!!* * ! !!! !! !!!**!! ! !*!*! !!!!!*!

logo GDE I FGNAGAPGTDETFANI
VLDNADI LVFPMWVHSDEGDQGDNEVVEQLTHGNFYITLMVESKDNRDE I

VRKEGAYEALMYGSTVYEQFYQHTYAKQTLQGTNVVKVH
NTDB id 1117824 ELZ47 RS08035 WP 126435751.1 GEIFGAAGETFAILDNADIVFPMVHDEDGNEVQLTHGNYITLVESKNREVRKEAYEALYSVYEQYQHTYAKTLQTNVKVH 240
NTDB id 480 HSISS4 RS02090 WP 002890133.1 GDIFNGPTDTFNVLDNADILFPWVSDGQGDVVELTHGNFITLMESKDRDIRKGAYEAMYGTYEQFQHTYAQTLQGVVKVH 240
consensus !*!! ** *!! *!!!!!!*!! !*! ! ! !!!!!*!!!*!!! !**!! !!!!*! !!!*!!!!! !!! !!!!

logo NYNQAKVRHKFYNSSAREHAALASADNF IPESVYDSLLVESASVNKHLPLLHQRYI
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ELKMYDMVYTPLSETDETYAKFLTYEEASLAK

NTDB id 1117824 ELZ47 RS08035 WP 126435751.1 NYNAKVRKFSSAREAALSADFIPESVYDSLVSAVNKHLPLLQRYIALRAKILGISDLKMYDMYTPLSETDYKFTYEEALA 320
NTDB id 480 HSISS4 RS02090 WP 002890133.1 NYQAKVRHYNSARHAALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLSETETALTYEESLK 320
consensus !!*!!!!** !!!*!!! ! !!!!!!!!!!* !!!!!!!!*!!* !! !*!!* *!!!!!*!!!!!!!* !!!! !

logo KASEEVLAI FLGEDEYLSKSGRVHKATAFSTERWIDVHYEPNKQGKRSGAYSGGASYDTNAFMLLNWQDTLDNLFTLVHETGHSLMHSSTFYTREQT
NTDB id 1117824 ELZ47 RS08035 WP 126435751.1 KSEEVLAILGEDYLSRVKTAFSERWIDVYENQGKRSGAYSGGSYDTNAFMLLNWQDTLDNLFTLVHETGHSMHSSYTRET 400
NTDB id 480 HSISS4 RS02090 WP 002890133.1 KAEEVLAIFGEEYSKGVHAAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTFTRQT 400
consensus ! !!!!!! !!*! !* !!*!!!!!!**! !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!**!! !

logo QPYVYGDYPS I FLAE IASTTNENI LTEKTLLEKEVEKDDAKTRFAI LNHFYLDGFKRGTVFRQTQFAEFEHAIHEKADAQESGQI
VLTASDEF

NTDB id 1117824 ELZ47 RS08035 WP 126435751.1 QPYVYGDYSIFLAEIASTTNENILTEKLLEEVEDDATRFAILNHFLDGFRGTVFRQTQFAEFEHAIHKADQEGQVLTSEF 480
NTDB id 480 HSISS4 RS02090 WP 002890133.1 QPYVYGDYPIFLAEIASTTNENILTETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQILTADF 480
consensus !!!!!!!!*!!!!!!!!!!!!!!!!! !! !! !! !!!!!!!!*!!!!*!!!!!!!!!!!!!!!!! !! !!*!! *!

logo

L
MNEKLYADLNEKYYGNLKNAKEDNPYEQIQFYEWAER IPHFYMYDNYYVFYQYASTGFASAASAYLAEKIVHGSTEQEDKDEAKYLDTYLKAGNSSDYPL

NTDB id 1117824 ELZ47 RS08035 WP 126435751.1 LNELYADLNEKYYGLNKEDNPQIQYEWARIPHFYYDYYVFQYSTGFSAASALAEKIVHGSQEDKDKYLDYLKAGNSDYPL 560
NTDB id 480 HSISS4 RS02090 WP 002890133.1 MNKLYADLNEKYYNLKAEDNYEIQFEWERIPHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAGSSDYPL 560
consensus *! !!!!!!!!!! ! !!!* !!*!! !!!!!! !!!*!! !!! !!! !!!!!!!!* !!!* !! !!!!! !!!!!



logo

E
NVIKKAGVDMETKNETDYLDNAAFKSVFEDRRLDVEFLEALVEKGLGVHLLVS

NTDB id 1117824 ELZ47 RS08035 WP 126435751.1 NVIKKAGVDMEKEDYLNAAFSVFERRLDEFEALVEKLGLV. 600
NTDB id 480 HSISS4 RS02090 WP 002890133.1 EVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVEKGVHLS 601
consensus !!!!!!!!! !!! !!! !!! !! ! !!!!!! ***

X non conserved
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X ≥ 50% conserved


