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EEKYQTWDLSTTI FATDAQADWEETEAYETSVLTAVAQADI

LKDKAASAHFYAGHSLLDSSAPAKNLLEGATTELVYLMDSLMSRRLEKI
VYVYAHSMKND

NTDB id 1141742 DQL20 RS03735 WP 006596645.1 MVKQRNEIDEKYQWDLSTIFATDQAWEEEATVLAAAIKDAAHFAGSLLSSPANLLETTEVYLDLSRRLEKVYVYAHMKND 80
NTDB id 480 HSISS4 RS02090 WP 002890133.1 MSDNRTHLEEKYTWDLTTIFATDADWETEYESTVQDLKKASAYAGHLLDSAKNLLGATELYMSLMRRLEKIYVYASMKND 80
consensus ! *! ***!!! !!!*!!!!!! !! ! *! ! **!!*!! !* !!! !!*!* ! !!!!!*!!!!*!!!!

logo QDTRTVAGKLYQEFYQASKAMSNSLYSLQLGSEATFAFYFYEPEFMAE I
L
D
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D
E
E
K
K
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L
YAENFKLEKEQEVPAGLEGALYADHYFDEKRLLAKNTKDEHVLSQEKAEEELLAAGA

NTDB id 1141742 DQL20 RS03735 WP 006596645.1 QDTRVAKYQEFQSKAMSLYSLLGETFAFYEPEFMEITEEQYANFLKEVPALEAYAHYFDKLLKTKEHVLSQKEEELLAGA 160
NTDB id 480 HSISS4 RS02090 WP 002890133.1 QDTTVGLYQEYQAKASNLYSQLSEAFAYFEPEFMALDDKKLAEFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELLAAA 160
consensus !!! !* !!!*! !! !!! ! ! !!**!!!!! * * ! ! !*! ! !!!**!! !*!!!!! !!!!!*!

logo GDE I FANAGAPGTDETFENI
VLDNADI LVFPMWVKSDDGQGDQEVVEQLTHGNFYI STLMVESKDNRDQI

VRKEGAYEQALMYGTVYEQFYQHTYAKQTLQGTNVVKVH
NTDB id 1141742 DQL20 RS03735 WP 006596645.1 GEIFAAAGETFEILDNADIVFPMVKDDQGQEVQLTHGNYISLVESKNRQVRKEAYQALYGVYEQYQHTYAKTLQTNVKVH 240
NTDB id 480 HSISS4 RS02090 WP 002890133.1 GDIFNGPTDTFNVLDNADILFPWVSDGQGDVVELTHGNFITLMESKDRDIRKGAYEAMYGTYEQFQHTYAQTLQGVVKVH 240
consensus !*!! ** *!! *!!!!!!*!! ! ! !! ! !!!!!*!*!*!!! ! *!! !! !*!! !!!*!!!!! !!! !!!!

logo NYNQAKVRHKFYNSSAREHAALASANF IPESVYDSLLVEASVNKHLPLLHQRYLVDKLRKSKI
VLGI
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D
ELKMYDVYTPLSESTDETYAKFLTYEEASLAK

NTDB id 1141742 DQL20 RS03735 WP 006596645.1 NYNAKVRKFSSAREAALSANFIPESVYDSLVEAVNKHLPLLQRYVKLRSKILGIEDLKMYDVYTPLSSTDYKFTYEEALA 320
NTDB id 480 HSISS4 RS02090 WP 002890133.1 NYQAKVRHYNSARHAALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLSETETALTYEESLK 320
consensus !!*!!!!** !!!*!!! !!!!!!!!!!!!*! !!!!!!!!*!!* !! !*!!***!!!!!!!!!!! !* !!!! !

logo KASEEQAVLAI
V
F
LGDEDEYLSKSGRVHKARAFTERWIDVHPVNKQGKRSGAYSGGASYDTNAFMLLNWQDTLDNLFTLVHETGHSLMHSSTFYTREQT

NTDB id 1141742 DQL20 RS03735 WP 006596645.1 KSEQALAVLGDDYLSRVKRAFTERWIDVHVNQGKRSGAYSGGSYDTNAFMLLNWQDTLDNLFTLVHETGHSMHSSYTRET 400
NTDB id 480 HSISS4 RS02090 WP 002890133.1 KAEEVLAIFGEEYSKGVHAAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTFTRQT 400
consensus ! ! !!* !**! !* !!!!!!!!!!*! !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!**!! !

logo QPYVYGDYPS I FLAE IASTTNENI LTEQTLLAKEVEKDDEKTRFAI LNHFYLDGFKRGTVFRQTQFAEFEHAIHEKADAQESGQI
VLTASDEF

NTDB id 1141742 DQL20 RS03735 WP 006596645.1 QPYVYGDYSIFLAEIASTTNENILTEQLLAEVEDDETRFAILNHFLDGFRGTVFRQTQFAEFEHAIHKADQEGQVLTSEF 480
NTDB id 480 HSISS4 RS02090 WP 002890133.1 QPYVYGDYPIFLAEIASTTNENILTETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQILTADF 480
consensus !!!!!!!!*!!!!!!!!!!!!!!!!! !! !! !! !!!!!!!!*!!!!*!!!!!!!!!!!!!!!!! !! !!*!! *!

logo

L
MNEKLYADLNEKYYGNLKSAKEDNPYE IQFYEWAER IPHFYMYNYYVFYQYASTGFAAASAYLAEKIVHGTEQEDKDEAKYLETYLKAGNSSDYPL

NTDB id 1141742 DQL20 RS03735 WP 006596645.1 LNELYADLNEKYYGLSKEDNPEIQYEWARIPHFYYNYYVFQYSTGFAAASALAEKIVHGTQEDKDKYLEYLKAGNSDYPL 560
NTDB id 480 HSISS4 RS02090 WP 002890133.1 MNKLYADLNEKYYNLKAEDNYEIQFEWERIPHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAGSSDYPL 560
consensus *! !!!!!!!!!! ! !!!*!!!*!! !!!!!! !!!!*!! !!!!!!! !!!!!!!!! !!!* !! !!!!! !!!!!



logo

E
NVIKRKAGVDMETKNETDYLDHAAFEKVFEDRRLNVEFLEALVEKGLGVHLALS

NTDB id 1141742 DQL20 RS03735 WP 006596645.1 NVIRKAGVDMEKEDYLHAAFEVFERRLNEFEALVEKLGLA. 600
NTDB id 480 HSISS4 RS02090 WP 002890133.1 EVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVEKGVHLS 601
consensus !!*!!!!!! !!!*!!! !!! !! ! !!!!!! * *
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