
logo MSDNRCTHLEEKKYTWDLTTI FATDADWETEYES ITVQDLKKASASFYAGHLLDSAKNLLEGATELYMSLMRRLEKIYVYASMKND
NTDB id 1130960 H0511 RS02415 WP 179974293.1 MSDNRCHLEKKYTWDLTTIFATDADWETEYESIVQDLKKASSFAGHLLDSAKNLLEATELYMSLMRRLEKIYVYASMKND 80
NTDB id 480 HSISS4 RS02090 WP 002890133.1 MSDNRTHLEEKYTWDLTTIFATDADWETEYESTVQDLKKASAYAGHLLDSAKNLLGATELYMSLMRRLEKIYVYASMKND 80
consensus !!!!!*!!! !!!!!!!!!!!!!!!!!!!!!! !!!!!!!! *!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!

logo QDTTVGLYQEYKQAKASNLYSQLSEAFAYFEPEFMALDEADEKKI
L
A
V
E
SFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELLAATA

NTDB id 1130960 H0511 RS02415 WP 179974293.1 QDTTVGLYQEYKAKASNLYSQLSEAFAYFEPEFMALEAEKIVSFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELLATA 160
NTDB id 480 HSISS4 RS02090 WP 002890133.1 QDTTVGLYQEYQAKASNLYSQLSEAFAYFEPEFMALDDKKLAEFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELLAAA 160
consensus !!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!* !* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !

logo GDI FNGPTDTFNVLDNADI LFPWVSDGQGDVI
VELTHGNF ITLMESKDNRDE I

VRKGAYEAMYGTYEQFQHTYAQTLQGVVKVH
NTDB id 1130960 H0511 RS02415 WP 179974293.1 GDIFNGPTDTFNVLDNADILFPWVSDGQGDVIELTHGNFITLMESKNREVRKGAYEAMYGTYEQFQHTYAQTLQGVVKVH 240
NTDB id 480 HSISS4 RS02090 WP 002890133.1 GDIFNGPTDTFNVLDNADILFPWVSDGQGDVVELTHGNFITLMESKDRDIRKGAYEAMYGTYEQFQHTYAQTLQGVVKVH 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!! !**!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NYMQAKVRHYNSARHAALAANF IPESVYDSLLESVNKRHLPLLHRYLDLRKKVLGLDEKLKMYDVYATPLSEATETALTYEEASLK
NTDB id 1130960 H0511 RS02415 WP 179974293.1 NYMAKVRHYNSARHAALAANFIPESVYDSLLESVNRHLPLLHRYLDLRKKVLGLDKLKMYDVYAPLSEAETALTYEEALK 320
NTDB id 480 HSISS4 RS02090 WP 002890133.1 NYQAKVRHYNSARHAALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLSETETALTYEESLK 320
consensus !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!! !!!!!!! !!!! !!!!!!!! !!

logo KAEEVLAI FGEEYSKGVHATAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTFTRQT
NTDB id 1130960 H0511 RS02415 WP 179974293.1 KAEEVLAIFGEEYSKGVHTAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTFTRQT 400
NTDB id 480 HSISS4 RS02090 WP 002890133.1 KAEEVLAIFGEEYSKGVHAAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTFTRQT 400
consensus !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QPYVYGDYP I FLAE IASTTNENI LTETLLKEVKDDKTRFAI LNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQI LTADF
NTDB id 1130960 H0511 RS02415 WP 179974293.1 QPYVYGDYPIFLAEIASTTNENILTETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQILTADF 480
NTDB id 480 HSISS4 RS02090 WP 002890133.1 QPYVYGDYPIFLAEIASTTNENILTETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQILTADF 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

L
MNKLYADLNEKYYNLKAEDNYE IQFEWER IPHFYMNYYVYQYATGFAAASYLAEKI IVHGNTEEDKEAYLTYLKAGSSDYPL

NTDB id 1130960 H0511 RS02415 WP 179974293.1 LNKLYADLNEKYYNLKAEDNYEIQFEWERIPHFYMNYYVYQYATGFAAASYLAEKIIHGNEEDKEAYLTYLKAGSSDYPL 560
NTDB id 480 HSISS4 RS02090 WP 002890133.1 MNKLYADLNEKYYNLKAEDNYEIQFEWERIPHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAGSSDYPL 560
consensus *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!!!!!!!!!!!



logo EVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVEKGVHLS
NTDB id 1130960 H0511 RS02415 WP 179974293.1 EVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVEKGVHLS 601
NTDB id 480 HSISS4 RS02090 WP 002890133.1 EVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVEKGVHLS 601
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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