
logo MSDNRCTHLEEKYTWDLTTI FATDADWETEYES ITVQDLKKASASFYAGHLLDSAKNLLEGATELYMSLMRRLEKIYVYASMKND
NTDB id 260994 CR922 RS07085 WP 011226924.1 MSDNRCHLEEKYTWDLTTIFATDADWETEYESIVQDLKKASSFAGHLLDSAKNLLEATELYMSLMRRLEKIYVYASMKND 80
NTDB id 480 HSISS4 RS02090 WP 002890133.1 MSDNRTHLEEKYTWDLTTIFATDADWETEYESTVQDLKKASAYAGHLLDSAKNLLGATELYMSLMRRLEKIYVYASMKND 80
consensus !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!! *!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!

logo QDTTVGLYQEYNQAKASNLYSQLSEAFAYFEPEFMALDEADEKKLAVESFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELLAAA
NTDB id 260994 CR922 RS07085 WP 011226924.1 QDTTVGLYQEYNAKASNLYSQLSEAFAYFEPEFMALEAEKLVSFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELLAAA 160
NTDB id 480 HSISS4 RS02090 WP 002890133.1 QDTTVGLYQEYQAKASNLYSQLSEAFAYFEPEFMALDDKKLAEFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELLAAA 160
consensus !!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!* !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GDI FNGPTDTFNVLDNADI LFPWVSDGQGDVI
VELTHGNF ITLMESKDNRDE I

VRKGAYEAMYGRTYEQFQHTYAQTLQGVVKVH
NTDB id 260994 CR922 RS07085 WP 011226924.1 GDIFNGPTDTFNVLDNADILFPWVSDGQGDVIELTHGNFITLMESKNREVRKGAYEAMYRTYEQFQHTYAQTLQGVVKVH 240
NTDB id 480 HSISS4 RS02090 WP 002890133.1 GDIFNGPTDTFNVLDNADILFPWVSDGQGDVVELTHGNFITLMESKDRDIRKGAYEAMYGTYEQFQHTYAQTLQGVVKVH 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!! !**!!!!!!!!! !!!!!!!!!!!!!!!!!!!!

logo NYMQAKVRHYNSARHAALAANF IPESVYDSLLESVNKHLPLLHRYLDLRKKVLEGLDEKLKMYDVYATPLSETETALTYEEASLK
NTDB id 260994 CR922 RS07085 WP 011226924.1 NYMAKVRHYNSARHAALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLELDKLKMYDVYAPLSETETALTYEEALK 320
NTDB id 480 HSISS4 RS02090 WP 002890133.1 NYQAKVRHYNSARHAALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLSETETALTYEESLK 320
consensus !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !! !!!!!!! !!!!!!!!!!!!! !!

logo KAEEVLAI FGEEYSKEGVHAAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTFTRQT
NTDB id 260994 CR922 RS07085 WP 011226924.1 KAEEVLAIFGEEYSKEVHAAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTFTRQT 400
NTDB id 480 HSISS4 RS02090 WP 002890133.1 KAEEVLAIFGEEYSKGVHAAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTFTRQT 400
consensus !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QPYVYGDYP I FLAE IASTTNENI LTETLLKEVKNDDKTRFAI LNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQI LTADF
NTDB id 260994 CR922 RS07085 WP 011226924.1 QPYVYGDYPIFLAEIASTTNENILTETLLKEVNDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQILTADF 480
NTDB id 480 HSISS4 RS02090 WP 002890133.1 QPYVYGDYPIFLAEIASTTNENILTETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQILTADF 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo MNKLYADLNEKYYNLKAEDNYE IQFEWER IPHFYMNYYVYQYATGFAAASYLAEKIVHGNTEEDKEAYLTYLKAGSSDYPL
NTDB id 260994 CR922 RS07085 WP 011226924.1 MNKLYADLNEKYYNLKAEDNYEIQFEWERIPHFYMNYYVYQYATGFAAASYLAEKIVHGNEEDKEAYLTYLKAGSSDYPL 560
NTDB id 480 HSISS4 RS02090 WP 002890133.1 MNKLYADLNEKYYNLKAEDNYEIQFEWERIPHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAGSSDYPL 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!



logo EVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVEKGVHLS
NTDB id 260994 CR922 RS07085 WP 011226924.1 EVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVEKGVHLS 601
NTDB id 480 HSISS4 RS02090 WP 002890133.1 EVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVEKGVHLS 601
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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