
logo MSDNRCTHLEEKYTWDLTTI FATDADNWETEYES ITVQDLKKASASFYAGHLLDSAKNLLEGATELYMSLMRRLEKIYVYASMKNDQDTTV
NTDB id 114087 T303 RS03355 WP 024704212.1 MSDNRCHLEEKYTWDLTTIFATDANWETEYESIVQDLKKASSFAGHLLDSAKNLLEATELYMSLMRRLEKIYVYASMKNDQDTTV 85
NTDB id 480 HSISS4 RS02090 WP 002890133.1 MSDNRTHLEEKYTWDLTTIFATDADWETEYESTVQDLKKASAYAGHLLDSAKNLLGATELYMSLMRRLEKIYVYASMKNDQDTTV 85
consensus !!!!!*!!!!!!!!!!!!!!!!!! !!!!!!! !!!!!!!! *!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GLYQEYNQAKASNLYSQLSEAFAYFEPEFMALDEADEKKLAVESFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELLAAAGDI FNGPTDT
NTDB id 114087 T303 RS03355 WP 024704212.1 GLYQEYNAKASNLYSQLSEAFAYFEPEFMALEAEKLVSFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELLAAAGDIFNGPTDT 170
NTDB id 480 HSISS4 RS02090 WP 002890133.1 GLYQEYQAKASNLYSQLSEAFAYFEPEFMALDDKKLAEFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELLAAAGDIFNGPTDT 170
consensus !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!* !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FNVLDNADI LFPWVSDGQGDVI
VELTHGNF ITLMESKDNRDE I

VRKGAYEAMYGRTYEQFQHTYAQTLQGVVKVHNYMQAKVRHYNSARHA
NTDB id 114087 T303 RS03355 WP 024704212.1 FNVLDNADILFPWVSDGQGDVIELTHGNFITLMESKNREVRKGAYEAMYRTYEQFQHTYAQTLQGVVKVHNYMAKVRHYNSARHA 255
NTDB id 480 HSISS4 RS02090 WP 002890133.1 FNVLDNADILFPWVSDGQGDVVELTHGNFITLMESKDRDIRKGAYEAMYGTYEQFQHTYAQTLQGVVKVHNYQAKVRHYNSARHA 255
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!! !**!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!

logo ALAANF IPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDEKLKMYDVYATPLSEATETALTYEEASLKKAEEVLAI FGEEYSKEGVHAA
NTDB id 114087 T303 RS03355 WP 024704212.1 ALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDKLKMYDVYAPLSEAETALTYEEALKKAEEVLAIFGEEYSKEVHAA 340
NTDB id 480 HSISS4 RS02090 WP 002890133.1 ALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLSETETALTYEESLKKAEEVLAIFGEEYSKGVHAA 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!! !!!! !!!!!!!! !!!!!!!!!!!!!!!!! !!!!

logo FTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTFTRQTQPYVYGDYP I FLAE IASTTNENI LT
NTDB id 114087 T303 RS03355 WP 024704212.1 FTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTFTRQTQPYVYGDYPIFLAEIASTTNENILT 425
NTDB id 480 HSISS4 RS02090 WP 002890133.1 FTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTFTRQTQPYVYGDYPIFLAEIASTTNENILT 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ETLLKEVKDDKTRFAI LNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQI LTADFLMNKLYADLNEKYYNLKAEDNYE IQFEWER I
NTDB id 114087 T303 RS03355 WP 024704212.1 ETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQILTADFLNKLYADLNEKYYNLKAEDNYEIQFEWERI 510
NTDB id 480 HSISS4 RS02090 WP 002890133.1 ETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQILTADFMNKLYADLNEKYYNLKAEDNYEIQFEWERI 510
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo PHFYMNYYVYQYATGFAAASYLAEKIVHGNTEEDKEAYLTYLKAGSSDYPLEVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVE
NTDB id 114087 T303 RS03355 WP 024704212.1 PHFYMNYYVYQYATGFAAASYLAEKIVHGNEEDKEAYLTYLKAGSSDYPLEVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVE 595
NTDB id 480 HSISS4 RS02090 WP 002890133.1 PHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAGSSDYPLEVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVE 595
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo KGVHLS
NTDB id 114087 T303 RS03355 WP 024704212.1 KGVHLS 601
NTDB id 480 HSISS4 RS02090 WP 002890133.1 KGVHLS 601
consensus !!!!!!
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