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NTDB id 61816 SCR2 RS02995 WP 020997693.1 MAKQRNEIEEKYTWDLTTVFPTDEAFEMELAQVSKELKEASHLAGHLLDSADSLLKTTAIQMDLMRRIEKLYSYAHMKNDQDTRV 85
NTDB id 480 HSISS4 RS02090 WP 002890133.1 MSDNRTHLEEKYTWDLTTIFATDADWETEYESTVQDLKKASAYAGHLLDSAKNLLGATELYMSLMRRLEKIYVYASMKNDQDTTV 85
consensus ! *! **!!!!!!!!!!*!*!! *! ! *!! !!* !!!!!!!! !! ! * ! !!!!*!!*! !!*!!!!!!! !
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NTDB id 61816 SCR2 RS02995 WP 020997693.1 AKYQEYQAKGMAIYSEFGQVFAFYEPEFMAITDEQYQAFLAEKPELQVYQHFFDKLLQKKPHILSQREEELLAGAGEIFSAAGDT 170
NTDB id 480 HSISS4 RS02090 WP 002890133.1 GLYQEYQAKASNLYSQLSEAFAYFEPEFMALDDKKLAEFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELLAAAGDIFNGPTDT 170
consensus * !!!!!!!* *!! !!**!!!!!!* ! ! ! ! *! !*!**!! !*!*!!! !!!!!*!!*!! ** !!
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VRKEGAYEALMYGNTVYEQFYQHTYAKQTLQGTNVVKVHNYNQAKVRHKFYNSSAREHA

NTDB id 61816 SCR2 RS02995 WP 020997693.1 FGILDNADIVFPIVHDEEGNEVQLTHGNYISLVESKNRTVRKEAYEALYNVYEQYQHTYAKTLQTNVKVHNYNAKVRKFSSAREA 255
NTDB id 480 HSISS4 RS02090 WP 002890133.1 FNVLDNADILFPWVSDGQGDVVELTHGNFITLMESKDRDIRKGAYEAMYGTYEQFQHTYAQTLQGVVKVHNYQAKVRHYNSARHA 255
consensus ! *!!!!!!*!! !*! ! ! !!!!!*!*!*!!! ! *!! !!!!*! !!!*!!!!! !!! !!!!!!*!!!!** !!!*!
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NTDB id 61816 SCR2 RS02995 WP 020997693.1 ALSANFIPESVYESLVSAVNKHLPLLHRYVQLRAKILGISDLKMYDVYTPLSEIDYKFTYEAALTKAEEVLAILGDDYLNRVKKA 340
NTDB id 480 HSISS4 RS02090 WP 002890133.1 ALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLSETETALTYEESLKKAEEVLAIFGEEYSKGVHAA 340
consensus !! !!!!!!!!!*!!* !!!!!!!!!!!* !! !*!!* *!!!!!!!!!!!! * !!! ! !!!!!!!! !**! !* !

logo FSTERWIDVCHEPNKQGKRSGAYSGGASYDTNAFMLLNWQDTLDNLFTLVHEMTGHSLMHSSTFYTREQTQPYVYGDYPS I FLAE IASTTNENI LT
NTDB id 61816 SCR2 RS02995 WP 020997693.1 FSERWIDVCENQGKRSGAYSGGSYDTNAFMLLNWQDTLDNLFTLVHEMGHSMHSSYTRETQPYVYGDYSIFLAEIASTTNENILT 425
NTDB id 480 HSISS4 RS02090 WP 002890133.1 FTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTFTRQTQPYVYGDYPIFLAEIASTTNENILT 425
consensus !*!!!!!! *! !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!! !!!*!!**!! !!!!!!!!!*!!!!!!!!!!!!!!!!

logo EKTLLEKEVDKDDKQTRFAI LNHFYLDGFKRGTVFRQTQFAEFEHYAIHEKADAQESGQI
VLTASDEFLMNKNLYADLNEKYYGNLKTAKEDNPYEQIQFYEWAER I

NTDB id 61816 SCR2 RS02995 WP 020997693.1 EKLLEEVDDDQTRFAILNHFLDGFRGTVFRQTQFAEFEYAIHKADQEGQVLTSEFLNNLYADLNEKYYGLTKEDNPQIQYEWARI 510
NTDB id 480 HSISS4 RS02090 WP 002890133.1 ETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQILTADFMNKLYADLNEKYYNLKAEDNYEIQFEWERI 510
consensus ! !! !! !! !!!!!!!!*!!!!*!!!!!!!!!!!!!*!!! !! !!*!! *!*! !!!!!!!!!! ! !!!* !!*!! !!

logo PHFYMYDNYYVFYQYATGFASAASAYLADEKIVHNGTEQEDKEAKYLHTYLKAGNSSDYPLENVIKKAGVDMETKNETDYLDNAAFAKVFEDRRLDVEFLEALVE
NTDB id 61816 SCR2 RS02995 WP 020997693.1 PHFYYDYYVFQYATGFSAASALADKIVNGTQEDKEKYLHYLKAGNSDYPLNVIKKAGVDMEKEDYLNAAFAVFERRLDEFEALVE 595
NTDB id 480 HSISS4 RS02090 WP 002890133.1 PHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAGSSDYPLEVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVE 595
consensus !!!! !!!*!!!!!! !!! !!*!!!*!! !!!! !!*!!!!! !!!!! !!!!!!!!! !!! !!! !!! !! ! !!!!!



logo KGLGVHLALS
NTDB id 61816 SCR2 RS02995 WP 020997693.1 KLGLA. 600
NTDB id 480 HSISS4 RS02090 WP 002890133.1 KGVHLS 601
consensus ! * *
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