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LEEKYTWDLTTI FAPTDAEADFWEMTELYAEQSTVSVKQDELKEKASAHLYAGHLLDSADKNSLLGKATTDE I
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Q
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LEKI
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NTDB id 66557 SCSC RS02865 WP 003069865.1 MAKQRNEIEEKYTWDLTTIFPTDEAFEMELAQVSKELKEASHLAGHLLDSADSLLKTTDIQMDLMRRIEKLYSYAHMKNDQDTRV 85
NTDB id 480 HSISS4 RS02090 WP 002890133.1 MSDNRTHLEEKYTWDLTTIFATDADWETEYESTVQDLKKASAYAGHLLDSAKNLLGATELYMSLMRRLEKIYVYASMKNDQDTTV 85
consensus ! *! **!!!!!!!!!!!!*!! *! ! *!! !!* !!!!!!!! !! !** ! !!!!*!!*! !!*!!!!!!! !
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VLSQERAEEELLAAGAGDE I FNSAGAPGTDT

NTDB id 66557 SCSC RS02865 WP 003069865.1 AKYQEYQAKGMAIYSEFGQVFAFYEPEFMAITDEQYQVFLVEKPELQIYQHFFDKLLQKKPHILSQREEELLAGAGEIFSAAGDT 170
NTDB id 480 HSISS4 RS02090 WP 002890133.1 GLYQEYQAKASNLYSQLSEAFAYFEPEFMALDDKKLAEFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELLAAAGDIFNGPTDT 170
consensus * !!!!!!!* *!! !!**!!!!!!* ! ! ! ! *! !*!**!! !*!*!!! !!!!!*!!*!! ** !!

logo FGNI
VLDNADI LVFP I

WVHSDEGEQGDNEVVEQLTHGNFYI STLMVESKDNRDTI
VRKEGAYEALMYGSTVYEQFYQHTYAKQTLQGTNVVKVHNYNQAKVRHKFYNSSAREHA

NTDB id 66557 SCSC RS02865 WP 003069865.1 FGILDNADIVFPIVHDEEGNEVQLTHGNYISLVESKNRTVRKEAYEALYSVYEQYQHTYAKTLQTNVKVHNYNAKVRKFSSAREA 255
NTDB id 480 HSISS4 RS02090 WP 002890133.1 FNVLDNADILFPWVSDGQGDVVELTHGNFITLMESKDRDIRKGAYEAMYGTYEQFQHTYAQTLQGVVKVHNYQAKVRHYNSARHA 255
consensus ! *!!!!!!*!! !*! ! ! !!!!!*!*!*!!! ! *!! !!!!*! !!!*!!!!! !!! !!!!!!*!!!!** !!!*!
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NTDB id 66557 SCSC RS02865 WP 003069865.1 ALSANFIPESVYESLVSAVNKHLPLLHRYVQLRAKILGISDLKMYDVYTPLSEIDYKFTYEAALTKAEEVLAILGDDYLNRVKKA 340
NTDB id 480 HSISS4 RS02090 WP 002890133.1 ALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLSETETALTYEESLKKAEEVLAIFGEEYSKGVHAA 340
consensus !! !!!!!!!!!*!!* !!!!!!!!!!!* !! !*!!* *!!!!!!!!!!!! * !!! ! !!!!!!!! !**! !* !

logo FSTERWIDVCHEPNKQGKRSGAYSGGASYDTNAFMLLNWQDTLDNLFTLVHETGHSLMHSSTFYTREQTQPYVYGDYPS I FLAE IASTTNENI LT
NTDB id 66557 SCSC RS02865 WP 003069865.1 FSERWIDVCENQGKRSGAYSGGSYDTNAFMLLNWQDTLDNLFTLVHETGHSMHSSYTRETQPYVYGDYSIFLAEIASTTNENILT 425
NTDB id 480 HSISS4 RS02090 WP 002890133.1 FTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTFTRQTQPYVYGDYPIFLAEIASTTNENILT 425
consensus !*!!!!!! *! !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!**!! !!!!!!!!!*!!!!!!!!!!!!!!!!

logo EKTLLEKEVDKDDKQTRFAI LNHFYLDGFKRGTVFRQTQFAEFEHAIHEKADAQESGQI
VLTASDEFLMNKNLYADLNEKYYGNLKTAKEDNPYEQIQFYEWAER I

NTDB id 66557 SCSC RS02865 WP 003069865.1 EKLLEEVDDDQTRFAILNHFLDGFRGTVFRQTQFAEFEHAIHKADQEGQVLTSEFLNNLYADLNEKYYGLTKEDNPQIQYEWARI 510
NTDB id 480 HSISS4 RS02090 WP 002890133.1 ETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQILTADFMNKLYADLNEKYYNLKAEDNYEIQFEWERI 510
consensus ! !! !! !! !!!!!!!!*!!!!*!!!!!!!!!!!!!!!!! !! !!*!! *!*! !!!!!!!!!! ! !!!* !!*!! !!

logo PHFYMYDNYYVFYQYATGFASAASAYLADEKIVHNGTEQEDKEAKYLHTYLKAGNSSDYPLENVIKKAGVDMETKNETDYLDNAAFAKVFEDRRLDVEFLEALVE
NTDB id 66557 SCSC RS02865 WP 003069865.1 PHFYYDYYVFQYATGFSAASALADKIVNGTQEDKEKYLHYLKAGNSDYPLNVIKKAGVDMEKEDYLNAAFAVFERRLDEFEALVE 595
NTDB id 480 HSISS4 RS02090 WP 002890133.1 PHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAGSSDYPLEVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVE 595
consensus !!!! !!!*!!!!!! !!! !!*!!!*!! !!!! !!*!!!!! !!!!! !!!!!!!!! !!! !!! !!! !! ! !!!!!



logo KGLGVHLALS
NTDB id 66557 SCSC RS02865 WP 003069865.1 KLGLA. 600
NTDB id 480 HSISS4 RS02090 WP 002890133.1 KGVHLS 601
consensus ! * *
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