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NTDB id 377472 FGL90 RS01130 WP 147656546.1 KSDVDTSNSENQALNSRAETLVSDFSASTAWFEPELLAIPEQQLLSMIHNNSELQKYQHYFDVINMQRNHVLSADEEKLL 160
NTDB id 480 HSISS4 RS02090 WP 002890133.1 KNDQDTTVGLYQEYQAKASNLYSQLSEAFAYFEPEFMALDDKKLAEFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELL 157
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NTDB id 377472 FGL90 RS01130 WP 147656546.1 AGAENIFSSSSRTFGIINDSDLTFPVVSDESGDEVQLSQGIYDTLIKSTDRAVRKQAFERLYEVYGQFKNTLASTLSGEV 240
NTDB id 480 HSISS4 RS02090 WP 002890133.1 AAAGDIFNGPTDTFNVLDNADILFPWVSDGQGDVVELTHGNFITLMESKDRDIRKGAYEAMYGTYEQFQHTYAQTLQGVV 237
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NTDB id 377472 FGL90 RS01130 WP 147656546.1 KAHNFMAKSHKYVSAKDQALSQNQIPESVFDTLVKTVDAHLPLLHRYVALRKRILNLKELHMYDMYTPITGEPSLSYTYE 320
NTDB id 480 HSISS4 RS02090 WP 002890133.1 KVHNYQAKVRHYNSARHAALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLSET.ETALTYE 316
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NTDB id 377472 FGL90 RS01130 WP 147656546.1 EAKATALDALSVFGKDYISHVEEAFSSRWIDVVENKGKRSGAYSSGAYDTAPYMLLNWQNDLDNLYTLVHEMGHSMHSWY 400
NTDB id 480 HSISS4 RS02090 WP 002890133.1 ESLKKAEEVLAIFGEEYSKGVHAAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTF 396
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NTDB id 377472 FGL90 RS01130 WP 147656546.1 THHNQPYQYGDYSIFVAEIASTTNENILTDYLLNKYDDPKIRAYILNYYLDGFKGTIFRQTQFAEFEQFIHEADAQGNPL 480
NTDB id 480 HSISS4 RS02090 WP 002890133.1 TRQTQPYVYGDYPIFLAEIASTTNENILTETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQIL 476
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NTDB id 377472 FGL90 RS01130 WP 147656546.1 TSDMMTKYYGDLNARYYGNEVSRDPQIGLEWSRIPHFYYNFYVYQYATGFAAATTLANGITHGSKENVQKYLNYLSAGSA 560
NTDB id 480 HSISS4 RS02090 WP 002890133.1 TADFMNKLYADLNEKYYNLKAEDNYEIQFEWERIPHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAGSS 556
consensus ! ! ! ! !*!!! *!! * ! !! !!!!!! !*!!!!!!!!!!!!* !! ! !!* ! !! !! !!!



logo

D
NYP I

LEVI
MKKSAGVDNMTNQSTDTYLDEAKAFDKTVFEDKRLDVEFLEAKI

L
I
VEKNGNVHLS

NTDB id 377472 FGL90 RS01130 WP 147656546.1 NYPIEVMKSAGVNMTQSTYLEKAFDTFEKRLDEFEKIIENN.... 601
NTDB id 480 HSISS4 RS02090 WP 002890133.1 DYPLEVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVEKGVHLS 601
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