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VLSQEKAEEEKLLAAAGDE I FENGSPSTDE
NTDB id 129646 LG36 RS08775 WP 038601730.1 EAKYQEYQSKATALYVKFGEVYAFYEPEFLKISKEVYNKWLGELQKLKNYDHMFERLFAKKTHILSQKEEKLLAAAGEIFESPSE 170
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NTDB id 129646 LG36 RS08775 WP 038601730.1 AALANNFVPEKVYDVLMEAIHQHLPLLHRYIELRKKILGISDFKMYDIYTPLSNLDYKFNYEDGVKKAEEVLAIFGKEYKEKVKA 340
NTDB id 480 HSISS4 RS02090 WP 002890133.1 AALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLSETETALTYEESLKKAEEVLAIFGEEYSKGVHA 339
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logo AFETEQRWIDVEHEPNI
KGKRSGAYSGGASYDTNAFMLLNWQDETLDDNLFTLVHEMTGHSLMHSATFTREQNTQPYVYGDYP I FLAE IASTTNENI L

NTDB id 129646 LG36 RS08775 WP 038601730.1 AFEQRWIDVEENIGKRSGAYSGGSYDTNAFMLLNWQETLDDLFTLVHEMGHSMHSAFTRENQPYVYGDYPIFLAEIASTTNENIL 425
NTDB id 480 HSISS4 RS02090 WP 002890133.1 AFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTFTRQTQPYVYGDYPIFLAEIASTTNENIL 424
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NTDB id 129646 LG36 RS08775 WP 038601730.1 TETLLKESKDDKERFALLNHWLDSFRGTVFRQSQFAEFEQKIHEADAAGEVLTSEYLNSLYGEINEKYYNLAAKENPEIQYEWAR 510
NTDB id 480 HSISS4 RS02090 WP 002890133.1 TETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQILTADFMNKLYADLNEKYYNLKAEDNYEIQFEWER 509
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VVHGSTDEEDEKREQAKYLETYLKAGSSDYPLEVIAKKAGVDMETNSTDYLDAAFEKLVFEDNRLSVELEAKLV

NTDB id 129646 LG36 RS08775 WP 038601730.1 IPHFYYNFYVFQYATGFAAATFLAEKVVHGSDEERQKYLEYLKAGSSDYPLEVIAKAGVDMESTDYLDAAFELFENRLSELEKLV 595
NTDB id 480 HSISS4 RS02090 WP 002890133.1 IPHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAGSSDYPLEVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALV 594
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logo EKGVHLS
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NTDB id 480 HSISS4 RS02090 WP 002890133.1 EKGVHLS 601
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