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NTDB id 57819 ECBG RS09900 WP 015509978.1 QDTANTTYQGLYAKASNLVAQVSEAVAWFDPELLTMSDETIWGYFDQEPKLAVYRHMIEKTINERPHVLPAEQEALLAGAGEIFG 170
NTDB id 480 HSISS4 RS02090 WP 002890133.1 QDTTVGLYQEYQAKASNLYSQLSEAFAYFEPEFMALDDKKLAEFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELLAAAGDIFN 165
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NTDB id 57819 ECBG RS09900 WP 015509978.1 SARQAALSANHIPESVYDTLVDVVNQHLPLLHRYMALRKRLLAVDTLHMYDVYTPILGEAPIRYTYEEAVEKAKEALKPLGEEYL 340
NTDB id 480 HSISS4 RS02090 WP 002890133.1 SARHAALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLS.ETETALTYEESLKKAEEVLAIFGEEYS 334
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NTDB id 57819 ECBG RS09900 WP 015509978.1 LEWSRIPHFYYNYYVYQYSTGFSAASALAKKILAGEPDALTNYLNYLKAGRSDYPIEVMKKAGVDMTKADYIEDAMKVFEQRLNE 595
NTDB id 480 HSISS4 RS02090 WP 002890133.1 FEWERIPHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAGSSDYPLEVIKKAGVDMTNTDYLDAAFKVFEDRLVE 589
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