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NTDB id 1029 TT RS02230 WP 011228203.1 LGAGLTLLQALAILERQTENRKFREILKQVRTDVEGGMAFSEALSKH.KIFSRLYVNLVRAGETSGGLDLILDRLASFLEKELEL 161
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NTDB id 1029 TT RS02230 WP 011228203.1 RGKIRSAMTYPVIVFVFAVGVAYFLLTGIVPQFAQILTDLGSELPLLTRFLIAVSDLLRAATLPLLLLAVALFFAYRW.YYGTPQ 245
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NTDB id 1029 TT RS02230 WP 011228203.1 GRRVIDRLKLRLPVFGNLNRKTAVARFSRTLALLLSSGVNIVEALDITKGTAGNSVVEEIVEAAKLKIQQGDPLNLTLAQHPFVF 330
NTDB id 1198 PSJM300 03950 AFN76868.1 FRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVDALDSVAGATGNVVFRSATNKIKSDVSSGMQLNFSMR.TTGTF 332
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NTDB id 1029 TT RS02230 WP 011228203.1 PPMVSSMVAIGEETGALDTMLSKVADFYEREVDEAVASLTAAIEPLMIIFLGVIVGMIVAGMFLPLFKIIGTLSVQ 406
NTDB id 1198 PSJM300 03950 AFN76868.1 PSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTALMEPMIMAVLGVLVGGLIIAMYLPIFQMGSVV... 405
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