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NTDB id 1161540 ACLMBR RS05785 WP 321381444.1 HLKNDQDTADSLYQNLHDKALSILTSVSEATSWFEPEILEIPEDELEKYLAENEKLQPYAHLLDSLTSAREHVLSAREEE 160
NTDB id 480 HSISS4 RS02090 WP 002890133.1 SMKNDQDTTVGLYQEYQAKASNLYSQLSEAFAYFEPEFMALDDKKLAEFKEQEPGLGLYDHYFERLLANKDHVLSQEAEE 155
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NTDB id 1161540 ACLMBR RS05785 WP 321381444.1 LLAGAGEIFAAPSKTFSVLNNADITFPTVKNEEGQDVQLTHGLYGQLMESPDREVREGAFKALYQTYEGLKNTFATTLST 240
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NTDB id 1161540 ACLMBR RS05785 WP 321381444.1 NVKAHNYKAKVHKYESARAAALANNHIPEAVYDTLLHVVNEHLPLLHRYVDLRKELLGVEELHMYDMYTPLTGEAPIKYS 320
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NTDB id 1161540 ACLMBR RS05785 WP 321381444.1 IEAATEETLKGLQPLGEDYLAILKEAFGNRWIDWLENEGKRSGAYSSGAYDTNPYILMNWQDSLNQLYTLVHELGHSVHS 400
NTDB id 480 HSISS4 RS02090 WP 002890133.1 YEESLKKAEEVLAIFGEEYSKGVHAAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHS 394
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NTDB id 1161540 ACLMBR RS05785 WP 321381444.1 NSDYPIEVMKKAGVDMTQSAYIEDAMKVFEERLNELEQLIAAQQA.. 605
NTDB id 480 HSISS4 RS02090 WP 002890133.1 SSDYPLEVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVEKGVHLS 601
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