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NTDB id 586 KW2 RS10855 WP 011836048.1 YELEGSSAKRLRLSTVGDFEGNESLVIRLLHDQKQELEFWFDDK..LQDFRCKRGLYLFAGPVGSGKTSLMFDLAHRHFS 156
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NTDB id 394 FSA28 RS09405 WP 002291652.1 YSYDEGKVISLRLSSVGDYRGYESLVIRLLFSGRHDLKFWFNSMDLILNEIKGRGLYLFSGPVGSGKTSLMYQLVKLRFE 158
NTDB id 429 SGO RS09420 WP 012130942.1 YRYDD.KETSIRLSTVGDYRGYESLVIRLLHDEETELKFWFTHFPELREKFKDRGLYLFSGPVGSGKTTLMHQLAQLKFK 157
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