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NTDB id 39714 TSC RS03515 WP 015716623.1 LGAGLTLLQSLSILERQTENKKFREIIKKVRTDIEGGMAFSDALAKHKL.FSRLYVNLVRAGETSGGLDLILDRLATFLEKDLEL 161
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NTDB id 39714 TSC RS03515 WP 015716623.1 RGKIRSAMTYPVIVFVFAVGVAYFLLTGIVPQFAQILTDLGSELPLLTRFLIALSGFLRAATLPLILLAVVLFFVYRWYYR...T 243
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NTDB id 39714 TSC RS03515 WP 015716623.1 SQGRKVIDRIKLRMPVFGNLGRKTAVARFSRTLALLLSSGVNIVESLDITKGTAGNSVVEEIVDTAKLKVQQGEPLNLTLAQHPF 328
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NTDB id 39714 TSC RS03515 WP 015716623.1 VFPPMVSSMVAIGEETGALDTLLSKIADFYEREVDEAVASLTAAIEPLMIIFLGVIVGMIVAGMFLPLFKIIGTLSAQ 406
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