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NKSGDTLI KDGVPKDYKVADKSGQAI TYASRNDVAFVYPKGQSEPI VLVI FTNKDNKSDK
NKNGDTLI KDGVPKDYKVADKSGQAI TYASRNDVAFVYPKGQSEPI VLVI FTNKDNKSDK
NTTGESI RAGLPEGWVGEDKTGA- GDYGTTNDI AVI WPEDRA- PLI LVTYFTQPQQDAK
NTTGDARI RASVPADW/VGEDKTGSCGAI GTANDYAVI WPKNRA- PLI VSI YTTRKSKDDK
NTTGGERRI RAGVPSGARVADKTGT- GNYGRANDI AVLWPPRSS- PLVWAVMSDRPGFRTP
NTTGESI RAGLPESWVGEDKTGA- GDYGT TNDI AVI WPEDHA- PLVLVTYFTQPQQDAK
NTTGDHSI KAGLPKHW VGEIKTGS- GDYGTTNDI AVI WPKNHA- PLI LVWYFTQQECQDAK
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