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This study aimed to elucidate the interaction mechanism between slipin
proteins and their corresponding channel proteins using molecular structural analysis. The complex
of different slipin proteins and their respective channel proteins were examined by using nematodes
and bacteria as models. The expression system of full-length proteins and fragments were
established, and the identification of stable and purifiable fragments was successful. The
propensity of some proteins to form multimeric structures was also consistently confirmed. Weak
interactions between MEC-2 and MEC-4 were detected. The structure of MotA/B homologs was revealed by

cryo-electron microscopy, and the mechanism of structural changes in MotB homologs through binding
to Nat+ was also elucidated.
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