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structural basis of channelization of Nat+-pump by palytoxin

Kanai, Ryuta
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Palytoxin, a marine toxin, targets a sodium pump that transports sodium ions
to external and potassium ions to cytoplasm. Palytoxin interferes with the pumping of a sodium pump
and forces it to become an ion channel. Here, in order to elucidate the mechainsm of a sodium pump
inhibition induced by palytoxin, 1 performed a crystallographic analysis of palytoxin-bound sodium

pump. The result showed that palytoxin is bound to the extracellular side of the ion pathway of the
sodium pump and makes the extracellular gate opened.
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