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primary active transmembrane transporter activity

0.026185

3 / 119

GO:0015405

P−P−bond−hydrolysis−driven transmembrane transporter activit...
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hydrolase activity, acting on acid anhydrides, catalyzing tr...
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active transmembrane transporter activity
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transmembrane transporter activity
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manganese ion binding
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ATPase activity, coupled
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ATPase activity, coupled to transmembrane movement of substa...
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ion binding
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cation binding
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ATPase activity, coupled to movement of substances
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metal ion binding
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heterocyclic compound binding

0.260138

20 / 3206


