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Structure of the membrane protein (M protein)
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Coronavirus assembly inhibitor CIM-834 targets the M protein

Orally efficacious coronavirus assembly inhibitor, CIM-834
I (Nature, 2025)
(Nature’ 2025) CIM-834 specifically binds to M protein in “short” form
CIM-834 is plugged into a cryptic
allosteric pocket in the “short” form
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Laporte, M. et al. (2025) A coronavirus assembly inhibitor that
targets the viral membrane protein. Nature, 640: 514-523.
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