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. The integration of ClyA nanopore and MD approach, will help us to achieve our We want to realize stable mid-trapping events to avoid the active-site blocking of

trans

Proteases when trapped at the constriction region.

objective: capture the functional conformational states of Proteases.
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Objective 2: ‘Lock’ the mid-trapping states by pore engineering for further dynamics Objective 3: Exploring the conformational dynamics and possible kinetics of Proteases.
detection upon ligand binding or catalytic analysis. Open& Close states: The APO states showed higher dynamics in pore.
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