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Figure S1. The initial state, State a and the time-dependent RMSDgrgm of the Su-GaMD
simulations from three different starting points for the recognition process of RBDwr to ACE2.
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Figure S2. (A) The starting point (which is the same as in Figure 2A) and (B) the time-dependent
RMSDgrewm of the 1000-ns cMD simulation for the recognition process of RBDwr to ACE2.
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Figure S3. The initial state, State a and the time-dependent RMSDgrgm of the Su-GaMD

simulations from three different starting points for the recognition process of RBDpeita to ACE2.
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Figure S4. The initial state, State a and the time-dependent RMSDgrgm of the Su-GaMD
simulations from three different starting points for the recognition process of RBDomicrona.2 t0
ACE2.
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Figure S5. Workflow of the Su-GaMD simulation.



