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The dataset of domainswith different folds

The table contains SCOP sid domain identifier, domain class, sequence length, root-mean-sgquare-error

(RMSE) of the structure regularization, and SPACI score as a measure of the structure quality.
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Figure 5S. Reconstruction of the protein G fold by specifying predicted interactions (Case 1).
The graphs demonstrate the evolution of the microscopic energy, E, and fraction of the native
contacts, Q, during the ssmulation run in the top and middle panel respectively. The bottom panel
demonstrated the relationship between Q and E.
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Figure 6S. Reconstruction of the protein G fold by specifying predicted interactions (Case 2).
The graphs demonstrate the evolution of the microscopic energy, E, and fraction of the native
contacts, Q, during the ssmulation run in the top and middle panel respectively. The bottom panel
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demonstrated the relationship between Q and E.
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Figure 7S. Reconstruction of chymotrypsin inhibitor 2 CI2 fold by specifying predicted
interactions. The graphs demonstrate the evolution of the microscopic energy, E, and fraction of
the native contacts, Q, during the simulation run in the top and middle panel respectively. The
bottom panel demonstrated the relationship between Q and E.
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Figure 8S. Reconstruction of the SH3 domain fold by specifying predicted interactions. The
graphs demonstrate the evolution of the microscopic energy, E, and fraction of the native
contacts, Q, during the ssmulation run in the top and middle panel respectively. The bottom panel
demonstrated the relationship between Q and E.
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Figure 9S. Reconstruction of the cold-shock protein CspA fold by specifying predicted
interactions. The graphs demonstrate the evolution of the microscopic energy, E, and fraction of
the native contacts, Q, during the simulation run in the top and middle panel respectively. The
bottom panel demonstrated the relationship between Q and E.



