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Figure 1 (Color online) Strategy for the customized design of protein stability. The computational design framework employed in this study comprises
three key steps: (1) an artificial intelligence model generates initial protein structures based on target hydrogenbond counts; (2) molecular dynamics
simulations screen for candidates with optimal physical properties, such as mechanical strength; and (3) the selected designs are translated into
functional macroscopic materials, enabling crossscale customization of stability
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