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In this study, we developed the SAUA-FFR method for efficient modeling of
protein 3D structures from experimental data obtained by single-particle analysis using cryo-EM.
Compared to conventional methods, this method more accurately reproduces the secondary structure of
a protein and enables the selection of a protein-like structure from among candidate structural
models. The method is implemented in the molecular dynamics software GENESIS and is available free
of charge. An easy-to-understand tutorial on this method is also available on the GENESIS website.
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