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We utilized the HDOCK online platform (http://hdock.phys.hust.edu.cn/) as the molecular docking program for this study. The structures of the docking proteins eEF2K and Lpcat1, with UniProt protein database IDs O08796 and Q3TFD2 respectively, were downloaded. Ligplus software was used to analyze the two-dimensional interactions between the two proteins. PyMOL (version 4.3.0) software was used to visualize the amino acid residues involved in the interaction between the two proteins.
