Table S6. Molecular docking analysis of the top 10 significant upstream regulators of differentially
expressed genes (DEGs) in male and female primary hippocampal cells treated with CNP fruit extract.
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Molecular docking was performed between the top upstream regulators involved in regulating DEGs in male and

female rat primary hippocampal cells and their known ligands, including resveratrol and cyanidin-3-glucoside

(C3G) using Discovery Studio 2019 and Autodock 4.2 software. The mean binding free energy values for each pair

of upstream regulators and their ligands were calculated from triplicate experiments. Amino acid interactions were

determined and displayed based on the interaction between the ligand and molecule A or molecule B if the

upstream regulators existed in a complex form as deposited in the RCSB Protein Data Bank database.
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