Figure S1. Comparative molecular docking of flutamide and BA with AR. (A) Molecular docking analysis revealed 2D and
3D interactions between flutamide and AR. (B) Superposition of BA and flutamide highlighted overlap within the AR binding
pocket. (C) Comparison of the binding energies for BA and flutamide with AR. BA, baicalin; AR, androgen receptor.
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