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Fig. S1. Molecular docking analysis of reference compounds (a): Pose view of interaction of reference compounds with receptors ERα, PR, EGFR and mTOR. 

(b): Overlay of reference compounds in active pockets of ERα, PR, EGFR and mTOR. ERα: Estrogen receptor, PR: Progesterone receptor, EGFR: Epidermal 

growth factor receptor and mTOR: Mammalian target of Rapamycin having RMSD values 0.7766 Å, 1.1922 Å, 1.1133 Å and 1.6347 Å respectively.


