
Supplementary Table 5. Molecular docking results of BA and E2F1
	Target protein
	Compound
	Molecular structure
	Binding energy score
	Interaction mode

	E2F1
	BA
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	-6.07 kcal/mol
	π-π interactions
hydrogen bonding
hydrophobic interactions


Notes: binding energy function1:
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AGhind = Clipo-tipo 3, f(71r) + Chbond—neut—nent 2 9(AT)(AQ) + Chbond-neut —charged 2 9(AT)R(Ac)+
Chbond-charged charged Y 9(AT)A(Aa) + Crax metal ion Y J(T1m) + Crotb Hroth+
Cpolar—phob Vpolar—phob + Ceoul Bcoul + Cyaw Evaw + solvationterms




