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	Key genes
	Active ingredient
	Compound CID
	Free
energy
binding（kcal/mol）

	PKM
	1-(4-hydroxybenzyl)-4-methoxy-9,10-dihydrophenanthrene-2,7-diol
	171577
	-9.8

	LIMK1
	palmatine
	19009
	-8.4


Docking scores were calculated using AutoDock Vina. Lower binding energy values indicate stronger predicted binding affinity.
