Effect of methamphetamine on spectral binding, ligand docking and metabolism of anti-HIV drugs with CYP3A4 
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S1 Table: The difference in docking scores and clusters of CYP3A4 bound with ligands between with and without the presence of methamphetamine (MA).
	
	Highest score
	Clusters

	
	Ritonavir
	Lopinavir
	Ritonavir
	Lopinavir

	No MA
	66.92
	54.06
	3
	3

	MA: Mode I
	50.33
	44.28
	10
	7

	Difference (()
	16.59
	9.78
	7
	4

	MA: Mode II
	43.95
	43.64
	10
	10

	Difference (()
	22.97
	10.42
	7
	7


Difference (() corresponds to the differences in highest scores or clusters between MA and without MA for ritonavir and lopinavir in both the binding modes. These differences are much higher with ritonavir than lopinavir.  
