
[bookmark: _GoBack]3D Kinetic Analysis: a Rapid, Model Independent, Method for Enzyme Kinetics

Armina Abbasi*1,2, John T. Rodgers1,2, and Jeffrey P. Jones1

1Department of Chemistry, Washington State University, Pullman, Washington
2 Current address: Pharmacokinetics and Drug Metabolism, Amgen Inc., South San Francisco















Supplemental Table 1. Correlation Matrices of the best forming model for each of the case studies


	Correlation Matrix

	Substrate, Model

	CZN, MM

	N/A

	O6BG, MAM

	
	k3
	k4
	k5

	k3
	1
	0.778
	0.253

	k4
	0.778
	1
	0.701

	k5
	0.253
	0.701
	1

	DACA, SIM1

	
	k3
	k4
	k5

	k3
	1
	0.664
	-0.184

	k4
	0.664
	1
	0.479

	k5
	-0.184
	0.479
	1

	MDMA, RevTDI

	
	k3
	k4
	k6

	k3
	1
	0.531
	-0.855

	k4
	0.531
	1
	-0.177

	k6
	-0.855
	-0.177
	1





Supplemental Figure 1. Plot of residuals of the best forming model for each of the case studies are presented here with time on the x-axis and the residual error (e i = y i - y^ i) on the y-axis.
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