Table S1. Stereochemical evaluation of 3D models from rPON1 and rCAT.
	
	Software
	Ramachandran plot (number of residues in)
	Q-mean score

	
	
	favored region
	allowed region
	outlier region
	

	Paraoxonase 1
	CPHmodels
	91.6%
	7.8%
	0.6%
	-2.11

	
	Phyre2
	94.8%
	4.5%
	0.6%
	0.19

	
	Swiss model
	94.9%
	4.8%
	0.3%
	0.19

	
	Modeller
	96.3%
	3.2%
	0.6%
	-1.29

	Catalase
	CPHmodels
	95.8%
	4.0%
	0.2%
	-2.09

	
	Phyre2
	94.3%
	5.0%
	0.8%
	-2.28

	
	Swiss model
	96.0%
	3.2%
	0.8%
	-1.18

	
	Modeller
	96.8%
	3.2%
	0.0%
	-2.36



