
Table S5: Evaluation of fitting models. Higher R-squared values for each network are in bold.
	Controllers per target (incoming)
	
	
	
	

	Exponential fit
	
	
	
	Scale-free fit
	

	Network
	slope
	R squared
	Network
	slope
	R squared

	Human miRNA
	13.2
	0.964
	
	Human miRNA
	0.92
	0.881

	Human TF
	10.1
	0.967
	
	Human TF
	0.88
	0.867

	E. coli TF
	9.2
	0.953
	
	E. coli TF
	1.49
	0.91

	Yeast TF
	10.4
	0.997
	
	Yeast TF
	1.01
	0.753

	Human Kinase
	3.9
	0.916
	
	Human Kinase
	1.37
	0.939

	Yeast Kinase
	3.6
	0.92
	
	Yeast Kinase
	1.18
	0.958

	
	
	
	
	
	
	

	Targets per control (outgoing)
	
	
	
	

	Exponential fit
	
	
	
	Scale-free fit
	

	Network
	slope
	R squared
	Network
	slope
	R squared

	Human miRNA
	0.0047
	0.964
	
	Human miRNA
	0.62
	0.579

	Human TF
	0.028
	0.74
	
	Human TF
	1.18
	0.567

	E. coli TF
	0.028
	0.697
	
	E. coli TF
	0.77
	0.928

	Yeast TF
	0.0059
	0.948
	
	Yeast TF
	0.47
	0.6055

	Human Kinase
	0.15
	0.837
	
	Human Kinase
	0.78
	0.911

	Yeast Kinase
	0.015
	0.9646
	
	Yeast Kinase
	0.65
	0.758
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