Supplementary File 3: Comparison of SUMO sites identified in this study with sites predicted by SUMOsp (Zhao et al., 2014)
	
	
	Number identified by SUMOsp 
(prediction threshold)

	Lysine class
	Number in dataset
	(High)
	(Medium)
	(Low)

	SUMOylated
	2745
	321
	428
	512

	non-SUMOylated
	29847
	528
	1105
	1778
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