[bookmark: _GoBack]Table S2. The most important functions of GO enrichment (GO-BP, MF, and CC) items with count in network, strength, signal, and false discovery rate.
	GO-term
	Description
	Count in network
	Strength
	Signal
	False discovery rate

	GO: Biological process

	GO:0010556
	Regulation of macromolecule biosynthetic process
	9 of 3127
	1.02
	1.03
	3.94e-05

	GO:0031326
	Regulation of cellular biosynthetic process
	9 of 3224
	1.01
	1.02
	3.94e-05

	GO:0010468
	Regulation of gene expression
	9 of 3488
	0.97
	0.97
	3.94e-05

	GO:0080090
	Regulation of primary metabolic process
	9 of 3821
	0.93
	0.92
	3.94e-05

	GO:0051171
	Regulation of nitrogen compound metabolic process
	9 of 3772
	0.94
	0.92
	3.94e-05

	GO:0050794
	Regulation of cellular process
	10 of 5729
	0.8
	0.75
	3.94e-05

	GO: Molecular function

	GO:0003700
	DNA-binding transcription factor activity
	8 of 1515
	1.28
	1.67
	6.77e-07

	GO:0003677
	DNA binding
	11 of 2981
	1.13
	1.54
	3.71e-09

	GO:0043565
	Sequence-specific DNA binding
	5 of 1005
	1.26
	1.04
	0.0014

	GO:0000976
	Transcription cis-regulatory region binding
	4 of 571
	1.41
	1.04
	0.0032

	GO:0005488
	Binding
	12 of 16563
	0.42
	0.35
	0.0024

	GO: Cellular component

	GO:0005634
	Nucleus
	12 of 7023
	0.79
	0.83
	2.50e-07



