Supplemental Table 1. Functional and pathway enrichment analysis of the module genes
	Module
	Term
	Count
	%
	P value
	FDR

	Module 1
	GO:0030595~leukocyte chemotaxis 
	2 
	11.40 
	5.75E-03 
	3.84

	
	GO:0016021~integral component of membrane
	5  
	28.51
	5.26E-02
	25.60

	
	GO:0004949~cannabinoid receptor activity
	2
	11.40
	3.28E-03
	1.42

	
	GO:0000281~mitotic cytokinesis    
	2
	10.13
	7.30E-03
	6.33

	Module 2
	GO:0005634~nucleus    
	7
	35.46
	2.23E-04
	0.16

	
	GO:0005524~ATP binding    
	6
	30.40
	5.14E-04
	0.33

	
	xtr04110: Cell cycle    
	3
	15.20
	2.00E-03
	0.63

	
	GO:0051281~positive regulation of release of sequestered calcium ion into cytosol
	2 
	6.89 
	2.14E-02 
	23.01

	Module 3
	GO:0005643~nuclear pore 
	2 
	6.89 
	2.32E-02 
	18.54

	
	GO:0004252~serine-type endopeptidase activity
	2 
	6.89 
	9.30E-02 
	51.89

	
	ocu04115: p53 signaling pathway
	5 
	17.24 
	1.90E-05 
	0.02



