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	Pathway Name
	KEGG Pathway ID
	Differentially expressed genes
	p-value

	

	Cohort #1 (n=152)

	Focal adhesion
	4510
	131
	0.000178

	Cell cycle
	4110
	93
	0.000781

	ECM-receptor interaction
	4512
	52
	0.002462

	
	
	
	

	Cohort #2 (n=174)

	Cell cycle
	4110
	63
	0.000393

	p53 signaling pathway
	4115
	23
	0.039540



Data were subsetted into high and low DCYTB expression groups (> 0.9 quantile of expression, or < 0.1 quantile). The signaling pathway impact analysis (SPIA) algorithm (Tarca et al., 2009; Tarca et al., 2013, version 2.38), implemented in R, was used to identify significantly activated or inhibited pathways (pFWER< 0.05), using information from KEGG pathway annotations and differentially expressed genes (p< 0.05) between high and low DCYTB expressing groups. 
