Supplemental Table 4. Functional categories (biological process) enriched in up regulated genes

	GO term
	PH
	Gene Symbol
	Gene Name
	Fold change

	Cellular catabolic process/oxidative demethylation
	3/9
	CYP3A4
	Cytochrome P450, family 3, subfamily A, polypeptide 4
	1.99

	
	
	CYP3A5
	Cytochrome P450, family 3, subfamily A, polypeptide 5
	

	Negative regulation of heart rate
	2
	FKBP1B
	FK506 binding protein 1B, 12.6 kDa
	2.10

	Tcell medited cytotoxity
	2
	CADM1
	Cell adhesion molecule 1
	2.40

	Activation of phospholipase A2 activity
	2
	ANG
	Angiogenin, ribonuclease, RNase A family, 5
	1.81


Population Hits (PH) - the number of genes, available on the entire microarray platform, annotated by the considered GO Biological Process category or annotation cluster, with P < 0.05; P-value - the significance p-value of the gene enrichment of the considered GO Biological Process category or annotation cluster, calculated with a unilateral Fisher exact test






















