Supplemental Table 2. 5'-UTR analysis of the proliferation cluster genes
	Motif
	Over representation p-value

	
	200 bps 5'-UTR 
	Full 5'-UTR 

	NFY.01
	1
	0.0095

	E2F.03
	0.00023
	0.00004

	CDE
	0.0049
	0.0000003

	ELK1.02
	0.187
	0.012

	CHR.01
	0.007
	0.092


A hyper-geometric p-value score was calculated in order to assess the extent to which a motif is over represented in the 5'-UTRs of the cluster’s genes compared to the rest of the genes on the array. The analysis was conducted either on the 200 bps downstream from the TSS or on the full-length 5'-UTR as determined by the UCSC database.

