Supplemental Table 3. Enriched motifs of the proliferation cluster are also over-represented in orthologous mouse promoters
	Motif
	p-value

	NFY.01
	3.43E-11

	NFY.03
	3.75E-08

	CAAT.01
	6.56E-08

	NFY.02
	3.17E-07

	E2F.03
	1.10E-06

	CDE.01
	2.32E-05

	CHR.01
	3.58E-04

	SRF.02
	3.69E-04

	PBX1.01
	5.79E-04

	COMP1.01
	6.75E-04

	ZF5.01
	7.52E-04

	VMYB.02
	8.61E-04

	ATF6.01
	8.70E-04

	MYCMAX.03
	1.23E-03

	CREBP1CJUN.01
	1.49E-03

	AHRARNT.02
	1.58E-03

	E4F.01
	4.36E-03

	ARE.01
	5.22E-03

	ATF.02
	5.27E-03

	USF.01
	5.43E-03

	FREAC4.01
	5.49E-03

	NF1.01
	5.56E-03

	NRSE.01
	5.73E-03

	E2F.02
	5.90E-03


For 100 out of 168 human genes in the proliferation cluster we found putative mouse orthologous (based on gene symbol identity). The promoters of these mouse genes were scanned against all PSSMs in MatInspector database. For each PSSM a hyper-geometric p-value score was calculated in order to assess the extent to which it is over represented among a cluster’s genes orthologous compared to a background of 22,000 gene promoters represented on the mouse genome 430 Affymetrix array. The proliferation cluster enriched motifs are depicted in bold-face.
