	Gene prediction
	Algorithm
	Number of bound regions
	Percentage of  bound regions 
	Enrichment over expected 
	Std. deviations above expected

	Ab initio
	GeneID
	63
	6.0%
	2.4
	7.3

	
	GenScan
	68
	6.4%
	1.3
	2.0

	
	FirstEF
	214
	20.2%
	14.8
	54

	Total
	
	256
	24.2%
	3.1
	19.3

	EST
	ACEview
	144
	13.6 %
	5.8
	18

	
	ECgene
	254
	24.1%
	2.2
	13.2

	
	UniGene
	128
	12.1 %
	3.4
	14.8

	
	Retroposed 
	38
	3.6%
	2.1
	4.6

	
	Xeno
	46
	4.4%
	5.9
	14.2

	Total
	
	325
	31%
	2.2
	15.4

	All models
	
	432
	41%
	2.0
	17.3


Table S4. Gene models bound by RNA polymerase II.

The number and percentage of bound genomic loci outside of known genes (>10 kb away) that lie within 1 kb of the 5’ end of a predicted gene. Gene predictions are split according to the information used by the algorithms to create gene models; GenScan, GeneID, and FirstExonFinder predictions are based solely on DNA sequence, EST clustering and alignment models take EST sequences into account. Enrichment over expected is the ratio of the number of observed bound regions at predicted TSSs to the average of 1000 runs using the same distribution of randomized bound regions.
