Table S3. Genome-wide distribution of sequence reads

	
	Feature

	
	Mappable portion of ref-genome
	Exons
	Introns

	Genome-wide
	2858032941bp
	39822496
	992341907

	Proportion of mappable genome
	100%
	1.39%
	34.72%

	Short DHS reads
	Total read base
	367698450bp
	32406185bp
	149263205bp

	
	Proportion of read base
	100%
	8.81%
	40.59%

	
	Enrichment+
	1.0
	6.3
	1.2


Genome-wide distribution of sequence reads in coding exons and introns. Exons refers to sequences that code for amino acids. Intron refers to the DNA sequence within a gene, and the 
corresponding sequence in RNA transcripts is removed by RNA splicing. We calculate the enrichment factor using the following equation:  (number of nucleotides mapped to defined region/number of nucleotides mapped to the genome)/(number of nucleotides comprising defined region/ number of nucleotides comprising the genome).
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