Supplementary Tables

Table S1.  Strand bias of RNAz hits.
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	Intron
	1.15
	2.0e-1
	1.14
	5.3e-1

	overlaps splice site
	1.15
	4.3e-3
	1.20
	8.9e-2

	Noncoding
	0.89
	1.2e-2
	0.75
	5.9e-3

	Exon
	1.03
	<1e-5
	1.27
	1.6e-2

	5’ UTR
	1.23
	3.0e-5
	1.21
	5.8e-2

	3’ UTR
	1.06
	4.3e-1
	0.72
	2.7e-2

	overlaps start
	1.66
	<1e-5
	2.29
	<1e-5

	Overlaps stop
	1.11
	2.9e-1
	1.00
	1

	Totals
	1.12
	<1e-5
	1.15
	1.0e-3

	b.  400 bp windows
	
	
	
	

	Intron
	1.25
	1.0e-5
	1.75
	2.0e-1

	overlaps splice site
	1.15
	2.1e-3
	1.49
	5.7e-3

	Noncoding
	0.76
	3.0e-4
	0.55
	3.0e-4

	Exon
	1.08
	2.1e-1
	0.90
	5.5e-1

	5’ UTR
	1.26
	4.0e-5
	1.49
	3.0e-2

	3’ UTR
	0.95
	5.5e-1
	0.67
	7.7e-2

	overlaps start
	1.43
	<1e-5
	2.41
	<1e-5

	Overlaps stop
	1.32
	<1e-5
	0.87
	5.2e-1

	Totals
	1.16
	1e-5
	1.22
	1.1e-3
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