
 
 
Supplementary Figure S5A. Percentage of sequenced reads aligning to the DBI promoter region in the 
paired-end (top) and single-end (bottom) libraries of short capped RNAs. 
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Supplementary Figure S5B.  
Distribution of sequenced reads 
over the DBI promoter region 
in the single-end libraries of 
short capped RNAs. 



 MiSeq time course samples, paired-end sequencing, tag count

H
iS

eq
 ti

m
e 

co
ur

se
 s

am
pl

es
, s

in
gl

e-
en

d 
se

qu
en

ci
ng

, t
ag

 c
ou

nt

101

103

105

107

0 
ho

ur

Replicate 1
dispersion = 0.63

Replicate 2
dispersion = 0.82

Replicate 3
dispersion = 0.70

101

103

105

107

1 
ho

ur

dispersion = 0.78 dispersion = 0.84

101

103

105

107

4 
ho

ur

dispersion = 0.92 dispersion = 0.81 dispersion = 0.83

101

103

105

107

12
 h

ou
r

dispersion = 0.80 dispersion = 0.73 dispersion = 0.69

101

103

105

107

24
 h

ou
r

dispersion = 0.80 dispersion = 0.98 dispersion = 0.72

101 103

101

103

105

107

96
 h

ou
r

dispersion = 1.06

101 103

dispersion = 0.83

101 103

dispersion = 1.06

Supplementary Figure S5C.  
Scatter plots comparing the 
expression level of short 
capped RNAs in the THP-1 
time course between the 
paired-end and the single-end 
libraries of short capped 
RNAs. Each dot represents 
one transcription initiation 
peak on the genome. The 
peak at the DBI promoter is 
indicated in blue. The global 
dispersion value is shown in 
the title of each panel. 



 
Supplementary Figure S5D.  
Global dispersion value between the paired-end and single-end short capped RNA library for each time 
point and replicate. 
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