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é 0.125 1 @ replicate1 n
g B replicate 2
g 0.100 4 % replicate3
g
g 0.075 1 =
bS]
g 0.050 = . *
©
£ PY =
8 0.025 ° *
& u ® * o )
T T T T T T
Short capped RNA, single-end sequencing
€ 259 @ repicate1 *
g B replicate2 °
o 20 A :
S * replicate 3 N
3 15
¢ D
© 10 1
S [ |
I
3 5] o °
e .l m [ ] s v
T T T T T T
0 hr 1hr 4 hr 12 hr 24 hr 96 hr

Time point

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

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.
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Global dispersion value between the paired-end and single-end short capped RNA library for each time

Supplementary Figure S5D.
point and replicate.



