
A

B

−3000 −1500 TSS 1500 3000
genomic region (5' −> 3')

re
ad

 c
ou

nt
 fr

eq
ue

nc
y

6e-04

4e-04

2e-04

promoter (<= 1 kb) (62.51%)
promoter (1−2 kb) (9.87%)
promoter (2−3 kb) (5.39%)
5' UTR (0.33%)
3' UTR (1.03%)
1st Exon (0.05%)
other Exon (1.61%)
1st Intron (4.97%)
other Intron (8.43%)
downstream (<= 300) (0.46%)
distal intergenic (5.33%)

10

0 200 400 600 800 1000

0
2

4
6

8

fragment length (bp)

0 200 400 600 800 1000
fragment length (bp)

no
rm

. r
ea

d 
de

ns
ity

10-5

10-4

10-3

10-2

no
rm

al
iz

ed
 re

ad
 d

en
si

ty
 (×

10
-3
)

C


