
3 Functional Genomic QC measurement

3.1 Peak Height distribution

According to the peak location, All peaks are separated into
several part, promoter region; intron; Distal intragenic region
and so on. In addition peaks fold change accumulative plot is
set to value the peak quality and distribution.

Figure 7: Peak height distribution

5 10 15 20 25

0.
0

0.
2

0.
4

0.
6

0.
8

1.
0

Peaks distribution

Fold change of peaks

Fn
(fo

ld
 c

ha
ng

e 
of

 p
ea

ks
)

cutoff=10

1.1 %0.7 %0.6 %0.9 %0.7 %0.6 %0.4 %1.4 %
1.9 %

41.6 %

50.0 %

Genome

Promoter (<=1000 bp): 1.1 %
Promoter (1000−2000 bp): 0.7 %
Promoter (2000−3000 bp): 0.6 %
Downstream (<=1000 bp): 0.9 %
Downstream (1000−2000 bp): 0.7 %
Downstream (2000−3000 bp): 0.6 %
5'UTR: 0.4 %
3'UTR: 1.4 %
Coding exon: 1.9 %
Intron: 41.6 %
Distal intergenic: 50.0 %

17.4 %

1.7 %
0.8 %
1.5 %
0.7 %
0.8 %

6.4 %

1.6 %
2.3 %

35.0 %

31.7 %

ChIP

Promoter (<=1000 bp): 17.4 %
Promoter (1000−2000 bp): 1.7 %
Promoter (2000−3000 bp): 0.8 %
Downstream (<=1000 bp): 1.5 %
Downstream (1000−2000 bp): 0.7 %
Downstream (2000−3000 bp): 0.8 %
5'UTR: 6.4 %
3'UTR: 1.6 %
Coding exon: 2.3 %
Intron: 35.0 %
Distal intergenic: 31.7 %

11

MAX
16,787761 850 ST

8,8522,421 1,872

Ab5 ST-HA

EP400
10,8542,229 1,428

0

5

10

15

20

25

30

no IgG Max

%
 In

pu
t

1s
t C

hI
P 

ST
 o

r H
A

1st ChIP with ST or ST-HA
Re-ChIP with MAX 

ST

HA-ST

0
0.5

1
1.5

2
2.5

3
3.5

4
4.5

no IgG Max

%
 In

pu
t

1st
EP

40
0 

C
hI

P

1st ChIP with EP400
Re-ChIP with MAX 

MCM7

PCBP1

MAX MAX

PCBP1

A

B

3 Functional Genomic QC measurement

3.1 Peak Height distribution

According to the peak location, All peaks are separated into
several part, promoter region; intron; Distal intragenic region
and so on. In addition peaks fold change accumulative plot is
set to value the peak quality and distribution.

Figure 9: Peak height distribution
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