SUPPLEMENTARY INFORMATION

A ChIP-Seq Data Analysis Pipeline Based on Bioconductor Packages

Seung-Jin Park"? Jong-Hwan Kim"?, Byung-Ha Yoon'?, Seon-Young Kim'?**

'Personalized Genomic Medicine Research Center, Korea Research Institute of Bioscience and
Biotechnology (KRIBB), Daejeon 34141, Korea,
2Department of Functional Genomics, University of Science and Technology (UST), Daejeon 34113, Korea

http://www.genominfo.org/src/sm/gni-15-11-s001.pdf



1. HeLa_Control_trimmed.fq.gz Read: AC G

2 o
L=
§ o
g -
53
s =
P

(=]

[= -

o

A [ G T
Genome

o | 1- Hela_H3K4me3_trimmed.fq.gz Read: ACG
5]
3

(=]
g3
h=d
@ Ty
T 24
=2 =

=

[

o

A c G T
Genome

Supplementary Fig. 6. Mismatch type. It shows the frequency of read bases that caused

mismatches in the alignments to the reference genome, separately for each genome base.





