Supplementary Table S5 | Deposited data and analysis

Deposited Data
Resource
The Repli-seq dataset

Replication origin dataset

Nascent RNA-seq dataset

H3K36me3 and H3K9me3
ChlP-seq datasets
H3K4me3 and H3K27me3
ChIP-seq datasets
H3K9me2 and H3K27ac

ChIP-seq datasets

DNase-seq dataset

Human evolutionary break

points

Source
GEO
GEO

GEO

GEO

GEO

GEO

GEO

GitHub
Supporting data
RECOMB-CG
2019

Identifier
GSM3759850, GSM3759851
GSM2125829, GSM2125830
GSM1671336, GSM1671337,
GSM1671338, GSM1671339

GSM788076, GSM788078,
GSM788069 (Input)
GSM871043, GSM871044,
GSM871045 (Input)
GSM2341638, GSM2341636,
GSM2341640 (Input)

GSM4221655

https://github.com/biocinfoUQA
M/RECOMB-CG-2019_supp



Software and Algorithms

Resource Source Identifier

Babraham https://www.bioinformatics.babrah
Trim Galore

Bioinformatics am.ac.uk/projects/trim_galore/

SRA Toolkit

SRA-Tools Development Team from http://ncbi.github.io/sra-tools/
NCBI
http://bowtie-

Langmead, B. &
Bowtie2 bio.sourceforge.net/bowtie2/index
Salzberg, S. L., 20121
.shtml

https://ccb.jhu.edu/software/hisat

HISAT2 Kim, D. et al., 20152
2/index.shtml
http://bioinf.wehi.edu.au/featureC
FeatureCounts Liao, Y. et al., 20143
ounts/
http://homer.ucsd.edu/homer/ngs/
HOMER Heinz, S. et al., 20104
ucsc.html
SAMtools Li, H. et al., 2009° http://samtools.sourceforge.net/
Quinlan, A. R. & Hall, I.  https://bedtools.readthedocs.io/en
Bedtools
M., 20108 /latest/

https://deeptools.readthedocs.io/e
DeepTools2 Ramirez, F. et al., 20167
n/develop/index.html#

R Development Core

R https://www.r-project.org/
Team, 2008
SICER2 Zang, C. et al., 20098 https://zanglab.github.io/SICER2/
McKenna, A. et al., https://software.broadinstitute.org
GATK4
2010° /gatk/

http://boevalab.inf.ethz.ch/FREE
Control-FREEC Boeva, V. et al., 201210
Cl/index.html



Circos

ChlPseeker

ClusterProfiler

IGV (Integrative

Genomics Viewer)

TxDb.Hsapiens.U
CSC.hg38.known

Gene

Gviz

ggpubr

ggplot2

Stats

DOSE

Org.Hs.eg.db

Krzywinski, M. et al., 2009"

Yu, G. et al.,, 20152

Yu, G. et al., 20123

Robinson, J. T. et al.,
2011%, Thorvaldsdottir,
H. et al., 2013
Bioconductor core team
and Bioconductor
package maintainer,
2019
Hahne, F. & lvanek, R.,
20161®

A. Kassambara., 2016

Ginestet, C., 201117

R Core Team, 2019

Yu, G. et al., 201518

Marc Carlson, 2019

http://www.circos.ca/
https://bioconductor.org/packages
Irelease/bioc/html/ChlPseeker.ht
ml
http://www.bioconductor.org/pack
ages/release/bioc/html/clusterPro

filer.html

http://www.igv.org/

http://www.bioconductor.org/pack
ages/release/data/annotation/htm
I/TxDb.Hsapiens.UCSC.hg38.kno
wnGene.html
http://bioconductor.org/packages/
release/bioc/html/Gviz.html
https://cran.r-
project.org/web/packages/ggpubr
/index.html
https://cran.r-
project.org/web/packages/ggplot2

/index.html

https://www.R-project.org/

http://www.bioconductor.org/pack
ages/release/bioc/html/DOSE.ht
ml

http://www.bioconductor.org/pack



Remap Development

Remap
Team from NCBI
SPADE Mori, H. et al., 2019"°
BWA H. Li, 2013
Paulsen, M. T. et al.,
Segment.pl

ages/release/data/annotation/htm
l/org.Hs.eg.db.html
https://www.ncbi.nlm.nih.gov/gen
ome/tools/remap
https://github.com/yachielab/SPA
DE
http://bio-
bwa.sourceforge.net/index.shtml

http://sourceforge.net/projects/se
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