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ChlP-Atlas

chip-atlas.org

ChlP-Atlas

ChIP-Atlas is an integrative and comprehensive database for visualizing and making use of public ChiP-seq data. ChiP-Atlas
covers almost all public ChlP-seq data submitted to the SRA (Sequence Read Archives) in NCBI, DDBJ, or ENA, and is based on

over 69,000 experiments.

Watch movie introduction

The four main features of ChlP-Atlas are:

Peak Browser Target Genes Colocalization Enrichment Analysis

graphically visualizes protein binding on predicts target genes bound by given predicts partner proteins colocalizing with predicts proteins bound to given genomic
given genomic loci with genome browser transcription factors. given transcription factors. loci and genes.
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Peak Browser

TARTODE—VA—ILT—FZ2FLHTHETES

o0 0 GV
Mouse mm9 chr2 chr2:147,869,489-147,875,082 Go T <« » @ [ = 2 | e RAARARAN AN (AT
mﬁmﬁﬁmﬁ
5,585 bp
147,870,000 bp 147,871,000 bp 147,872,000 bp 147,873,000 bp 147,874,000 bp 147,875,000
| | | | | | | |
Refseq genes — Foxa? L _—
| [ ] [ ]
Suz12 (@ Embryonic Stem Cells) Bcl6 (@ Liver) Ctcf (@ Embryonic limb)
| | |
Suz12 (@ Embryonic Stem Cells) Nr3c1 (@ Liver) Rad21 (@ MEF)
[ ] ] |
itope tags (@ Embryonic Stem Cells) Cebpb (@ Liver) Ctcf (@ mESC derived haematopoietic pr¢
| ] |
Suz12 (@ EM: Stem Cells) Nr1d2ﬁ Liver) Gata2 (QJterus)
Kdm2b (@ Embryonic Stem Cells) Cebpb (@ Liver) Ctcf (@ MEF)
] | | [ |
Suz12 (@ Embryonic Stem Cells) Nr3c1 (@ Liver) Ctcf (@ MEF)
] | |
Rnf2 (@ Embryonic Stem Cells) Cebpa (@ Liver) Ctef (@ Liver)
[ | |
Oth (@ ALL) 100 Nrf1 (@ Embryﬂic Stem Cells) Rxra (@ Liver) Ctcf (@ Heart)
Nrf1 (@ Embryonic Stem Cells) Cebpb (@ Liver) Ctcf (@ Heart)
[ ] | [ ]
Suz12 (@ Embryonic Stem Cells) Rxra (@ Liver) Ctcf (@ Embryonic Stem Cells)
EZH2 (@ mESC derived neural cells) | |
EZH2 (@ mESC c i chr2:147870442-147870661 Cebpa (@ Liver) Ctcf (@ MEF)
MACS2 score S ity — o
Rnf2 (@ Em™" Nr3c1 (@ Liver) Smcia (@ MEF)
Name. 212 (@ mESC derl Onecut1 (@ Li Ctcf (@ Embryonic Stem Cell
1000 TS TRt o e e e necut? (@ Liver) of (@ Embryonic Stem Cells)
2'!",‘,5;1“_ RS Statba (@ Liver) Stag2 (@ Embryonic Stem Cells)
’ ] |
source_name: Differentiated motar neuron CEbpa (@ Liver) Smcla (@ mESC derived neural cell
genotype: WT ] ||
m i ;:gwb""sgﬁfm_hme Cebpb (@ Liver) Srf (@ C3H/10T1/2)
14 tracks hr2:147 870,532 i




Peak Browser

2 /NER MmO GWAS

@ rs2239630
15- . 2
o %
S & o
8 10+ o ? ? °
_| o ® oo o 90 ; %o
87
o L °° o o 8
o o /i
mcpmo ®0 090 ° o 0% Rod %
0d oo 000c0§ o 2°% &° , %g Lo ©,508° o

Ct4orf119 -~ |

(o]

o]
o) o o
©¥» oo

1.0

0.5

% Q@ 6000@69080 8 o

rP11-244E17.1 || I

Recombination rate (cM/Mb)

B Transcription Factor

POLR2A

ChIP Seq

ELF1

SPI1

RUNX3

MYC

TCF3

POLR2A
TAF 1 ———

PML ———————

POU2F2 =e———

MYBL2 —

GATA2

NR2F2 =—

Studd,
TE...

RCOR1

CCNT2
GATA1

JB. et al.,

Leukemia. 2019



ChIP-Atlas TT=E4_ &

W

Target Genes 1' Enrichment Analysis

1 Colocalization

N W S W

—o— kA

— IS, S .

— ol




GATA6 DIFHIELFI(E ?

Target Genes

ChlP-Atlas - Target Genes

Predict potential target genes of TFs.

R. norvegicus D. melanogaster C. elegans S. cerevisiae
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Enrichment Analysis

H. sapiens M. musculus R. norvegicus D. melanogaster C. elegans S. cerevisiae

1. Antigen Class 2. Cell type Class 3. Threshold for Significance

All antigens (31081) All cell types (31081) 50
DNase-seq (1440) Adipocyte (275) 100
Histone (7674) Blood (8600) 200
RNA polymerase (1011) Bone (466) 500
TFs and others (7353) Breast (2889)

Input control (3388) Cardiovascular (785)

Unclassified (6329) Digestive tract (2349)

No description (3886) Epidermis (964)

4. Select your data 5. Select dataset to be compared 6. Describe datasets

~ Genomic regions (BED) or sequence motif (1) " Refseq coding genes (excluding user data) (1) User data title (

* Gene list (Gene symbols) (D * Gene list (Gene symbols) (D) My data

ADN g AGBL5 Compared data title (1
AGO1 ALOXE3

AHCYL2 AMZ2 Control

AJAP1 ANG

APOBEC3C APBB3 Project title @

APOBEC3D ARID2 _
ARHGEF38 ASF1A My project
ATPAF2

Distance range from TSS ()

H:FH@-GCI:#EE"]‘: - 5000 bp=TSS=+ 5000 bp

———

Estimated run time: 4 mins




Enrichment Analysis

H. sapiens M. musculus R. norvegicus D. melanogaster C. elegans S. cerevisiae
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ATAC-seq D& HT

Open chromatin $8i5I1Z. AINEEST HH?

Analyze your data with public ChIP-seq data.

H. sapiens M. musculus D. melanogaster

—

. Antigen Class

All antigens (16138)
DNase-seq (1024)
Histone (3824)

RNA polymerase (629)
TFs and others (5088)
Input control (1956)
Unclassified (596)

No description (3021)

4. Select your data

C. elegans S. cerevisiae

2. Cell type Class

All cell types (16138)
Adipocyte (120)
Blood (4559)

Bone (200)

Breast (1712)
Cardiovascular (498)
Digestive tract (1205)
Epidermis (431)

5. Select dataset to be compared

3. Threshold for Significance

50

100
200
500

6. Describe datasets

© Genomic regions (BED) or sequence motif (i) Random permutation of user data (i) User data titie ©
Gene list (Gene symbols) (i) © BED or sequence motif (i) My data
chr1 100128315 100128440 chr1 10488202 10488365 Compared data title (i)
chr1 103190456 103190612 chr1 107973343 107973565 P—
chrl 107541234 107541357 chr1 108293100 108293277 e
chri 108325177 108325403 chr1 109370825 109371023
chr1 110412483 110412583 chr1110319562 110319739 Project title (D
chr1 111120868 111121001 chr1 112298232 112298429 .
My project

chr1 1116936562 111693799
chr1 112421367 112421483

ATAC-seq

(ALI8 L 7= #HA2)

chr1 113351918 113352118
chr1 116524095 116524271

ATAC-seq
(Control #HAa)

Estimated run time: 2 mins




ATAC-seq D& HT
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chip-atlas.org

ChlP-Atlas

ChIP-Atlas is an integrative and comprehensive database for visualizing and making use of public ChiP-seq data. ChiP-Atlas
covers almost all public ChlP-seq data submitted to the SRA (Sequence Read Archives) in NCBI, DDBJ, or ENA, and is based on

over 69,000 experiments.

Watch movie introduction

The four main features of ChlP-Atlas are:

Peak Browser Target Genes Colocalization Enrichment Analysis

graphically visualizes protein binding on predicts target genes bound by given predicts partner proteins colocalizing with predicts proteins bound to given genomic
given genomic loci with genome browser transcription factors. given transcription factors. loci and genes.
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