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Mouse mm39 chr2 chr2:147,869,489-147,875,082 Go T < » rﬁg O = 2 | = RREAAARARAAART] (NARINN
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147,870,000 bp 147,871,000 bp 147,872,000 bp 147,873,000 bp 147,874,000 bp 147,875,004
| | | | | | | | | |
Refseq genes — Foxad | —
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 pre
Suz12 (@ Embryonic Stem Cells) Nr1d2 (@ Liver) Gata2 (@ Uterus)
| | |
Kdm2b (@ Embryonic Stem Cells) Cebpb (@ Liver) Ctcf (@ MEF)
| |
Suz12 (@ Embryonic Stem Cells) Nr3c1 (@ Liver) Ctcf (@ MEF)
I — — —
Rnf2 (@ Embryonic Stem Cells) Cebpa (@ Liver) Ctcf (@ Liver)
—
Oth (@ ALL) 100 Nrf1 (@ Embryonic 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 ¢ 'i'5;12:5;;758;20:;?27147870661 Cebpa (@ Liver) Ctcf (@ MEF)
MACS?2 score WaNY e - 155.0 —_—
Rnf2 (@ Em Nr3c1 (@ Liver) Smc1a (@ MEF)
1D: SRXE72427 I _—
1 500 1000 e i e R ORI () S hp s el
| | | T R Stat5a (@ Liver) Stag2 (@ Embryonic Stem Cells)
' [ — ]
- - - source_name: Differentiated motor neuran Cebpa (@ Liver) Smc1a (@ mESC derived neural cell
genotype: WT |
M I anl DOy Cebpb (@ Liver) Srf (@ C3H/10T1/2)
tracks |fehr2:147 870,532 i ’ ' |[141M of 4840

Oki et al (2018) EMBO Rep
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A ChIP-Atlas Peak Browser  Target Genes Colocalization Enrichment Analysis Publications © Docs SRX018625 Q, Advanced

A ChlIP-Atlas

An integrative, comprehensive database to explore public Epigenetic dataset, including ChiP-Seq, DNase-Seq, ATAC-Seq, and
Bisulfite-Seq data: ChiP-Atlas covers amost all public data archived in Sequence Read Archive of NCBI, EBI, and DDBJ with over
324,000 experiments.

Watch movie introduction

What's new

Data updated! (2022/11/30)
New publication on the NAR web server issue! https://doi.org/10.1093/nar/gkac199 (2022/03/24)
Minor bug fix: Peak Browser / Enrichment Analysis Ul updates the number of experiments by selecting experiment type (2022/03/01)
Updated the order of the genome assembly tabs, now GRCh38 is default. And some minor fixes came together! (2022/02/08)
Added ATAC-Seq and Bisulfite-Seq , together with Ul improvement including 'peak' icon! (2021/10/04)
Updated site design: (2021/01/04)
o Dataset search is available as a standalone function
o |D search at the top right corner now accepts GEO Sample ID (e.g. GSM469863) along with SRA Experiment ID (e.g. SRX018625)
o New information layout for individual experiment list
Added new genome assemblies: hg38, mm10, dm6, ce11. Happy holidays! (2020/12/01)

Peak Browser Target Genes Colocalization Enrichment Analysis
Visualizes protein binding on given Predict target genes bound by given Predict partner proteins colocalizing with Predict proteins bound to given genomic
genomic loci with |GV genome browser transcription factors given transcription factors loci and genes

Watch tutorial movie Watch tutorial movie Watch tutorial movie Watch tutorial movie
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A ChIP-Atlas Peak Browser Target Genes Colocalization Enrichment Analysis Publications ©) Docs

A ChlIP-Atlas

An integrative, comprehensive database to explore public Epigenetic dataset, including ChiP-Seq, DNas
Bisulfite-Seq data: ChiP-Atlas covers amost all public data archived in Sequence Read Archive of NCHI,
324,000 experiments.

SRX018625 Q, Advanced

Advanced

Watch movie introduction

What's new

Data updated! (2022/11/30)
New publication on the NAR web server issue! https://doi.org/10.1093/nar/gkac199 (2022/03/24)
Minor bug fix: Peak Browser / Enrichment Analysis Ul updates the number of experiments by selecting experiment type (2022/03/01)
Updated the order of the genome assembly tabs, now GRCh38 is default. And some minor fixes came together! (2022/02/08)
Added ATAC-Seq and Bisulfite-Seq , together with Ul improvement including 'peak' icon! (2021/10/04)
Updated site design: (2021/01/04)
o Dataset search is available as a standalone function
o |D search at the top right corner now accepts GEO Sample ID (e.g. GSM469863) along with SRA Experiment ID (e.g. SRX018625)
o New information layout for individual experiment list
Added new genome assemblies: hg38, mm10, dm6, ce11. Happy holidays! (2020/12/01)

Peak Browser Target Genes Colocalization Enrichment Analysis
Visualizes protein binding on given Predict target genes bound by given Predict partner proteins colocalizing with Predict proteins bound to given genomic
genomic loci with |GV genome browser transcription factors given transcription factors loci and genes

Watch tutorial movie Watch tutorial movie Watch tutorial movie Watch tutorial movie
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A\ ChiP-Atlas: Dataset Search

Search for data by keywords

Simple search

Detailed search

Showentries Search:
Showing 1 to 20 of 224,659 entries | Copy TSV
Antigen A
SRX ID SRAID GEO ID Genome class Antigen Cell type class Cell type

SRX019491 SRA012529 GSMb534464 hg19, hg38 Input control Input control Adipocyte Adipose stromal cell
SRX019492 SRA012529 GSM534465 hg19, hg38 Histone H3K4me3 Adipocyte Adipose stromal cell
SRX019493 SRA012529 GSM534466 hg19, hg38 Histone H3K4me2 Adipocyte Adipose stromal cell
SRX019494 SRA012529 GSM534467 hg19, hg38 Histone H3K4me1 Adipocyte Adipose stromal cell
SRX019495 SRA012529 GSMb534468 hg19, hg38 Histone H3K27ac Adipocyte Adipose stromal cell
SRX019496 SRA012529 GSM534469 hg19, hg38 Histone H3K27me3 Adipocyte Adipose stromal cell
SRX019497 SRA012529 GSM534470 hg19, hg38 Histone H3K36me3 Adipocyte Adipose stromal cell
SRX019498 SRA012529 GSM534471 hg19, hg38 TFs and others CTCF Adipocyte Adipose stromal cell
SRX019499 SRA012529 GSM534472 hg19, hg38 Histone H3K4me3 Adipocyte Adipose stromal cell
SRX019500 SRA012529 GSM534473 hg19, hg38 Histone H3K4me2 Adipocyte Adipose stromal cell
SRX019501 SRA012529 GSM534474 hg19, hg38 Histone H3K4me1 Adipocyte Adipose stromal cell
SRX019502 SRA012529 GSM534475 hg19, hg38 Histone H3K27ac Adipocyte Adipose stromal cell
SRX019503 SRA012529 GSM534476 hg19, hg38 Histone H3K27me3 Adipocyte Adipose stromal cell
SRX019504 SRA012529 GSMb534477 hg19, hg38 Histone H3K36me3 Adipocyte Adipose stromal cell
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A\ ChiP-Atlas: Dataset Search

Search for data by keywords

Simple search

Detailed search

Showentries

Showing 1 to 20 of 224,659 entries | Copy

T/ I

Search: |

s - A

Antigen A
SRX ID SRAID GEO ID Genome class Antigen Cell type class Cell type
SRX019491 SRA012529 GSM534464 hg19, hg38 Input control Input control Adipocyte Adipose stromal cell
SRX019492 SRA012529 GSM534465 hg19, hg38 Histone H3K4me3 Adipocyte Adipose stromal cell
SRX019493 SRA012529 GSM534466 hg19, hg38 Histone H3K4me2 Adipocyte Adipose stromal cell
SRX019494 SRA012529 GSM534467 hg19, hg38 Histone H3K4me1 Adipocyte Adipose stromal cell
SRX019495 SRA012529 GSM534468 hg19, hg38 Histone H3K27ac Adipocyte Adipose stromal cell
SRX019496 SRA012529 GSM534469 hg19, hg38 Histone H3K27me3 Adipocyte Adipose stromal cell
SRX019497 SRA012529 GSM534470 hg19, hg38 Histone H3K36me3 Adipocyte Adipose stromal cell
SRX019498 SRA012529 GSM534471 hg19, hg38 TFs and others CTCF Adipocyte Adipose stromal cell
SRX019499 SRA012529 GSM534472 hg19, hg38 Histone H3K4me3 Adipocyte Adipose stromal cell
SRX019500 SRA012529 GSM534473 hg19, hg38 Histone H3K4me2 Adipocyte Adipose stromal cell
SRX019501 SRA012529 GSM534474 hg19, hg38 Histone H3K4me1 Adipocyte Adipose stromal cell
SRX019502 SRA012529 GSM534475 hg19, hg38 Histone H3K27ac Adipocyte Adipose stromal cell
SRX019503 SRA012529 GSM534476 hg19, hg38 Histone H3K27me3 Adipocyte Adipose stromal cell
SRX019504 SRA012529 GSMb534477 hg19, hg38  Histone H3K36me3 Adipocyte Adipose stromal cell
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A\ ChiP-Atlas: Dataset Search

Search for data by keywords

Simple search

Detailed search

Showentries

Showing 1 to 20 of 224,659 entries | Copy TSV
Antigen A
SRX ID SRAID GEO ID Genome class Antigen Cell type class Cell type
SRX019491 SRA012529 GSMb534464 hg19, hg38 Input control Input control Adipocyte Adipose stromal cell
SRX019492 SRA012529 GSM534465 hg19, hg38 Histone H3K4me3 Adipocyte Adipose stromal cell
SRX019493 SRA012529 GSM534466 hg19, hg38 Histone H3K4me2 Adipocyte Adipose stromal cell
SRX019494 SRA012529 GSM534467 hg19, hg38 Histone H3K4me1 Adipocyte Adipose stromal cell
SRX019495 SRA012529 GSMb534468 hg19, hg38 Histone H3K27ac Adipocyte Adipose stromal cell
SRX019496 SRA012529 GSM534469 hg19, hg38 Histone H3K27me3 Adipocyte Adipose stromal cell
SRX019497 SRA012529 GSM534470 hg19, hg38 Histone H3K36me3 Adipocyte Adipose stromal cell
SRX019498 SRA012529 GSM534471 hg19, hg38 TFs and others CTCF Adipocyte Adipose stromal cell
SRX019499 SRA012529 GSM534472 hg19, hg38 Histone H3K4me3 Adipocyte Adipose stromal cell
SRX019500 SRA012529 GSM534473 hg19, hg38 Histone H3K4me2 Adipocyte Adipose stromal cell
SRX019501 SRA012529 GSM534474 hg19, hg38 Histone H3K4me1 Adipocyte Adipose stromal cell
SRX019502 SRA012529 GSM534475 hg19, hg38 Histone H3K27ac Adipocyte Adipose stromal cell
SRX019503 SRA012529 GSM534476 hg19, hg38 Histone H3K27me3 Adipocyte Adipose stromal cell
SRX019504 SRA012529 GSMb534477 hg19, hg38 Histone H3K36me3 Adipocyte Adipose stromal cell
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& ChIP-Atlas: Dataset Search

Search for data by keywords

Simple search Detailed search
Show entries Search: |Sall4
Showing 1 to 12 of 12 entries (filtered from 224,659 total entries) | Copy TS S al | 4
Antigen A
SRX ID SRAID GEOID Genome class Antigen Cell type class Cell type

SRX359953 SRA104261 GSM1239521 hg19,hg38 TFs and others SALL4 Digestive tract LoVo

SRX1284248 SRA300875 GSM1892433 mmS9, TFs and others  Sall4 Gonad Spermatogonia
mm10

SRX1284249 SRA300875 GSM1892434 mmS9, TFs and others  Sall4 Gonad Spermatogonia
mm10

SRX1284250 SRA300875 GSM1892435 mmS9, TFs and others  Sall4 Gonad Spermatogonia
mm10

SRX3888135 SRA682432 GSM3082674 hgl19,hg38 TFs and others SALL4 Liver SNU-398

SRX702073 SRA184799 GSM1505732  hg19, hg38 TFs and others  SALL4 Pluripotent stem hESC HUES64

cell
SRX702074 SRA184799 GSM1505733 hg19, hg38 TFs and others SALL4 Pluripotent stem hESC derived mesendodermal cells
cell

ERX1399946 ERA582745 - mm9, TFs and others  Sall4 Pluripotent stem ES cells
mm10 cell

ERX1399947 ERA582745 - mm9, TFs and others  Sall4 Pluripotent stem ES cells
mmi10 cell

ERX1399948 ERA582745 - mm9, TFs and others  Sall4 Pluripotent stem ES cells

mm10 cell
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& ChIP-Atlas: Dataset Search

Search for data by keywords

Simple search

Detailed search

Show entries Search: |Sall4
Showing 1 to 12 of 12 entries (filtered from 224,659 total entries) | Copy sV
Antigen A
SRX ID SRAID GEOID Genome class Antigen Cell type class Cell type
SRX359953 SRA104261 GSM1239521 hgl19,hg38 TFs and others SALL4 Digestive tract LoVo
SRX1284248 TFs and others  Sall4 Gonad Spermatogonia
SRX1284249 Y TFs and others  Sall4 Gonad Spermatogonia
SRX1284250 ~ SRA300875 GSM1892435 TFs and others  Sall4 Gonad Spermatogonia
mm10
SRX3888135 SRA682432 GSM3082674 hgl19, hg38 TFs and others SALL4 Liver SNU-398
SRX702073 SRA184799 GSM1505732  hg19, hg38 TFs and others  SALL4 Pluripotent stem hESC HUES64
cell
SRX702074 SRA184799 GSM1505733  hg19, hg38 TFs and others  SALL4 Pluripotent stem hESC derived mesendodermal cells
cell
ERX1399946 ERA582745 - mm9, TFs and others  Sall4 Pluripotent stem ES cells
mm10 cell
ERX1399947 ERA582745 - mm39, TFs and others  Sall4 Pluripotent stem ES cells
mmi10 cell
ERX1399948 ERA582745 - mm9, TFs and others  Sall4 Pluripotent stem ES cells

mm10

cell
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Refseq genes

Sall4 (@ Spermatogonia) SRX1284250

7 tracks loaded
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Refseq genes

Sall4 (@ Spermatogonia) SRX1284250

7 tracks loaded
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|[479M of 1,008M




I Sall4 in Spermatogonia

o @ IGV
Mouse (mm10) chr17 chr17:35,503,900-35,520,596 Go Tf « » @ [ = [ | E=RNIRARIRRANA [
| 1 D N N I I I
qAl qA2 qA3.2 qA3.3 qB1 qB2 qC qD qEl.l qEl.2 qE2 qE3 qE4 qE5
16 kb
35,506 kb 35,508 kb 35,510 kb 35,512 kb 35,514 kb 35,516 kb 35,518 kb 35,520 kb
| | | | | | | | | | | | | | | |
———mu o—{H—{H"= — o o— {H }———T 5t
Refseq genes
Gm32362 Pou5f1 Pou5f1 Tef19 Ccher1 Cchert
[0-212
Sall4 (@ Spermatogonia) SRX1284250 o — _ L L ‘

7 tracks loaded | |enr17:35,510,774 | |}430M of 1,008M
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A ChIP-Atlas Peak Browser  Target Genes Colocalization Enrichment Analysis Publications © Docs SRX018625 Q, Advanced

A ChlIP-Atlas

An integrative, comprehensive database to explore public Epigenetic dataset, including ChiP-Seq, DNase-Seq, ATAC-Seq, and
Bisulfite-Seq data: ChiP-Atlas covers amost all public data archived in Sequence Read Archive of NCBI, EBI, and DDBJ with over
324,000 experiments.

Watch movie introduction

What's new

Data updated! (2022/11/30)

New publication on the NAR web server issue! https://doi.org/10.1093/nar/gkac199 (2022/03/24)

Minor bug fix: Peak Browser / Enrichment Analysis Ul updates the number of experiments by selecting experiment type (2022/03/01)
Updated the order of the genome assembly tabs, now GRCh38 is default. And some minor fixes came together! (2022/02/08)

Added ATAC-Seq and Bisulfite-Seq , together with Ul improvement including 'peak' icon! (2021/10/04)

Updated site desigs

o Datase = function
o ID ses s GEO Sample ID (e.g. GSM469863) along with SRA Experiment ID (e.g. SRX018625)
o New ant list

.
g
a
@
o
2
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, cel11. Happy holidays! (2020/12/01)

Peak Browser Target Genes Colocalization Enrichment Analysis
Visualizes protein binding on given Predict target genes bound by given Predict partner proteins colocalizing with Predict proteins bound to given genomic
genomic loci with |GV genome browser transcription factors given transcription factors loci and genes

Watch tutorial movie Watch tutorial movie Watch tutorial movie Watch tutorial movie

ChiP-Atlas: Target Gened
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A\ ChiP-Atlas: Peak Browser toral movies -

Visualizes protein binding on given genomic loci with IGV genome browser

H.sapiens (hg38) H. sapiens (hg19) M. musculus (mm10) M. musculus (mm9) R. norvegicus (rn6) D. melanogaster (dm6) D. melanogaster (dm3)
C. elegans (cel1) C. elegans (ce10) S. cerevisiae (sacCer3)
1. Experiment type 2. Cell type Class 3. Threshold for Significance (D

ChlIP: Histone (25969) Embryo (450) 50

ChIP: RNA polymerase (2497) Embryonic fibroblast (1067) 100

ChlIP: TFs and others (13156) Epidermis (98) 200

ChlIP: Input control (7641) Gonad (321) 500

ATAC-Seq (23627) Kidney (117)

DNase-seq (1040) Liver (940)

Bisulfite-Seq (13409) Lung (54)

Muscle (288)

ChlIP Antigen (optional) Cell type (optional) View on IGV

Error connecting to IGV?

type to search type to search

All ] Round spermatids (13) Download BED file
5-hmC (3) Sertoli Cells (1)

Ar (13) Sperm (19)

Ariddb (1) Spermatids (4)

Atf7 (8) Spermatocytes (30)

Bmi1 (1) Spermatogonia (25)

Brd4 (1) Testicular germ cells (8)

Crotonyl lysine (3) Testis (185)
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A\ ChiP-Atlas: Peak Browser

Visualizes protein binding on given genomic loci with IGV genome bro

Tutorial movies ~

H.sapiens (hg38) H. sapiens (hg19) M. musculus (mm10) M. musculus (mm9) R. norvegicus (rn6) D. melanogaster (dm6) D. melanogaster (dm3)

C. elegans (cel1) C. elegans (ce10) S. cerevisiae (sacCer3)

1. Experiment type 2. Cell type Class 3. Threshold for Significance (D

ChlIP: Histone (25969) Embryo (450) 50
ChIP: RNA polymerase (2497) Embryonic fibroblast (10 100
ChlIP: TFs and others (13156) Epidermis (98) 200
ChlIP: Input control (7641) Gonad (321) I 500
ATAC-Seq (23627) Kidney (117)
DNase-seq (1040) Liver (940)
Bisulfite-Seq (13409) Lung (54)
Muscle (288)
ChlIP Antigen (optional) Cell type (optional) View on IGV
Error connecting to IGV?
type to search type to search S t 5
All [ Round spermatid p ermato g onia Download BED file
5-hmC (3) Sertoli Cells (1)
Ar (13) Sperm (19)
Ariddb (1) Spermatids (4)
Atf7 (8) Spermatocytes (30)
Bmi1 (1) Spermatogonia (25)
Brd4 (1) Testicular germ cells (8)

Crotonyl lysine (3) Testis (185)
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A\ ChiP-Atlas: Peak Browser

Visualizes protein binding on given genomic loci with IGV genome bro

H.sapiens (hg38) H. sapiens (hg19)

C. elegans (cel1) C. elegans (ce10)

1. Experiment type

ChlIP: Histone (25969)

ChIP: RNA polymerase (2497)
ChlIP: TFs and others (13156)
ChIP: Input control (7641)

ATAC-Seq (23627)
DNase-seq (1040)
Bisulfite-Seq (13409)

ChlIP Antigen (optional)

type to search

All

5-hmC (3)

Ar (13)

Arid4b (1)

Atf7 (8)

Bmit (1)

Brd4 (1)

Crotonyl lysine (3)

M. musculus (mm10)

S. cerevisiae (sacCer3)

2. Cell type Class

Embryo (450)
Embryonic fibroblast (10
Epidermis (98)
Gonad (321)
Kidney (117)
Liver (940)
Lung (54)
Muscle (288)

Cell type (optional)

type to search

Round spermatid
Sertoli Cells (1)
Sperm (19)
Spermatids (4)
Spermatocytes (30)
Spermatogonia (25)
Testicular germ cells (8)
Testis (185)

M. musculus (mm9)

R. norvegicus (rn6)

Spermatogonia

Tutorial movies ~

D. melanogaster (dm6) D. melanogaster (dm3)

3. Threshold for Significance @

50

100
200
500

Error connecting to IGV?

Download BED file
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[ ] [ ] IGV
Mouse (mm10) chr17 chr17:35,503,900-35,520,596  Go Tf <« » @ [ = (1 | = RRRRIRATY] AR
| I I I I
qAl qA2 qA3.2 qA3.3 qB1 qB2 qC qD qEL1l qEl.2 qE2 qE3 qE4 qE5
16 kb
35,506 kb 35,508 kb 35,510 kb 35,512 kb 35,514 kb 35,516 kb 35,518 kb 35,520 kb
| | | | | | | | | | |
—————mm il o= — s s sl > =
Refseq genes
Gm32362 Pou5f1 Pou5f1 Tef19 Cchert Cchert
[0-212
Sall4 (@ Spermatogonia) SRX1284250 — o . L ‘
[ | - u | | ||

TFs and others (@ Spermatogonia) 50

Zfp384 (@ Spematogonia)

Zfp384 (@ Spermmatogonia)
|
Zfp384 (@ Spermatogonia)
|
Zfp384 (@ Spermatogonia)
|
Smarca4 (@ Spematogonia)
Zbtb16 (@ Spermatogonia)
|
Zbtb16 (@ Spermatogonia)
|
Sall4 (@ Spermatogonia)

Sall4 (@ Spermatogonia)

7 tracks loaded

|[@]Enr17:35 503 966

||477M of 1,008M
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Mouse mm9 chr2 chr2:147,869,489-147,875,082 Go T <« ‘ S RIRARININARAARAT] (RN
147,873,000 bp 147,874,000 bp 147,875,001,
| | | |
—
[ ] [
bryonic Stem Cells) Bcl6 (@ Liver) Ctcf (@ Embryonic limb)
| | |
uz12 (@ Embryonic Stem Cells) Nr3c1 (@ Liver) Rad21 (@ MEF)
I | |
itope tags (@ Embryonic Stem Cells) Cebpb (@ Liver) Ctcf (@ mESC derived haematopoietic pre
| | |
Suz12 (@ Embryonic Stem Cells) Nr1d2 (@ Liver) Gata2 (@ Uterus)
| | |
Kdm2b (@ Embryonic Stem Cells) Cebpb (@ Liver) Ctcf (@ MEF)
| | |
Suz12 (@ Embryonic Stem Cells) Nr3c1 (@ Liver) Ctcf (@ MEF)
| | |
Rnf2 (@ Embryonic Stem Cells) Cebpa (@ Liver) Ctcf (@ Liver)
| | |
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A ChIP-Atlas Peak Browser  Target Genes Colocalization Enrichment Analysis Publications © Docs SRX018625 Q, Advanced

A ChlIP-Atlas

An integrative, comprehensive database to explore public Epigenetic dataset, including ChiP-Seq, DNase-Seq, ATAC-Seq, and
Bisulfite-Seq data: ChiP-Atlas covers amost all public data archived in Sequence Read Archive of NCBI, EBI, and DDBJ with over
324,000 experiments.

Watch movie introduction

What's new

Data updated! (2022/11/30)
New publication on the NAR web server issue! https://doi.org/10.1093/nar/gkac199 (2022/03/24)
Minor bug fix: Peak Browser / Enrichment Analysis Ul updates the number of experiments by selecting experiment type (2022/03/01)
Updated the order of the genome assembly tabs, now GRCh38 is default. And some minor fixes came together! (2022/02/08)
Added ATAC-Seq and Bisulfite-Seq , together with Ul improvement including 'peak' icon! (2021/10/04;
Updated site design: (2021/01/04)
o Dataset search is available as a standalone function .
o |D search at the top right corner now accepts GEO Sample ID (e.g. GSM469863) alo E n rl C h m e nt
o New information layout for individual experiment list
Added new genome assemblies: hg38, mm10, dm6, ce11. Happy holidays! (2020/12/01) An aIySiS

Peak Browser Target Genes Colocalization Enrichment Analysis
Visualizes protein binding on given Predict target genes bound by given Predict partner proteins colocalizing with Predict proteins bound to given genomic
genomic loci with |GV genome browser transcription factors given transcription factors loci and genes

Watch tutorial movie Watch tutorial movie Watch tutorial movie Watch tutorial movie

ChiP-Atlas: Target Gened

CoupArns £ shten CHP
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A ChlIP-Atlas: Enrichment Analysis uort movi -

Predict proteins bound to given genomic loci and genes

H.sapiens (hg38) H. sapiens (hg19) M. musculus (mm10) M. musculus (mm89) R. norvegicus (rn6) D. melanogaster (dm6) D. melanogaster (dm3)
C. elegans (cel1) C. elegans (ce10) S. cerevisiae (sacCer3)
1. Experiment type 2. Cell type Class 3. Threshold for Significance (D

ChlIP: Histone (16612) All cell types (15155) 50

ChIP: RNA polymerase (2099) Adipocyte (79) 100

ChIP: TFs and others (15155) Blood (3513) 200

ChlIP: Input control (8078) Bone (276) 500

ATAC-Seq (27318) Breast (2911)

DNase-seq (1642) Cardiovascular (312)

Bisulfite-Seq (15000) Digestive tract (882)

Epidermis (427)

4. Enter dataset A 5. Enter dataset B 6. Analysis description
Genomic regions (BED) or sequence motif (1) O Refseq coding genes (excluding dataset A) (D Analysis title
© Gene list (Gene symbols) D Gene lis. "=ene symbols) (D My project

TS

ATPBVOE2 Dataset A title (D
RARRES2
TMEM176A dataset A
SLC4A2
PRKAG2 Dataset B title (D
SHH
GATA4 Control
DLCA P
Distance range from TSS (D

Choose File ho file selected
Choose local file Try with example - 5000 | bpsTSS=+ 5000 bp
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A ChlIP-Atlas: Enrichment Analysis uort movi -

Predict proteins bound to given genomic loci and genes

H.sapiens (hg38) H. sapiens (hg19) M. musculus (mm10) M. musculus (mm89) R. norvegicus (rn6) D. melanogaster (dm6) D. melanogaster (dm3)
C. elegans (cel1) C. elegans (ce10) S. cerevisiae (sacCer3)
1. Experiment type 2. Cell type Class 3. Threshold for Significance (D

ChlIP: Histone (16612) All cell types (15155) 50

ChIP: RNA polymerase (2099) Adipocyte (79) 100

ChIP: TFs and others (15155) Blood (3513) 200

ChlIP: Input control (8078) Bone (276) 500

ATAC-Seq (27318) Breast (2911)

DNase-seq (1642) Cardiovascular (312)

Bisulfite-Seq (15000) Digestive tract (882)

Epidermis (427)
4. Enter dataset A 5. Enter dataset B 6. Analysis description
~ Genomic regions (BED) or sequence motif (D) O Refseq coding genes (excluding dataset A) (D Analysis title (1)
© Gene list (Gene symbols) D ~ Gene lis. “ene symbols) (D My project

ATPBVOE2 Dataset A title (1)

RARRES2

TMEM176A dataset A

SLC4A2

PRKAG2 Dataset B title (O

SHH

GATA4 Control

DLCA p

N )
Choose File o file selected ? Z g — I/ .# 1 I/ _— g Distance range from TSS (D
Choose local file Try with example - 5000 |bpsTSSs+ 5000 bp
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A ChlIP-Atlas: Enrichment Analysis uort movi -

Predict proteins bound to given genomic loci and genes

H.sapiens (hg38) H. sapiens (hg19) M. musculus (mm10) M. musculus (mm89) R. norvegicus (rn6) D. melanogaster (dm6) D. melanogaster (dm3)
C. elegans (cel1) C. elegans (ce10) S. cerevisiae (sacCer3)
1. Experiment type 2. Cell type Class 3. Threshold for Significance (D

ChlIP: Histone (16612) All cell types (15155) 50

ChIP: RNA polymerase (2099) Adipocyte (79) 100

ChIP: TFs and others (15155) Blood (3513) 200

ChlIP: Input control (8078) Bone (276) 500

ATAC-Seq (27318) Breast (2911)

DNase-seq (1642) Cardiovascular (312)

Bisulfite-Seq (15000) Digestive tract (882)

Epidermis (427)
4. Enter dataset A 5. Enter dataset B 6. Analysis description
~ Genomic regions (BED) or sequence motif (D) O Refseq coding genes (excluding dataset A) (D Analysis title (1)
© Gene list (Gene symbols) D - Gene list (Gene symbols) (D My project

TS

ATPBVOE2 Dataset A title (D)
RARRES2
TMEM176A dataset A
SLC4A2
PRKAG2 Dataset B title (D
SHH .
GATA4 Control
DLC y
Distance range from TSS (D

Choose File ho file selected

RNA-seq T 5 11.7- DEG O _EARGIEHERFHAHH 3
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A ChlIP-Atlas: Enrichment Analysis uort movi -

Predict proteins bound to given genomic loci and genes

H.sapiens (hg38) H. sapiens (hg19) M. musculus (mm10) M. musculus (mm89) R. norvegicus (rn6) D. melanogaster (dm6) D. melanogaster (dm3)
C. elegans (cel1) C. elegans (ce10) S. cerevisiae (sacCer3)
1. Experiment type 2. Cell type Class 3. Threshold for Significance (D
ChlIP: Histone (16612) All cell types (15155) 50
ChIP: RNA polymerase (2099) Adipocyte (79) 100
ChIP: TFs and others (15155) Blood (3513) 200
ChlIP: Input control (8078) Bone (276) 500
ATAC-Seq (27318) Breast (2911)
DNase-seq (1642) Cardiovascular (312)
Bisulfite-Seq (15000) Digestive tract (882)
Epidermis (427)
4. Enter dataset A 5. Enter dataset B 6. Analysis description
~ Genomic regions (BED) or sequence motif (D) O Refseq coding genes (excluding dataset A) (D Analysis title (1)
© Gene list (Gene symbo| ~ Gene list (Gene symbols) (D My project
ATP6VOE2 <> JL — .
SHES %J -TI- 5_ Dataset A title (D)
RARRES2 0= I X [Z
TMEM176A dataset A
sLo4n2 £ % DEG
PRKAG2 Dataset B title (O
SHH
GATA4 Control
DLCA y
Choose File ho file selected Distance range from TSS (D

RNA-seq TE o 7- DEG @ L&A F A HhHh 5
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A ChlIP-Atlas: Enrichment Analysis

Predict proteins bound to given genomic loci and genes

H.sapiens (hg38) H. sapiens (hg19) M. musculus (mm10) M. musculus (mm89)

C. elegans (cel1) C. elegans (ce10) S. cerevisiae (sacCer3)

1. Experiment type 2. Cell type Class

ChlIP: Histone (16612) All cell types (15155)

ChIP: RNA polymerase (2099) Adipocyte (79)

ChIP: TFs and others (15155) Blood (3513)

ChlIP: Input control (8078) Bone (276)

ATAC-Seq (27318) Breast (2911)

DNase-seq (1642) Cardiovascular (31

Bisulfite-Seq (15000) Digestive tract (88:
Epidermis (427)

4. Enter dataset A 5. Enter dataset E

Genomic regions (BED) or sequence motif (1) © Refseq coding |

© Gene list (Gene symbo| Gene list (Gene

TOVIET

ATPBVOE2

RARRES2 ;g—é ﬁl_] TQ —5— c o
SoMD & 5 DEG

PRKAG2
SHH
GATA4
DLCA

Choose File ho file selected

j/_

R. norvegicus (rn6)

LLIPE 5
(LIX)

Tutorial movie ~

D. melanogaster (dm6) D. melanogaster (dm3)

3. Threshold for Significance (D

50
100
200

RNA-seq TE o 7- DEG @ L&A F A HhHh 5
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A ChlIP-Atlas: Enrichment Analysis

Predict proteins bound to given genomic loci and genes

Tutorial movie ~

H.sapiens (hg38) H. sapiens (hg19) M. musculus (mm10) M. musculus (mm89)

C. elegans (cel1) C. elegans (ce10) S. cerevisiae (sacCer3)

1. Experiment type 2. Cell type Class

ChlIP: Histone (16612) All cell types (15155)
ChIP: RNA polymerase (2099) Adipocyte (79)
ChlIP: TFs and others (15155) Blood (3513)
ChlIP: Input control (8078) Bone (276)
ATAC-Seq (27318) Breast (2911)
DNase-seq (1642) Cardiovascular (312)
Bisulfite-Seq (15000) Digestive tract (882)
Epidermis (427)
4. Enter dataset A 5. Enter dataset B

Genomic regions (BED) or sequence motif (1) © Refseq coding genes (excluding dataset A) (D

© Gene list (Gene symbo|

Gene list (Gene symbols) (D

TS

AAnESs Tamoxifen T
o FIAZN4),

PRKAG2
SHH
GATA4
DLCA

NN

Choose File ho file selected

Choose local file Try with example

R. norvegicus (rn6)

D. melanogaster (dm6) D. melanogaster (dm3)

3. Threshold for Significance (D

50

100
200
500

6. Analysis description

Analysis title (D

My project

Dataset A title (1)

dataset A

Dataset B title (D

Control

Distance range from TSS (D

-| 5000 bps=TSS=+ 5000 bp

Zou et al (2022) BMC Bioinform
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A ChlIP-Atlas: Enrichment Analysis

Predict proteins bound to given genomic loci and genes

H.sapiens (hg38) H. sapiens (hg19) M. musculus (mm10) M. musculus (mm89)

C. elegans (cel1) C. elegans (ce10) S. cerevisiae (sacCer3)

1. Experiment type 2. Cell type Class

ChlIP: Histone (16612) All cell types (15155)

ChIP: RNA polymerase (2099) Adipocyte (79)
ChIP: TFs and others (15155) Blood (3513)
ChlIP: Input control (8078) Bone (276)
ATAC-Seq (27318) Breast (2911)
DNase-seq (1642) Cardiovascular (312)
Bisulfite-Seq (15000) Digestive tract (882)
Epidermis (427)
4, Enter dataset A 5. Enter dataset B

Genomic regions (BED) or sequence motif (1)

© Gene list (Gene symbo|

TS

wiiall Tostosterone T
o FIAZN4),

PRKAG2
SHH
GATA4
DLCA

Choose File ho file selected

Choose local file Try with example

© Refseq coding genes (excluding dataset A) (D
Gene list (Gene symbols) (D

j/_

Tutorial movie ~

R. norvegicus (rn6) D. melanogaster (dm6) D. melanogaster (dm3)

3. Threshold for Significance (D

50
100
200

500

6. Analysis description

Analysis title (D

My project

Dataset A title (1)

dataset A

Dataset B title (D

Control

Distance range from TSS (D

-| 5000 bps=TSS=+ 5000 bp

Zou et al (2022) BMC Bioinform
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A ChlIP-Atlas: Enrichment Analysis

Predict proteins bound to given genomic loci and genes

H.sapiens (hg38) H. sapiens (hg19) M. musculus (mm10) M. musculus (mm89)

C. elegans (cel1) C. elegans (ce10) S. cerevisiae (sacCer3)

1. Experiment type

ChlP: Histone (16612)

ChIP: RNA polymerase (2099)
ChIP: TFs and others (15155)
ChlIP: Input control (8078)
ATAC-Seq (27318)
DNase-seq (1642)
Bisulfite-Seq (15000)

4. Enter dataset A

Genomic regions (BED) or sequence motif (1)

© Gene list (Gene symbo|

TS

2. Cell type Class

All cell types (15155)
Adipocyte (79)
Blood (3513)

Bone (276)

Breast (2911)
Cardiovascular (312)
Digestive tract (882)
Epidermis (427)

5. Enter dataset B

Wil \/alproic acid T
sLoma FITTAY,

PRKAG2
SHH
GATA4
DLCA

Choose File ho file selected

Choose local file Try with example

NN

CHDS8

Gene list (Gene symbols) (D

Niny

R. norvegicus (rn6)

© Refseq coding genes (excluding dataset A) (D

X ASD O RKEEF

Tutorial movie ~

D. melanogaster (dm6) D. melanogaster (dm3)

3. Threshold for Significance (D

50

100
200
500

6. Analysis description

Analysis title (D

My project

Dataset A title (1)

dataset A

Dataset B title (D

Control

Distance range from TSS (D

-| 5000 bps=TSS=+ 5000 bp

Zou et al (2022) BMC Bioinform
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A ChIP-Atlas: Enrichment Analysis utoria movie~

Predict proteins bound to given genomic loci and genes

H.sapiens (hg38) H. sapiens (hg19) M. musculus (mm10) M. musculus (mm3) R. norvegicus (rn6) D. melanogaster (dme) D. melanogaster (dm3)
C. elegans (cel1) C. elegans (ce10) S. cerevisiae (sacCer3)
1. Experiment type 2. Cell type Class 3. Threshold for Significance @

ChlP: Histone (16612) All cell types (15155) 50

ChlIP: RNA polymerase (2099) Adipocyte (79) 100

ChlP: TFs and others (15155) Blood (3513) 200

ChlP: Input control (8078) Bone (276) 500

ATAC-Seq (27318) Breast (2911)

DNase-seq (1642) Cardiovascular (312)

Bisulfite-Seq (15000) Digestive tract (882)

Epidermis (427)

4. Enter dataset A 5. Enter dataset B 6. Analysis description

@® Genomic regions (BED) or sequence motif (1) @® Random permutation of dataset A (1) Analysis title (D

O Gene list (Gene symbols) (.

Permutation times @ x1 (O x10 ¢ x100 My project

chr8 134339107

O BED or sequence motif () Dataset A title (D
chri5 4154874 } ES % SNP

chr15 25207262 dataset A

chr1 190561786

chr3 14220848 4220861% Dataset B title (1
chr9 115544616 115544762

chr15 59846350 59846560 Control

chr15 81109164 81109289

I J 7~

FIZH T 5PN GEERTF
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A ChIP-Atlas: Enrichment Analysis torl i -

Predict proteins bound to given genomic loci and genes

H.sapiens (hg38) H. sapiens (hg19) M. musculus (mm10) M. musculus (mm3) R. norvegicus (rn6) D. melanogaster (dm6) D. melanogaster (dm3)
C. elegans (cel1) C. elegans (ce10) S. cerevisiae (sacCer3)
1. Experiment type 2. Cell type Class 3. Threshold for Significance @
ChlP: Histone (16612) All cell types (15155) 50
ChlIP: RNA polymerase (2099) Adipocyte (79) 100
ChlP: TFs and others (15155) Blood (3513) 200
ChlP: Input control (8078) Bone (276) 500
ATAC-Seq (27318) Breast (2911)
DNase-seq (1642) Cardiovascular (312) ey
Bisulfite-Seq (15000) Digestive tract (882)

Epidermis (427)

4. Enter dataset A 5. Enter dataset B

@® Genomic regions (BED) or sequence motif (1) @® Random permutation of datase

O Gene list (Gene symbols) (.

Permutation times @ x1 O x11

chr8 134339107

O o
chri5 41548749 Tgé % S N P BED or sequence motif (1)

chri5 25207262 = ‘

| A
chr1 190561786 =
chr3 14220843 4220861% o ) o

chr9 115544616 115544762

I
chr15 59846350 59846560 1?% :iﬁ I_E_I 5% _ 7‘[\&

chr15 81109164 81109289

e : (RIKEN) ~ (RIKEN)
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A ChIP-Atlas: Enrichment Analysis

Predict proteins bound to given genomic loci and genes

Tutorial movie +

H.sapiens (hg38) H. sapiens (hg19) M. musculus (mm10) M. musculus (mm3) R. norvegicus (rn6) D. melanogaster (dm6) D. melanogaster (dm3)

C. elegans (cel1) C. elegans (ce10) S. cerevisiae (sacCer3)

1. Experiment type 2. Cell type Class 3. Threshold for Significance @

ChlP: Histone (16612)

ChlIP: RNA polymerase (2099)
ChlP: TFs and others (15155)
ChlP: Input control (8078)
ATAC-Seq (27318)
DNase-seq (1642)
Bisulfite-Seq (15000)

4. Enter dataset A

@® Genomic regions (BED) or sequence motif (1)

O Gene list (Gene symbols) (.

(WY HED)

chr8 134339107

chrl5 41548749

chrl5 25207262 SNP

chr1 190561786

chr3 14220848 42208615

chr9 115544616 115544762

chrl5 59846350 59846560
81109289

chr15 81109164

Choose File No file selected

Choose local file Try with example

™

All cell types (15155)
Adipocyte (79)
Blood (3513)

Bone (276)

Breast (2911)
Cardiovascular (312)
Digestive tract (882)
Epidermis (427)

. Enter dataset B

@® Random permutation of dataset A (1)

Permutation times @ x1 () x10 © x100

O BED or sequence motif ()

)

Miyazawa, .

50

100
200
500

6. Analysis description

Analysis title (D

My project

Dataset A title (1)

dataset A

Dataset B title (D

Control

Eectimatad riin tima* B minc

.., Zou et al Nat Genet (in press)
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A ChlIP-Atlas: Enrichment Analysis uort movi -

Predict proteins bound to given genomic loci and genes

H.sapiens (hg38) H. sapiens (hg19) M. musculus (mm10) M. musculus (mm89) R. norvegicus (rn6) D. melanogaster (dm6) D. melanogaster (dm3)
C. elegans (cel1) C. elegans (ce10) S. cerevisiae (sacCer3)
1. Experiment type 2. Cell type Class 3. Threshold for Significance (D

ChlIP: Histone (16612) All cell types (15155) 50

ChIP: RNA polymerase (2099) Adipocyte (79) 100

ChIP: TFs and others (15155) Blood (3513) 200

ChlIP: Input control (8078) Bone (276) 500

ATAC-Seq (27318) Breast (2911)

DNase-seq (1642) Cardiovascular (312)

Bisulfite-Seq (15000) Digestive tract (882)

Epidermis (427)

4. Enter dataset A ;EI;( %IJ EI?Q —5— 6 :

Genomic regions (BE J: % D EG

© Gene list (Gene symbols)

TS

ATPBVOE2

Dataset A title (1)
RARRES2
TMEM176A dataset A
SLC4A2
g::AG2 Dataset B title (1)
GATA4 Control
DLCA 3
Choose File ho file selected Distance range from TSS (D
Choose local file Try with example

-| 5000 bps=TSS=+ 5000 bp
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Predict proteins bound to given genomic loci and genes

H.sapiens (hg38) H. sapiens (hg19) M. musculus (mm10) M. musculus (mm89) R. norvegicus (rn6)

C. elegans (cel1) C. elegans (ce10) S. cerevisiae (sacCer3)

1. Experiment type 2. Cell type Class

ChlIP: Histone (16612) All cell types (15155)

ChIP: RNA polymerase (2099) Adipocyte (79)

ChlIP: TFs and others (15155) Blood (3513)

ChlIP: Input control (8078) Bone (276)

ATAC-Seq (27318) Breast (2911)

DNase-seq (1642) Cardiovascular (312)

Bisulfite-Seq (15000) Digestive tract (882)
Epidermis (427)

4. Enter dataset A

~ Genomic regions (BE

© Gene list (Gene symbols)

Tutorial movie ~

D. melanogaster (dm6) D. melanogaster (dm3)

3. Threshold for Significance (D

50

100
200
500

My projec
ATP6VOE2 Dataset A title (D
RARRES2
TMEM176A dataset A
SLC4A2
PRKAG2 v > 8
PRBBEE SNP BN s S X H = X U
GATA4
DLCAH

Choose File ho file selected

Distance range from TSS (D

BENHFDNL T — 5 |3HEEA
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