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A ChiP-Atlas Peak Browser  Target Genes Colocalization Enrichment Analysis Publications € Docs GSM469863 Q, Advanced

A Ch I P-AtlaS Advanced

An integrative, comprehensive database to explore public Epigenetic dataset, including ChiP-Seg, DNase-Seq, ATA
Bisulfite-Seq data: ChiP-Atlas covers almost all public data archived in Sequence Read Archive of NCBI, EBI, and DDBJ with over
224,000 experiments.

Watch movie introduction

What's new

» 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 IGV genome browser transcription factors given transcription factors loci and genes

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

Oki, et al., 2018 EMBO Rep
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hiP-Atlas ) Docs

A ChiP-Atlas: Dataset Search

Search for data by keywords

Peak Browser Target Genes Colocalization Enrichment Analysis Publications

SRX018625 Q, Advan

Simple search Detailed search

Show 10 @ entries Search:
Showing 1 to 10 of 224,659 entries ‘ Copy l 1 TSV ’
Antigen A
SRXID 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 TFsand 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

Previous

22466

Next
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hiP-Atlas Peak Browser Target Genes Colocalization Enrichment Analysis Publications ) Docs SRX018625 Q, Advan

A ChiP-Atlas: Dataset Search

Search for data by keywords

Simple search Detailed search

Show 10 @ entries Search: [Sall4

Showing 1 to 10 of 12 entries (filtered from 224,659 total entries) ‘ Copy ‘ \ TSV ‘

Antigen A
SRX ID SRAID GEO ID Genome class Antigen Cell type class Cell type
SRX359953 SRA10426 GSM1239521  hg19, hg38 TFsand others SALL4 Digestive tract LoVo
SRX1284243 L mm9, TFs and others  Sall4 Gonad Spermatogonia
SRX1284250 mm10
SRX1284249 mm9, TFs and others  Sall4 Gonad Spermatogonia
mm10
SRX1284250 SRA300875 GSM1892435 mm9, TFs and others  Sall4 Gonad Spermatogonia
mm10
SRX3888135 SRA682432 GSM3082674 hgl19, hg38 TFsand others SALL4 Liver SNU-398
SRX702073 SRA184799 GSM1505732 hgl19, hg38 TFsand others SALL4 Pluripotent stem hESC HUES64
cell
SRX702074 SRA184799 GSM1505733 hg19, hg38 TFsand others SALL4 Pluripotent stem hESC derived mesendodermal cells
cell
ERX1399946 ERA582745 - mm9, TFs and others  Sall4 Pluripotent stem ES cells
mm10 cell
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Visualize

SRX1284250

GSM1892435: SALL4 ChlIP - Chromatin sample 3; Mus musculus;

Install and launch |GV before selecting data to visualize
ChIP-Seq

For mm10

BigWig

Peak-call (q < 1E-05)
Peak-call (g < 1E-10)

Sample information curated by ChiP-Atlas

Antigen Peak-call (q < 1E-20)
Antigen Class TFs and others For mma
Antigen Sall4 .

BigWig

Peak-call (q < 1E-05)
Cell type Peak-call (q < 1E-10)
Cell type Class Gonad Peak-call (g < 1E-20)
Cell type Spermatogonia
MeSH Description Euploid male germ cells of an early stage of SPERMATO Error connecting to IGV?

onset of puberty, spermatogonia at the basement memkb
then meiotic divisions and give rise to the haploid SPERMATOCYTES

Attributes by original data submitter

Sample

source name THY1 + spermatogonla
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Refseq genes
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Refseq genes
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A ChiP-Atlas Peak Browser  Target Genes Colocalization Enrichment Analysis Publications € Docs GSM469863 Q, Advanced

A ChIP-Atlas

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

224,000 experiments.

Watch movie introduction

What's new

» 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 |ID searc ser now accepts GEO Sample ID (e.g. GSM469863) along with SRA Experiment ID (e.g. SRX018625)
o Newi dual experiment list
« Added new g mm10, dm6, 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 IGV genome browser transcription factors given transcription factors loci and genes

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

Con sk /i st €N
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hIP-Atlas Peak Browser  Target Genes  Colocalization ~ Enrichment Analysis ~ Publications ) Docs GSM469863 Q, Advan

A\ ChiP-Atlas: Peak Browser mm10 S——

Visualizes protein binding on given genomic loci with IGV genome browser

H. sapiens (hg19) H.sapiens (hg38) M. musculus (mm9) M. musculus (mm10) R. norvegicus (rn6) D. melanogaster (dm3) D. melanogaster (dme6)

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

Experiment type Threshold for Significance (D

ChlP: Histone (2 50
ChlP: RNA pol 100
ChlP: TFs and others (13156) 200
ChlP: Input control (7641) 500
ATAC-Seq (23627) Gonad (3259)
DNase-Seq (1040) Kidney (1242)
Bisulfite-Seq (13409) Liver (5449)

Lung (1644)

ChiP Antigen Cell type
Error connecting to IGV?

type to search type to search
Al Round sperma i Download BED file
5-hmC (3) Seirpiols. Spermatogonia _
Ar (13) Sperm (19)

Arid4b (1)

Atf7 (8)

Bmit (1)

Brd4 (1) Testicular germ cells (8)
Crotonyl lysine (3) Testis (185)
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hiP-Atlas  Peak Browser  Target Genes

Colocalization

A ChiP-Atlas: Dataset Search

Search for data by keywords

Simple search Detailed search

Show 10 @ entries

Enrichment Analysis

Publications

) Docs

Bisulfite +
Spermatogonia

Search: |Bisulfite Spermatogonia

Showing 11 to 20 of 39 entries (filtered from 224,659 total entries) | C°PY l \ TSV
Antigen i
SRX ID SRAID GEO ID Genome class Antigen Cell type class Cell type

SRX332325 SRA096819 GSM1202740 mm9, Bisulfite-Seq Bisulfite-Seq Gonad Spermatogonia
mm10

SRX332326 SRA096819 GSM1202741  mm9, Bisulfite-Seq Bisulfite-Seq Gonad Spermatogonia
mm10

SRX6874358 SRA965083 GSM4086441 mm3, Bisulfite-Seq Bisulfite-Seq Gonad Spermatogonia
mm10

SRX6874359 SRA965083 GSM4086442 mm9, Bisulfite-Seq Bisulfite-Seq Gonad Spermatogonia
mm10

SRX688590 SRA096819 GSM1489487 mmg, Bisulfite-Seq Bisulfite-Seq Gonad Spermatogonia
mm10

SRX688591 SRA096819 GSM1489488 mm9, Bisulfite-Seq Bisulfite-Seq Gonad Spermatogonia
mm10

SRX688592 SRA096819 GSM1489489 mm3, Bisulfite-Seq Bisulfite-Seq Gonad Spermatogonia
mm10
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hiP-Atlas

Peak Browser

Target Genes

Colocalization

A ChiP-Atlas: Dataset Search

Search for data by keywords

Simple search

Detailed search

Enrichment Analysis

Publications

) Docs

ATAC +

Spermatogonia

Show 10 @ entries Search: |ATAC Spermatogonia
Showing 1 to 10 of 28 entries (filtered from 224,659 total entries) | ©°PY l \ TSV
Antigen i
SRX ID SRAID GEO ID Genome class Antigen Cell type class Cell type
SRX2416286 SRA502502 GSM2425094 hg19, hg38  ATAC-Seq ATAC-Seq Gonad Spermatogonia
SRX2416287 SRA502502 GSM2425095 hg19, hg38 ATAC-Seq ATAC-Seq Gonad Spermatogonia
SRX2416288 SRA502502 GSM2425096 hgl19, hg38 ATAC-Seq ATAC-Seq Gonad Spermatogonia
SRX2416289 SRA502502 GSM2425097 hg19, hg38  ATAC-Seq ATAC-Seq Gonad Spermatogonia
SRX3114871 SRA601871 GSM2751121  mmg, ATAC-Seq ATAC-Seq Gonad Spermatogonia
mm10
SRX3114872 SRAB01871 GSM2751122 mm39, ATAC-Seq ATAC-Seq Gonad Spermatogonia
mm10
SRX3114873 SRA601871 GSM2751123 mm3, ATAC-Seq ATAC-Seq Gonad Spermatogonia
mm10
SRX3114874 SRA601871 GSM2751124  mm9, ATAC-Seq ATAC-Seq Gonad Spermatogonia
mm10
SRX3114875 SRA601871 GSM2751125 mm9, ATAC-Seq ATAC-Seq Spermatogonia




Bisulfite-seq & ATAC-seq HEIEBE TE %
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A ChiP-Atlas: Peak Browser ——

Visualizes protein binding on given genomic loci with |GV genome browser

H. sapiens (hg19) H.sapiens (hg38) M. musculus (mm?9) M. musculus (mm10) R. norvegicus (rn6) D. melanogaster (dm3) D. melanogaster (dm6)
C. elegans (cel0) C. elegans (cel1) S. cerevisiae (sacCer3)
Experiment type Cell type Class Threshold for Significance (D

ChiP: Histone
ChIP: RNA p
ChIP: TFs a
ChlIP: Input co
ATAC-Seq

Embryo (9150)
- . Embryonic fibroblast (3896)
Bisulfite-seq Epidermis (1190)
Gonad (3259)
Kidney (1242)
. Liver (5449)
Bisulfite-Seq (13409) Lung (1644)

NA
Muscle (1869)
ChiP Antigen Cell type View on IGV

Error connecting to IGV?

type to search type to search

NA Oocytes (920) Download BED file
Prospermatogonia (10)

Sertoli Cells (1)
Sperm (155)
Spermatids (5)
Spermatocytes (7)
Spermatogonia (27)
Testis (22)
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hiP-Atlas  Peak Browser  Target Genes

Colocalization

Enrichment Analysis Publications

A ChiP-Atlas: Peak Browser

Visualizes protein binding on given genomic loci with |GV genome browser

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

C. elegans (cel0) C. elegans (cel1)

Experiment type

ATAC-seq

ChiP: Histo
ChIP: RNA poly;
ChIP: TFs ag

o€l control (7641)
ATAC-Seq (23627)
DNase-Seq (1040)
Bisulfite-Seq (13409)

ChIP Antigen

type to search

NA

M. musculus (mm?9)

M. musculus (mm10) R. norvegicus (rn6)

S. cerevisiae (sacCer3)

Cell type Class

Embryo (9150)

Embryonic fibroblast (3896)
Epidermis (1190)

Gonad (3259)

Kidney (1242)

Liver (5449)

Lung (1644)

Muscle (1869)

Cell type

type to search

Round spermatids (6)
SK-0OV-3 (3)

Sperm (44)

Spermatids (24)
Spermatocytes (7)
Spermatogenic cells (2)
Spermatogonia (24)
Testis (1)

) Docs

GSM469863 Q, Advan

Tutorial movies ~

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

Threshold for Significance (D

50

100
200
500

View on IGV

Error connecting to IGV?

Download BED file
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ChlP-seq + Bisulfite-seq + ATAC-seq
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A ChIP-Atlas

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

224,000 experiments.

Watch movie introduction

What's new

» 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 Exps

o New information layout for individual experiment list E n rl Ch m e nt
« Added new genome assemblies: hg38, mm10, dm6, ce11. Happy holidays! (2020/12/01) .
Analysis
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 IGV genome browser transcription factors given transcription factors loci and genes

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

Con sk /i st €N
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Atlas Peak Browser Target Genes Colocalization Enrichment Analysis Publications €) Docs GSM469863 Q, Advang

H. sapiens (hg19) H.sapiens (hg38) M. musculus (mm9) M. musculus (mm10) R. norvegicus (rn6) D. melanogaster (dma3) D. melanogaster (dm6)
C. elegans (ce10) C. elegans (ce11) S. cerevisiae (sacCer3)
1. Experiment type 2. Cell type Class 3. Threshold for Significance (D

ChlIP: Histone (16612) All cell types (103765) 50

ChIP: BNA polymerase (2099) Adipocyte (392) 100

ChlP: TFs and others (15155) Blood (36245) 200

ChlP: Input control (8078) Bone (1501) 500

ATAC-Seq (27318) Breast (7459)

DNase-Seq (1642) Cardiovascular {2336)

Bisulfite-Seq (15000) Digestive tract (6151)

Embryo (728)
4. Enter dataset A 5. Enter dataset B 6. Analysis description
Genomic regions (BED) or sequence motif (1) Refseq coding genes (excluding dataset A) (1) Analysis title ()
© Gene list (Gene symbols) (1) © Gene list (Gene symbols) (D My project
GPRC5B RBM4B o
GRID2 RGPD2 Dataset A title (D
RNASE4

HDAG9 dataset A

HES3 RPS19

ICMT RPS29

KIAA1919 RRAS Dataset B title @

LEFTY1 SACM1L

LA SCAF1 Control

LKA % SCML1 %

Hepatocyte T F DO T Distance range from T56 @

- 5000 bp=TSS =+ 5000 bp

Estimated run time: 2 mins

RREICHER HIRT BT
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Atlas Peak Browser Targe hg 1 9 zation Enrichment Analysis Publications €) Docs (GSM469863 Q, Advanq

H. sapiens (hg19) H.sapiens (hg38) M. musculus (mm8) M. musculus (mm10) R. norvegicus (rn6) D. melanogaster (dma3) D. melanogaster (dm6)

C. elegans (ce10) C. elegans (ce11) S. cerevisiae (sacCer3) A” Ce”

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

ChIP: Histone (16612) All cell types (103765) 50
ChIP: BNA polymerase (2099) Adipocyte (392) 100
ChlIP: TFs and others (15155) Blood (36245) 200
ChlP: Input control (8078) Bone (1501) 500
ATAC-Seq (27318) Breast (7459)
DNase-Seq (1642) Cardiovascular {2336)
Bisulfite-Seq (15000) Digestive tract (6151)
Embryo (728)
4. Enter dataset A 5. Enter dataset B 6. Analysis description
Genomic regions (BED) or sequence motif (1) Refseq coding genes (excluding dataset A) (1) Analysis title ()
© Gene list (Gene symbols) (1) © Gene list (Gene symbols) (i) My project
GPRC5B RBM4B .
GRID2 RGPD2 Dataset A title (D
HDAC9 RNASE4
s RPS19 dataset A
ICMT RPS29
KIAA1919 RRAS Dataset B title (D
LEFTY1 SACM1L
LFNG SCAF1 Control
LINENA SCML1 4

% )] 'fﬂ?, ) %HEI H@ < Distance range from TS$

- 5000 bp=TSS =+ 5000 bp

Hepatocyte C

RENICHEIR HIRT BT

Estimated run time: 2 mins




Hepatocyte 5 ERERF D Al EEF

ID Antigen Cell class Cell ‘:ﬂ‘f’;‘kg" &f‘:;:‘:;‘; 0":':;!;‘; ;‘::“-" Lzﬂar‘ . _Enﬁ';?":mt
SRX100544  EP300 Liver Hep G2 24334 80/286 1147/20509 -32.1 5.00
SAX190321  MAX Liver Hep G2 40220 90/286 1497/20509 -31.9 4.31
SRX100552 SP1 Liver Hep G2 19032 64/286 755/20509 -29.7 6.08
SRX100449  HNFAG Liver Hep G2 15819 54/286 507/20509 -29.3 7.64
SRX100497 RXRA Liver Hep G2 13022 54/286 557/20509 -27.5 695
SRX100493  HEY1 Liver Hep G2 26412 69/286 984/20509 275 503
SRX100538 HDAC2 Liver Hep G2 16071 58/286 676/20509 -27.0 6.15
SRX100505  HNF4A Liver Hep G2 21259 54/286 585/20509 -26.5 6.62
SRX190332 MYBL2 Liver Hep G2 15213 55/286 637/20509 -25.7 6.18
SAX190264 CHEB1 Liver Hep G2 26690 68/286 1092/20509 -24.3 447
SRX100448  FOXAZ Liver Hep G2 45130 67/286 1138/20508 -22.6 422
SRX150360 TBP Liver Hep G2 10293 38/286 327/20509 217 8.33
SRX100506 FOXA1 Liver Hep G2 50041 70/286 1295/20509 217 3.88
SRX1165097 CREB1 Liver Hep G2 21856 58/286 899/20509 -21.2 463

SRX1902Zp s ) 2 18201 48/286 605/20509 " 5.69
mSRT W B - e



Hepatocyte 5 ERERF D Al EEF

ID Antigen Cell class Cell ’;e":‘kg' &f’:;:‘;;’; c"':'zfl‘;z ;‘:;""" "‘:rﬂar' - ﬁ';‘r"':mt
SRX100544  EP300 Liver Hep G2 24334 80/286 1147/20509 -32.1 5.00
SAX190321  MAX Liver Hep G2 40220 90/286 1497/20509 -31.9 431
SRX100652 SP1 Liver Hep G2 18032 64/286 755/20509 -29.7 6.08
SRX100449  HNF4G Liver Hep G2 15919 54/286 507/20509 -29.3 7.64
SRX100497 RXRA Liver Hep G2 13022 54/286 557/20609 -27.5 6.95
SRX100493  HEY1 Liver Hep G2 26412 69/286 984/20509 275 5.03
SRX100538 HDAC2 Liver Hep G2 16071 58/286 676/20509 -27.0 6.15
SRX100505  HNF4A Liver Hep G2 21259 54/286 585/20509 -26.5 B.62
SRX190332 MYBL2 Liver Hep G2 15213 55/286 637/20509 -25.7 6.18
SAX190264 CHEB1 Liver Hep G2 26690 68/286 1092/20509 243 447
SRX100448  FOXAZ Liver Hep G2 45130 67/286 1138/20509 -22.6 422
SRX150360 TBP Liver Hep G2 10293 38/286 327/20509 217 8.33
SRX100506 FOXA1 Liver Hep G2 50041 70/286 1295/20509 217 3.88
SRX1165097 CREB1 Liver Hep G2 21856 58/286 899/20509 212 463

SRX190266 NR2F2 Liver Hep G2 18201 48/286 605/20509 -20.9 5.69
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A ChlIP-Atlas: Enrichment Analysis r—

Predict proteins bound to given genomic loci and genes

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

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

1. Experiment type 2. Cell type Class 3. Threshold for Significance (D
ChIP: Histone (16612) All cell types (103765) ) 50
ChIP: RNA polymerase (2099) Adipocyte (392) ‘ 100
ChlP: TFs and others (15155) Blood (36245) 200
ChiP: Input control (B078) Bone (1501) 500
ATAC-Seq (27318) Breast (7459)
DNase-Seq (1642) Cardiovascular (2336)
Bisulfite-Seq (15000) Digestive tract (6151)
Embryo (728)
4. Enter dataset A 5. Enter dataset B 6. Analysis description
Genomic regions (BED) or sequence motif (i) © Refseq coding genes (excluding dataset A) (D) Analysis title (1)
© Gene list (Gene symbols Gene list (Gene symbols) (i) My project
ADI1 ] .
g Dataset A title ()
AHCYL2 dataset A
AJAP1
APOBEC3C C
ABOBEGAD Dataset B title (i)
ARHGEF38 Control
ATPAF2

R 4

Jrq e 77 AILKRER
Choose local file Try with example - 5000 | bps=TSSs=+ 5000 | bp

Distance range from TSS (1)
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A ChlIP-Atlas: Enrichment Analysis r—

Predict proteins bound to given genomic loci and genes

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

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

1. Experiment type 2. Cell type Class 3. Threshold for Significance (D
ChIP: Histone (16612) All cell types (103765) ) 50
ChIP: RNA polymerase (2099) Adipocyte (392) ‘ 100
ChlP: TFs and others (15155) Blood (36245) 200
ChiP: Input control (B078) Bone (1501) 500
ATAC-Seq (27318) Breast (7459)
DNase-Seq (1642) Cardiovascular (2336)
Bisulfite-Seq (15000) Digestive tract (6151)
Embryo (728)
4. Enter dataset A 5. Enter dataset B 6. Analysis description
Genomic regions (BED) or sequence motif (i) © Refseq coding genes (excluding dataset A) (D) Analysis title (1)
© Gene list (Gene symbols) (1 Gene list (Gene symbols) (i) My project
ADI1 ;
g Dataset A title ()
AHCYL2 dataset A
AJAP1
APOBEC3C C
ABOBEGAD Dataset B title (i)

NN

ARHGEF38 contro
/.
i IR F
Jrregr 77 TILERER Distance range from TSS (D)

Choose local file Try with example - 5000 | bps=TSSs=+ 5000 | bp

eciihmit
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A ChIP-Atlas: Enrichment Analysis E—

Predict proteins bound to given genomic loci and genes

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

ChIP: Histone (16612) All cell types (103765) 50

ChiIP: RNA polymerase (2099) Adipocyte (392) 100

ChlIP: TFs and others (15155) Blood (36245) 200

ChiP: Input control (B078) Bone (1501) 500

ATAC-Seq (27318) Breast (7459)

DNase-Seq (1642) Cardiovascular (2336)

Bisulfite-Seq (15000) Digestive tract (6151)

Embryo (728)

4. Enter dataset A

Genomic regions (BED) or sequence motif (i)

© Gene list (Gene symbols) (1

ADI

AGO1
AHCYL2
AJAP1
APOBEC3C
APOBEC3D
ARHGEF38
ATPAF2

Jro iR 77 TILERER

Choose local file Try with example

FMNIEKRE
LLIPg 54
=H Ex

N i .n. 5 \ .
% % (DC2)
1 P_O692 Estimated run time: 9 mins
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A ChIP-Atlas: Enrichment Analysis E—

Predict proteins bound to given genomic loci and genes

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

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

1. Experiment type 2. Cell type Class 3. Threshold for Significance (D
ChIP: Histone (16612) All cell types (103765) 50
ChIP: RNA polymerase (2099) Adipocyte (392) 100
ChlP: TFs and others (15155) Blood (36245) . 200
ChiP: Input control (B078) Bone (1501) 500
ATAC-Seq (27318) Breast (7459)
DNase-Seq (1642) Cardiovascular (2336)
Bisulfite-Seq (15000) Digestive tract (6151)

Embryo (728)

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

Ao Tamoxifen ¢ Dataset A itle
AHCYL2 % EE. '2% 'f I./J dataset A

AJAP1

SRR Dataset B title (i)
APOBEC3D ataset B title (i

ARHGEF38 p—
ATPAF2
aied p ESR1
crinemR T 7AILEER Distance range from TSS (1)
Choose local file Try with example - 5000 | bpsTSSs+ 5000 | bp

Zou, et al., in review
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A ChIP-Atlas: Enrichment Analysis E—

Predict proteins bound to given genomic loci and genes

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

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

1. Experiment type 2. Cell type Class 3. Threshold for Significance (D
ChIP: Histone (16612) All cell types (103765) 50
ChIP: RNA polymerase (2099) Adipocyte (392) 100
ChlP: TFs and others (15155) Blood (36245) . 200
ChiP: Input control (B078) Bone (1501) 500
ATAC-Seq (27318) Breast (7459)
DNase-Seq (1642) Cardiovascular (2336)
Bisulfite-Seq (15000) Digestive tract (6151)

Embryo (728)

4. Enter dataset A 5. Enter dataset B 6. Analysis description
Genomic regions (BED) or sequence motif (i) © Refseq coding genes (excluding dataset A) (D) Analysis title (i)

© Gene list (Gene sy Gene list (Gene symbols) (i) My project
ADI1 Testosterone ¢ _
g I - Dataset A title ()

77N

AHCYL2 % EX/“./J dataset A
AJAP1
APOBECSC Dataset B title (D)
APOBEC3D ataset B title (i
ARHGEF38 ——

SranegR 77 LILEBR Distance range from TSS (1)
Choose local file Try with example - 5000 | bpsTSSs+ 5000 | bp

Zou, et al., in review
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A ChIP-Atlas: Enrichment Analysis E—

Predict proteins bound to given genomic loci and genes

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

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

1. Experiment type 2. Cell type Class 3. Threshold for Significance (D
ChIP: Histone (16612) All cell types (103765) 50
ChIP: RNA polymerase (2099) Adipocyte (392) 100
ChlP: TFs and others (15155) Blood (36245) . 200
ChiP: Input control (B078) Bone (1501) 500
ATAC-Seq (27318) Breast (7459)
DNase-Seq (1642) Cardiovascular (2336)
Bisulfite-Seq (15000) Digestive tract (6151)

Embryo (728)

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

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

© Gene list (Gene symbols) () Gene list (Gene symbols) (i) My project

- - » =3
ADI1 ?}'[, WA T Dataset A title ()

AGO1

ZAN
AHCYL2 %IEXﬂS dataset A
AJAP1
APOBEC3C ) -
ABOBEGAD Dataset B title (i)
ARHGEF38 ——
ATPAF2 P53
SranegR 77 LILEBR Distance range from TSS (1)
Choose local file Try with example - 5000 | bpsTSSs+ 5000 | bp

Zou, et al., in review
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A ChIP-Atlas: Enrichment Analysis E—

Predict proteins bound to given genomic loci and genes

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

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

1. Experiment type 2. Cell type Class 3. Threshold for Significance (D
ChIP: Histone (16612) All cell types (103765) 50
ChIP: RNA polymerase (2099) Adipocyte (392) 100
ChlP: TFs and others (15155) Blood (36245) . 200
ChiP: Input control (B078) Bone (1501) 500
ATAC-Seq (27318) Breast (7459)
DNase-Seq (1642) Cardiovascular (2336)
Bisulfite-Seq (15000) Digestive tract (6151)

Embryo (728)

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

MTANAE T

ADN
Dataset A titl
HIRZAL R
AHCYL2 dataset A
AJAP1
APOBECSC Dataset B title (i)
APOBEC3D SRS EANe Y
ARHGEF38 E—
APAee p CHDS8
el J— .
FranEmr 77 TILEREBER AS DEE{E% Clsfncs tange fiom 5D
Choose local file Try with example - 5000 | bps=TSSs=+ 5000 | bp

Zou, et al., in review
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PIC = Photo-Isolation Chemistry
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PIC = Photo-Isolation Chemistry
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A ChlIP-Atlas: Enrichment Analysis r—

Predict proteins bound to given genomic loci and genes

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

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

1. Experiment type 2. Cell type Class 3. Threshold for Significance (D
ChIP: Histone (16612) All cell types (103765) ‘ ‘ 50
ChIP: RNA polymerase (2099) Adipocyte (392) ‘ 100
ChlP: TFs and others (15155) Blood (36245) 200
ChiP: Input control (B078) Bone (1501) 500
ATAC-Seq (27318) Breast (7459)
DNase-Seq (1642) Cardiovascular (2336)
Bisulfite-Seq (15000) Digestive tract (6151)
Embryo (728)

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

ROI THEEMIC

Genomic regio o Refseq coding genes (excluding dataset A) (i) Analysis title ()
RIFT DELT
© Gene list (Gene L= N VA Gene list (Gene symbals) (1) My project
ADI
Dataset A titl
AGO1 ataset A title ()
AHCYL2 dataset A
AJAP1
APOBEC3C - 5
APOBEC3D Dataset B title (i)
ARHGEF38 —
ATPAF2
o 4
Distance range from TSS (1)

Jrq e 77 AILKRER
Choose local file Try with example - 5000 | bps=TSSs=+ 5000 | bp
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