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AAF%Ei% INSDC (2 SRA (Sequence Read Archive) &L TEERSNIZIFEAE T RTD
ChIP-seq (Chromatin-Immunoprecipitation with Sequencing) 7 —XZUNEL . b
BAZFIE A CEA720 DT —H#~X—2Z (ChIP-Atlas) Z1Ek L7z, £D7=D 2475 ED
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SRX018625
GSM469863: HNF4a Fdomain ChiPSeq

View on IGV ~ M View Analysis v M Download ~ M Link Out ~ }

Curated Sample Data

Genome hg19

Antigen Class TFs and others
Antigen HNF4A

Cell type Class Liver

Cell type Hep G2

Cell type information

Primary Tissue Liver
Tissue Diagnosis Carcinoma Hepatocellular

Attributes by Original Data Submitter

source_name HNF4a_Fdomain_ChIPSeq
cell line HepG2

cell type hepatocellular carcinoma
chip antibody HNF4a F domain

Metadata from Sequence Read Archive

Library Description

library_name GSM469863: HNF4a_Fdomain_ChIPSeq
library_strategy ChlIP-Seq

library_source GENOMIC

library_selection ChlP

Platform Information

instrument_model lllumina Genome Analyzer

External Database Query

Query antigen HNF4A WikiGenes PosMed II PDBj

RIKEN BRC |

Query cell-type Hep G2 [ ATCC H MeSH

Logs in read processing pipeline

Number of total reads 9231367

Reads aligned (%) 93.5
Duplicates removed (%) 3.8
Number of peaks 6228 (gval < 1E-05)

Sequence Quality Data from DBCLS SRA

SRR039087_fastqc

fﬂ%ﬁ?ﬁ%ﬁﬁﬂ?ﬁﬁ i




Fig.3

ChIP-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 ChiP-seq data submitted to the SRA (Sequence Read Archives) in NCBI, DDBJ, or ENA, and is based on over
30,000 experiments.

Watch movie introduction

The four main features of ChiP-Atlas are:

Peak Browser Target Genes Colocalization in silico ChlP

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.

(1av. Watch Movie Watch Movie Watch Movie

Watch Movie
(1) Peak Browser (2) Target Genes (3) Colocalization (4) in silico ChIP
HRDT / LERICES T S HIRDEHE X F DIREET = BRDOERERF EHFET B FRDBEGFEYY / LBIEEIC
YNV EREEHETED FHlT 3 SNV EEFHT D

BRI DY VINVEERR
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Fig.4
A

ChlP-Atlas - Peak Browser

Visualize All Peaks from Published ChIP-Seq data.

Tutorial movies ~

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

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)
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type to search

All

Cell type Class
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Adipocyte (120)
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Epidermis (431)

Cell type

type to search

Threshold for Significance

50

100
200
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View on IGV

Download BED file
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ARRB1 (2) BJAB (2)
ATF1 (1) BL-41 (1)
ATF2 (1) BLUE-1 (1)
e0e® 16V
Mouse mm9 B o B chr2:147,860,489-147,875082  Go Bt « » @ [ x 2 | g =
QAL aA2 a3 b qcll  qCl.2 acz  qC3 aD qEL qEZI qE3  qi4  qE5 art -|1r2| aF3  q6l q63 qAT qH2  qH3 qHa
5,585 bp
147,870,000 bp 147,871,000 bp 147,872,000 bp 147,873,000 bp 147,874,000 bp 147,875,004
| | | I I | | | | I I |
Refseq genes I —— = -

Rxra (@ Liver) SRX020179

10-200
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H I
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I
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|
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EEE—
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EZH2 (@ mESC derived neural cells)

EZH2 (@ mESC (i chr2:147870442-147570661
LA

id = SRX672427

Rnf2 (@ Em Score = 158.0

ID: SRX672427

Name: EZH2 (@ mESC derived neural cells)
Title: GSM1468404: EZH2.MN.WT [ChIP-Seq]; Mus musculus; C
I hiP-Seq

Cell group: Pluripotent stem cell

source_name: Differentiated motor neuron
genotype: WT
1 ip antibody: EZH2

b tracks [fenc2:147 870,532 I

antibody source: in-house
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L
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Fig.5

Tutorial movie v

S. cerevisiae

C. elegans

2. Choose Distance from TSS
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Target Genes
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type to search
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ChiIP-Atlas - Target Genes

Predict potential target genes of TFs.

1. Choose Antigen
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Fig.6

Colocalization

ChlP-Atlas - Colocalization

Predict colocalization partners of TFs.

Tutorial movie ~

H. sapiens M. musculus D. melanogaster C. elegans S. cerevisiae
1. Search mode 2. Choose Antigen 3. Choose Cell Type Class
© Antigens — Cell Type type to search type to search
Cell Type — Antigen p
Myog Pluripotent stem cell
Myt1l
Nanog |
Nbn
Ncapd3
Ncapg
Ncaph2
Ncoa2
P
58 o e
ISP S
0 ) *od ‘0(\\
SE S EEE S S S
B B S DA
)
e ) S
Nanog's Ay © <
Cell types Exp. IDs Colocalization
partners

Embryonic Stem Cells SRX319556 NrOb1
Embryonic Stem Cells SRX319555 NrOb1
Embryonic Stem Cells SRX695695 Zic2
Embryoid Bodies SRX248287 Nanog
Embryonic Stem Cells SRX236478 Nanog
Embryonic Stem Cells SRX213829 Nanog
Embryonic Stem Cells SRX213808 Nanog
Embryonic Stem Cells SRX003865 Nanog
Embryonic Stem Cells SRX003864 Nanog
Embryonic Stem Cells SRX1410236 Sox2
EpiLC SRX499130 Otx2
EpiLC SRX499129 Otx2
EpiLC SRX499126 Ep300
EpiLC SRX499125 Ep300
Embryonic Stem Cells SRX499117 Otx2
Embryonic Stem Cells SRX651982 Nanog
Embryonic Stem Cells SRX319957 Nanog
Embryonic Stem Cells SRX433130 Sox2
Embryonic Stem Cells SRX236477 Sox2
Embryonic Stem Cells SRX214084 Pou5f1
Embryonic Stem Cells SRX214083 Pou5f1
Embryonic Stem Cells SRX213830 Pou5f1
Embryonic Stem Cells SRX213809 Pou5f1
mESCs, differentiated SRX209329 Sox2
Embryonic Stem Cells SRX209316 Sox2
Embryonic Stem Cells SRX695696 Zic2
Embryonic Stem Cells SRX499113 Ep300
Embryonic Stem Cells SRX194543 Ep300
Embryonic Stem Cells SRX194542 Ep300
Embryonic Stem Cells SRX194541 Ep300
Embryonic Stem Cells SRX194534 Ep300
Embryonic Stem Cells SRX194533 Ep300
Embryonic Stem Cells SRX147572 Zic3
Embryonic Stem Cells SRX027354 Ep300
Embryonic Stem Cells SRX499114 Pou5f1
iPS cells SRX977381 Pou5f1
iPS cells SRX977380 Pou5f1
Embryonic Stem Cells SRX499140 Pou5f1
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Fig .7

in silico ChIP

Analyze your data with public ChIP-seq data.

H. sapiens M. musculus D. melanogaster

1. 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 Data A

> © Genomic regions (BED) or sequence motif (i

Gene list (Gene symbols) (1)

chr1 147806841 147807184
chr1 150231710 150231944
chr1 150585815 150586394
chr1 151249767 151250096
chr1 158147244 158147839
chr1 16553276 16553594

chr1 166828089 166828463

chr1 17023723 17023998
R . 4

FrLERR 7 7 ILRER

Choose local file Try with example

ChlP-Atlas - in silico ChIP

C. elegans S. cerevisiae

2. Cell type Class

P Al cell types (16138)
Adipocyte (120)
Blood (4559)
Bone (200)
Breast (1712)
Cardiovascular (498)
Digestive tract (1205)
Epidermis (431)

5. Select dataset to be compared | BEIE=1LE]

Random permutation of user data ()

© BED or sequence motif (i

chr1 858256 858648

chr1 918449 918555

chr1 941791 942135

chr1 945769 946034

chr1 956563 956812

chr1 1005293 1005547

chr1 1014834 1015095

chr1 1060905 1061095 )

FrLERR 7 7 A ILRER

Choose local file Try with example

Tutorial movie ~

3. Threshold for Significance

50

100
200
500

6. Describe datasets

User data title (i
Hepatocyte-specific gen
Compared data title (i

Other RefSeq genes

Project title (i

Hepatocyte-specific gen

Estimated run time: 1 mins

in silico ChIP

Analyze your data with public ChIP-seq data.

H. sapiens M. musculus D. melanogaster

1. 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 Data_A

Genomic regions (BED) or sequence motif (1)

> + Gene list (Gene symbols) ()

FOXA1

FOXA2

FOXA3

FOXJ3

FOXP4

FOXQ1

FREM1

FRK

—— %

IrnER 7 7 ILRER

Choose local file Try with example

ChlP-Atlas - in silico ChlIP

C. elegans S. cerevisiae

2. Cell type Class

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

Bone (200)

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

Tutorial movie v

3. Threshold for Significance

50

100
200
500

5. Select dataset to be compared 6. Describe datasets

« Refseq coding genes (excluding user data) (i

Gene list (Gene symbols) (1)

User data title (i

Hepatocyte-specific gen:

Compared data title (D)

Other RefSeq genes

Project title (D

Hepatocyte-specific gen

Distance range from TSS (1)

- 5000

Estimated run time: 4 mins

bp=TSS=+ 5000 bp
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Fig.8

ChlIP-Atlas / in silico ChIP

Search for proteins significantly bound to your data.

Show 100 ¢ entries Search:
Hepatocyte vs Others
D Anfigen Antigen Y cei caiss Cell iy vt Overaps / togp- +  LO9A . Fold Enrichment  FE>1?
SRX100544  TFs and others EP300 Liver Hep G2 24334 80/286 1147/20509 -32.1 -28.5 5.00 TRUE
SRX190321 TFs and others MAX Liver Hep G2 40220 90/286 1497/20509 -31.9 -28.5 431 TRUE
SRX100552  TFs and others SP1 Liver Hep G2 19032 64/286 755/20509 -29.7 -26.5 6.08 TRUE
SRX100449  TFs and others HNF4G Liver Hep G2 15919 54/286 507/20509 -29.3 -26.2 7.64 TRUE
SRX100497  TFs and others RXRA Liver Hep G2 13022 54/286 557/20509 -27.5 -24.5 6.95 TRUE
SRX100493  TFs and others HEY1 Liver Hep G2 26412 69/286 984/20509 -27.5 -24.5 5.03 TRUE
SRX100538  TFs and others HDAC2 Liver Hep G2 16071 58/286 676/20509 -27.0 -24.2 6.15 TRUE
SRX100505  TFs and others HNF4A Liver Hep G2 21259 54/286 585/20509 -26.5 -23.7 6.62 TRUE
SRX190332  TFs and others MYBL2 Liver Hep G2 15213 55/286 637/20509 -25.7 -22.9 6.19 TRUE
SRX190264  TFs and others CREB1 Liver Hep G2 26690 68/286 1092/20509 -24.3 -21.5 447 TRUE
SRX100448  TFs and others FOXA2 Liver Hep G2 45130 67/286 1138/20509 -22.6 -19.9 422 TRUE
SRX150360  TFsand others  TBP Liver Hep G2 10293 38/286 327/20509 -21.7 -19.1 8.33 TRUE
SRX100506  TFs and others FOXA1 Liver Hep G2 50941 70/286 1295/20509 -21.7 -19.1 3.88 TRUE
SRX1165097 TFs and others CREB1 Liver Hep G2 21856 58/286 899/20509 -21.2 -18.6 463 TRUE
SRX190266  TFs and others NR2F2 Liver Hep G2 18201 48/286 605/20509 -20.9 -18.4 5,69 TRUE
SRX100477  TFs and others FOXA1 Liver Hep G2 40732 66/286 1198/20509 -20.8 -18.2 3.95 TRUE
SRX1165103 TFs and others Epitope tags Liver Hep G2 14910 48/286 693/20509 -18.6 -16.1 497 TRUE
SRX190197  TFs and others NFIC Liver Hep G2 13273 42/286 518/20509 -18.6 -16.1 5.81 TRUE
SRX150701 TFs and others CEBPB Liver Hep G2 18637 52/286 849/20509 -18.0 -15.6 439 TRUE
SRX100545  TFs and others JUND Liver Hep G2 19875 62/286 1223/20509 -17.7 -15.3 3.64 TRUE
SRX150516  TFs and others MXI1 Liver Hep G2 18136 47/286 729/20509 -17.1 -14.7 462 TRUE
SRX100412  TFs and others TAF1 Liver Hep G2 17725 38/286 492/20509 -16.2 -13.8 554 TRUE
SRX150355  TFsand others  ARID3A Liver Hep G2 13508 36/286 440/20509 -16.0 -13.7 5.87 TRUE
SRX026268  TFs and others HNF4A Digestive tract Caco-2 12533 33/286 372/20509 -156.7 -13.3 6.36 TRUE
Showing 1 to 100 of 5,184 entries Previous ;%7 2 3 4 5 52 Next




Fig.9

ChlIP-Atlas / in silico ChIP

Search for proteins significantly bound to your data.

Show 100 [ entries Search:
Hepatocyte-specific genes vs Other RefSeq genes

R el | Omiee Vopsiteuclc | Oveoge Ol Tetea  logp s Logw P, Es
SRX100505  |tSand HNF4A Liver Hep G2 21259 584/964 4595/17658  -1053  -101.5 233 TRUE
SRx100449 ~ IFSand HNF4G Liver Hep G2 15019 539/964 3961/17658  -104.1 -100.7 249 TRUE
SRX100497 H_wmwma RXRA Liver Hep G2 13022 429/964 3058/17658 792 759 257 TRUE
SRX100544  1FS a7 EP300 Liver Hep G2 24334 561/964 5018/17658 77.3 -74.1 2.05 TRUE
SRx1s0698 e and HNF4A Liver Hep G2 10069 415/964 3004/17658 73.9 709 253 TRUE
SRx10044g  1FS a9 FOXA2 Liver Hep G2 45130 644/964 7018/17658 -60.5 -57.5 168 TRUE
SRx100477  IFSand FOXA1 Liver Hep G2 40732 629/964 6809/17658 -58.9 -56.0 169 TRUE
SRX018625 S 2nC HNF4A Liver Hep G2 2654 167/964 717/17658 -50.4 -47.6 427 TRUE
SRX100506 H_wawma FOXA1 Liver Hep G2 50941 662/964 7813/17658 -495 -46.7 1.55 TRUE
SRx100538  |tSand HDAC?2 Liver Hep G2 16071 501/964 5083/17658 -47.9 -45.2 181 TRUE
SRx100s52  |tSand SP1 Liver Hep G2 19032 577/964 6352/17658 -47.8 -45.2 166 TRUE
SRx190234  IFeand CEBPB Liver Hep G2 12482 357/964 3125/17658 -425 -39.9 209 TRUE
SRx190331  [FSand TEAD4 Liver Hep G2 10956 291/964 2280/17658 -41.2 -38.6 234 TRUE
SRX018626 HM_MHQ HNF4A Liver Hep G2 1639 121/964 456/17658 -40.8 382 486 TRUE
SRx1s03ss e and ARID3A Liver Hep G2 13508 326/964 2832/17658 -38.5 -36.0 211 TRUE
SRxigotg7  IFeand NFIC Liver Hep G2 13273 403/964 4094/17658 -34.8 323 180 TRUE

Showing 1 to 100 of 5,158 entries Previous 7u 2 3 4 5 52 Next
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