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ID SRX213809
Title AntiGFP KD Oct4; Mus musculus; ChlIP-Seq
source_name Anti—-GFP KD mESCs
strain 129S4/Svjae
AAGAAT phenotype agouti
TCAGTC gender male
cell type ESC
genotype Anti—-GFP shRNA KD

chip antibody Oct4(N-19)(sc—8628), Santa Cruz Biotechnology
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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 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 ChiIP
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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ID SRX213809

Title AntiGFP KD Oct4; Mus musculus; ChIP—-Seq
source_name Anti—-GFP KD mESCs

strain 129S4/Svjae

phenotype agouti EI:}J'—L}? . Pou5f1
gender male i : Embryonic Stem Cells

cell type ESC
genotype Anti-GFP shRNA KD
chip antibody Oct4(N-19)(sc—8628), Santa Cruz Biotechnology
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ID SRX213809
Title AntiGFP KD Oct4; Mus musculus; ChIP-Seq
311 ¥ source_name Anti-GFP KD mESCs
Ml  strain 129S4/Svjae
phenotype agouti
gender male
#M  cell type ESC
genotype Anti—-GFP shRNA KD

1 chip antibody Oct4(N-19)(sc—8628), Santa Cruz Biotechnology
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11 #Hl source_name Anti—-GFP KD mESCs
#M  strain 129S4/Svjae

#M  cell type ESC
1 chip antibody Oct4(N-19)(sc—8628), Santa Cruz Biotechnology
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il 129S4/Svjae|Anti-GFP KD mESCs|ESC
# Embryonic stem cells

it Oct4(N-19)(sc-8628), Santa Cruz Biotechnology|Anti-GFP KD mESCs
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EZEE S (Google Refine)

Show as: rows records Show: 5 10 25 50 rows « first « previous 1 -25 next» last »
¥ Al ¥ S5RA ¥ SRX ¥ old ¥ new By

1. 2186 2716 NoAb NoD@ NA

2. 55 1018 DNase-seq DNS@ DNase-Seq

3. 1 225 LoVo NoD@ NA

4. 3 162 Anti H3K27me3 His@ H3K27me3

5. 3 162 Anti H3K4me3 His@ H3K4me3

6. 1 86 FC-0077 NoD@ NA

10. 59 59 H3K27ac|AB4729|Lymphoblastoid cell lines His@ H3K27ac

1. 51 51 H3K27Ac|Lymphoblastoid Cell Lines His@ H3K27ac

12. 49 49 H3K27me3|Lymphoblastoid Cell Lines His@ H3K27me3

13. 47 47 CTCF|Lymphoblastoid Cell Lines Oth@ CTCF

14, 3 46 CTCE Oth@ CTCF

158. 1 46 Anti-trimethyl-Histone H3 (Lys4)|RAMOS His@ H3K4me3

16. 45 45 H3K4me3|Lymphoblastoid Cell Lines His@ H3K4me3

17. 4 e H3K4me1|Lymphoblastoid Cell Lines His@ H3K4me1

18. 1 41 Pol Il (BWG16)|Lymphoblastoid Cells Pol@ RNA
polymerase ||

19. 40 40 H3K36me3|Lymphoblastoid Cell Lines His@ H3K36me3

20. 39 39 SA1|Lymphoblastoid Cell Lines Oth@ STAG1

21. 4 38 None InP@ Input control

22. 38 38 NFB p65 (C-20) rabbit polyclonal antibody|Lymphoblastoid Cells Oth@ RELA

23. 6 34 lymphoblastoid cells NoD@ NA

26. 23 23 anti-ER (SC-543, Santa Cruz Biotechnologies)|Human tumour tissue Oth@ ESR1

28. 21 21 normal mouse IgG|Lymphoblastoid Cells InP@ Input control

20, 20 20 normal rabbit IgG|Lymphoblastoid Cells InP@: Input control



A= > MF > ERAKGE> SR

L=l (GEEERTFH)

Official gene symbol (i —

Ek HUGO
YR Ma

AN FlyBase
R WormBase

BEE SGD

) : Oct4 — Poubf1



JL— )1 (%EHH@%) 2 > BISE > A% > I )

Official symbol B’ WD T, LU DRI HEHL

Yu 2014 Nature Cell line nomenclature MDIRIE

ATCC HAFZKD cell line 7\9

ENCODE

MeSH REEZEFREEOEMBFHEBSR
MDA-MB-231
MDA-MB231

MDAMB-231 ™=  MDA-MB-231
MDAMB231
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Curator for ChiP-Atlas

Select a curation type Result:

N A

Antigens T hg19 ¢ Copy to Clipboard

Manual annotation

Intial settings: Copy

TFs and others ¢ Set Clear
Judge settings: Copy Search from histories
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Clear
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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 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 ChiIP
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

Peak Browsar

ChiP-Atlas

Visualize All Peaks from Published ChiP-Seq data.

H. sapiens M. musculus D. melanogaster C. elegans S. celevisiae
Antigen Class Cell type Class
All antigens (13732) All cell types (13732)
DNase-seq (910) Adipocyte (B0)
Histone (3117) Blood (3737)
RMNA polymerase (532) Bone (180)
Breast (1362)
Input control (1669) Cardiovascular (480)
Unclassified (302) Digestive tract (1106)
No description (2881) Epidermis (391)
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SRX015142
(GSMA487427: K562 Myc ChiPSeq

Curated Sample Data

Curated Sample Data Genome hg 19
Genome hg19

iigonClss T snaars Antigen Class TFs and others

Does. e Antigen MYC
Cell type Class Blood
Cell type information Cell type K-562

Primary Tissue Blood
Tissue Diagnosis Leukemia Chronic Myelogenolis

Attributes by Original Data Submitter
‘source_name K562
biomaterial_provider celiBiology

growth properties Suspension Morphology
lymphoblast antibody  Myc

Metadata from Sequence Read Archive

Library Description
library_name K562 Myc_ChlPSeq
library_strategy ChiP-Seq

library._source GENOMIC
library_selection chip

Platform Information

Instrument_model Nlumina Genome Analyzer

External Database Query

—
e s

Logs in read processing pipeline
Number of total reads 11974408
Reads aligned (%) 853

Duplicates removed (%) 3.8
Number of peaks 13041 (qval < 1E-05)

Sequence Quality Data from DBCLS SRA

SRR032509_fastqc SRR032510_fastqc
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SRX015142
GSM487427: K62 Myc ChiPSeq

Attributes by Original Data Submitter

Curated Sample Data
source_name K562
Antigen Class TFs and others.

o e biomaterial_provider cellBiology
e e growth properties Suspension Morphology
lymphoblast antibody Myc

Genome hgte

Cell type information

Primary Tissue Blood
Tissue Diagnosis Leukemia Chronic Myelogenolis

Attributes by Original Data Submitter
‘source_name K562
biomaterial_provider celiBiology

growth properties ‘Suspension Morphology
lymphoblast antibody My

Metadata from Sequence Read Archive

Library Description
library_name K562 Myc_ChlPSeq
library_strategy ChiP-Seq

library._source GENOMIC
library_selection chip

Platform Information

Instrument_model Nlumina Genome Analyzer

External Database Query

—
e s

Logs in read processing pipeline
Number of total reads 11974408
Reads aligned (%) 853

Duplicates removed (%) 3.8
Number of peaks 13041 (qval < 1E-05)

Sequence Quality Data from DBCLS SRA

SRR032509_fastqc SRR032510_fastqc
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SRX015142
GSM487427: K62 Myc ChiPSeq

External Database Query

Antigen Class TFs and others

K Query cell-type’ K-562 \ ATCC RIKEN BRC

Cell type information

Primary Tissue Blood
Tissue Diagnosis Leukemia Chronic Myelogenolis

Attributes by Original Data Submitter
‘source_name K562
biomaterial_provider celiBiology

growth properties ‘Suspension Morphology
lymphoblast antibody My

Metadata from Sequence Read Archive

Library Description
library_name K562 Myc_ChlPSeq
library_strategy ChiP-Seq

library._source GENOMIC
library_selection chip

Platform Information

Instrument_model Nlumina Genome Analyzer

External Database Query

—
e s

Logs in read processing pipeline
Number of total reads 11974408
Reads aligned (%) 853

Duplicates removed (%) 3.8
Number of peaks 13041 (qval < 1E-05)

Sequence Quality Data from DBCLS SRA

SRR032509_fastqc SRR032510_fastqc
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SRX015142
GSM487427: K62 Myc ChiPSeq

External Database Query

Curated Sample Data Query antigen H MYC H pDBj

Antigen Class TFs and others

K Query cell-type  K-562 \ ATCC RIKEN BRC

Cell type information

Primary Tissue Biood

Tissue Diagnosis Leukemia Chronic Myelogenoiss

Attributes by Original Data Submitter %} IJ D 1 t }E L— /
ot oo WY —_—\ 9 RN

growth properties Suspension Morphology — —

lymphoblast antibody ~ Myc ’ m

Metadata from Sequence Read Archive

Library Description
library_name K562 Myc_ChlPSeq
library_strategy ChiP-Seq

library._source GENOMIC
library_selection chip

Platform Information

Instrument_model Nlumina Genome Analyzer

External Database Query

oy anigen Poses
st

Logs in read processing pipeline
Number of total reads 11974408
Reads aligned (%) 853

Duplicates removed (%) 3.8
Number of peaks 13041 (qval < 1E-05)

Sequence Quality Data from DBCLS SRA

SRR032509_fastqc SRR032510_fastqc
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SRX015142
GSM487427: K562 Myc ChiPSaq

External Database Query

Antigen Class TFs and others

ppows e Query cell-type  K-562 RIKEN BRC

Cell type information

Primary Tissue Blood
Tissue Diagnosis Leukemia Chronic Myelogenolis

http://pdbj.org/mine/search?query=NMYC

Attributes by Original Data Submitter

source_name K562

biomaterial_provider  celiBiology English B#A:E fikhx %fethsz 830

growth properties ‘Suspension Morphology
pdbi.ora 2@FERE (HFFEK) B

lymphoblast antibody Myc
wwPDB &' RCSB PDB &' PDBe @ BMRB & Legacy &' Adv. Search Search help

Metadata from Sequence Read Archive

Library Description
trary mame 562 e CHPSen PDB: 151 ff | OTTAR—: 14 | RT—9RRF: 2 ff | {LAMRR: 24
library_strategy ChiP-Seq

library_source GENOMIC
library_selection chip [ MYC

Platform Information ZE|OTY:

instrument_model Nlumina Genome Analyzer

1 N KP CRYSTAL STRUCTURE OF MYC-MAX RECOGNIZING DNA
DFEH: Myc proto-oncogene protein/Max protein/DNA

External Database Query ! @

28 2003-01-03

oo 2 | - e
BWERE 2009-02-24

Logs in read processing pipeline 1l RRFE X-RAY DIFFRACTION (1.8 &)

X-ray structures of Myc-Max and Mad-Max r izi = bases of r
::::'Lz:::;;' s o =3I AXER proto-oncogenic transcription factors

Duplicates removed (%) 3.8 Cell(Cambridge,Mass.), 112, 2003

Number of peaks 13041 {qval < 1E-05)

NMR STRUCTURE OF THE TUMOR SUPPRESSOR BIN1: ALTERNATIVE SPLICING IN MELANOMA
AND INTERACTION WITH C-MYC

DFEH: Myc box dependent interacting protein 1, C-MYC
SRR032509_fastqc SRR032510_fastqc =5 Pineda-Lucena, A., Arrowsmith, C.H.
b= 1= 2002-09-24
=] 2003-09-30
SAEHE 2009-12-08

o aEi
] i ERFE SOLUTION NMR
W Y A structure-based model of the c-Myc/Bin1 protein interaction shows alternative splicing of

Sequence Quality Data from DBCLS SRA

T
et

e
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E5| AR Binl and c-Myc phosphorylation are key binding determinants.
J.Mol.Biol., 351, 2005




SRX015142
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External Database Query

Query antigen ‘ MYC

Genome hgte L
Antigen Class TFsand others.
Antigen MYG.
Cell type Class Blood
Cell type Ke562

Curated Sample Data

\ ATCC RIKEN BRC

Query cell-type K-562

Cell type information

Primary Tissue Blood
Tissue Diagnosis Leukemia Chronic Myelogenolis

http://www?2.brc.riken.jp/lab/cell/list.cgi?skey=K-562

Attributes by Original Data Submitter

‘source_name K562

biomaterial_provider
growth properties
lymphobiast antibody

celiBiology
Suspension Morphology
Myc

Metadata from Sequence Read Archive

Library Description

library. name
library_strategy
library._source

iorary_selection

K562_Myc_ChiPSeq
ChiP-Seq
GENOMIC

chip

Platform Information

instrument_model Nlumina Genome Analyzer

External Database Query

Query antigen  MYC

Query cell-type  K-562

WikiGenes PDB|
ATCC RIKEN BRC

CELL SEARCH SYSTEM

ik
RCB1197
RCB1635

<RX—=ITOP

Logs in read processing pipeline

Number of total reads 11974409
Reads aligned (%) 853
Duplicates removed (%) 3.

.8
Number of peaks 13041 (qval < 1E-05)

Sequence Quality Data from DBCLS SRA

SRR032509_fastqc

SRR032510_fastqc

'\{?‘View Cart

¥—7—F|Kk-562

e
T

T

[

gu7

A RIKEN BioResource Genter
prE O RIKEN BRC Al righis reserved.
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View on IGV ~ View Analysis Link Qut ~

Curated Sample Data

Genome hgte
Antigen Class TFsand others.
Antigen MYG.
Cell type Class Blood
Cell type Ke562

Cell type information

Primary Tissue Blood
Tissue Diagnosis Leukemia Chronic Myelogenolis

Attributes by Original Data Submitter

source_name K562
biomaterial_provider celiBiology

growth properties Suspension Morphology
lymphoblast antibody  Myc

Metadata from Sequence Read Archive

Library Description

library. name
library_strategy
library._source

iorary_selection

Platform Information

instrument_model

K562_Myc_ChiPSeq
ChiP-Seq
GENOMIC

chip

Sequence Quality Data from DBCLS SRA

rr—— SRR032509_fastqc

Quality scores across all bases (Sanger / llumina 1.9 €

SRR032510_fastqc

Quality scores across all bases (Sanger / lllumina 1.9 encoding)

External Database Query

Query antigen  MYC

Query cell-type  K-562

WikiGenes PDB|
ATCC RIKEN BRC

Logs in read processing pipeline

Number of total reads
Reads aligned (%)
Duplicates removed (%)
Number of peaks

11974408
853

a8
13041 (qval < 1E-05)

J= (i [ ][v] [ ][ [

Sequence Quality Data from DBCLS SRA

SRR032509_fastqc

SRR032510_fastqc
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Position in read (bp)
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Position in read (bp)
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SRX015142
GSM487427: K62 Myc ChiPSeq

- View on IGV v | View Analysis v Link Out ~

Curated Sample Data
Genome hg1e Blngg

Antigen Class TFs and others.
il Peak-call (q < 1E-05)
Peak-call (g < 1E-10)

Peak-call (g < 1E-20) ‘

Cell type K-562
senome ngwy
Antigen Class TFs and others
Attributes by Original Data Submitter Antig en MYC
romie PO oo BN Cell type Class Blood
prpnotlestantivody M Cell type K-562

Cell type information

Primary Tissue Blood
Tissue Diagnosis Leukemia Chronic Myelogenolis

growth properties Suspension Morphology

Metadata from Sequence Read Archive

Library Description
library_name K562 Myc_ChlPSeq
library_strategy ChiP-Seq

library._source GENOMIC
library_selection chip

Platform Information

Instrument_model Nlumina Genome Analyzer

External Database Query

—
e s

Logs in read processing pipeline

Number of total reads
Reads aligned (%)
Duplicates removed (%)
Number of peaks

Sequence Quality Data from DBCLS SRA

SRR032509_fastqc

11974408

853

38

13041 (qval < 1E-05)

SRR032510_fastqc
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Target Genes

@ Peak Browser @ Target Genes
EZICMIERTS? ZREET I ?

ChiP-Atlas

@ Colocalization @ in slico ChIP
HBE/N—FF—F? 1 —H'F—4 DR

i EHR  ChIP-seq SRA DIFEBIRIRILENAF T—EAR—XEDEHE  URL: http://chip-atlas.org
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#5l: POUSF1 DZEMELGTFIE ?

Target Genes

ChIP-Atlas - Target Genes

Predict potential target genes of TFs.

H. sapiens M. musculus D. melanogaster C. elegans S. cerevisiae
1. Choose Antigen 2. Choose Distance
from TSS
type to search
o +1k
PIAS4 +5k
PLAG1
PML +10k
POU2F1
POU2F2
POUS5F1
PPARA
PPARG

View Potential Target Genes
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Colocalization

@ Peak Browser @ Target Genes
EZICMIERTS? ZREET I ?
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ChiP-Atlas

@ Colocalization @ in slico ChIP
HBE/N—FF—F? 1 —H'F—4 DR




Colocalization
#l: NANOG & HFET 2KHFIE 7

Colocalization

ChlP-Atlas - Colocalization

Predict colocalization partners of TFs.

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

1. Search mode 2. Choose Antigen 3. Choose Cell Type
Class

o Antigens — Cell Type Nanog
type to search

Cell Type — Antigen
Myog
Myt1l Pluripotent stem cell
Nbn

Ncapd3

Ncapg

Ncaph2

Ncoa2

View Colocalization Data
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Colocalization

Bl: Nanog E£BETDIERFIE? |, SES8S85S (Lo g o Hi

&
6*8:)0'5‘ & & . m“\o &
. @@@@@&@@
S S S R S I S A
,?-f},(gbrb%,h‘b_,b%‘b@cbfbcgb )
&'@QQNN\%&K 5
Nanog's SR E LA FFFFL &
Cell types Exp. IDs Coassociation b = e iRl = ) <
partners Y’}"’}”" "

Embryonic stem cells SRX027353 Ep300
Embryonic stem cells SAX433130 Sox2
Embryonic stem cells SRX236477 Sox2
Embryonic stem cells SRX214084 Pou5f1
Embryonic stem cells SRX214083 Poubf1
Embryonic stem cells SRX213830 Poub5f1
Embryonic stem cells SRX213809 Pou5fi
Differentiated mESCs SHX209323 Sox2
Embryonic stem cells SRX208316 Sox2

Embryonic stem cells SAX498113 Ep300
Embryonic stem cells SRX489140 Pou5f1

EpiLC SRX499128 Pousf1

EpiLC SRAX499127 Pousf1

Embryonic stem cells SRX489115 Pou5f1

Embryonic stem cells SRX214082 Pousf1

Embryonic stem cells SAX214078 Poubf1

Embryonic stem cells SRX214078 Pou5f1

F9 SRX214067 Pousi1

Embryonic stem cells SRX213821 Pou5f1
Embryonic stem cells SRX003867 Sox2
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in silico ChlP
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in silico ChiP

ChlIP-Atlas - in silico ChIP T,

Analyze your data with public ChlP-seq data.

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

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

All antigens (16138) All cell types (16138) 50
DNase-seq (1024) Adipocyte (120) 100
Histone (3824) Blood (4559) 200
RNA polymerase (629) Bone (200} 500
Breast (1712)

Input control (1956) Cardiovascular (498)

Unclassified (596) Digestive tract (1205)

No description (3021) Epidermis (431)

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

o
Genomic regions (BED) or sequence motif (i) Refseq coding genes (excluding user data) (i) Usercpia e ()

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

ADI1 AGBL5 Compared data title (i)
AGO1 ALOXE3
AHCYL2 AMZ2

AJAP1 SIE ANG
woseco T RLART 2 HY sess Z DD Proct e ©

APOBEC3D ARID2

ARHGEF38 E{ Z_K ? ASF1A E{ﬁ % My project

ATPAF2 ATP50
Eiad ; At : Distance range from TSS (0

Control

Choose File no file selected Choose File no file selected - 5000 bp=TSS =+ 5000 bp

Choose local file Try with example Choose local file Try with example
submit

Estimated run time: 1 mins




in silico ChlP
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Antigen
class

Num of Overlaps / Overlaps / Other Log . Log Fold FE>

' peaks Liver RefSeq genes P-val Q-val Enrichment 12

Antigen Cell class

SRX100505 ZtF: e?: £ HNF4A Liver 21259 624/1023 4555/17599 -114.8 -111.1 236 TRUE

srxiooade 18N fNFaG Liver 15919 574/1023 3926/17598  -1121  -108.7 252 TRUE

TFs and

SRX100497 others

RXRA Liver 13022 460/1023 3027/17599 -87.1 -83.9 261 TRUE

TFs and

SRX100544 othars

EP300 Liver 24334 596/1023 4983/17599 -82.6 -79.5 2,06 TRUE

SRX150698 It?;:d HNF4A Liver 10069 447/1023 2972/17599 -82.5 -79.5 59 TRUE

TFs and

SRX100448 othiers

FOXA2 Liver 45130 688/1023 6974/17599 -66.6 -63.6 : TRUE

TFs and

SRX100477 thérs

Liver 40732 674/1023 6764/17599 -65.8 -62.9 : TRUE

TFs and

SRX100506 Sihars

Liver 50941 710/1023 7765/17599 -56.0 -53.2 i TRUE

TFs and

SRX018625 Sibars

Liver 2654 179/1023 705/17599 -65.0 -52.2 ! TRUE

TFs and

SRX100538 others

Liver 16071 539/1023 5045/17599 -54.1 -51.4 ; TRUE

TFs and

SRX100552 othiers

Liver 18032 616/1023 6313/17592 -52.4 -49.8 ; TRUE

TFs and

SRX018626 SHfara

Liver 1639 131/1023 446/17599 -45.4 -42.8 ‘ TRUE

SRX190331 lt?;:d TEAD4 Liver 10956 311/1023 2260/17599 -44.9 -42.3 37 TRUE

TFs and

SRX190234 SFFars

CEBPB Liver 12482 376/1023 3106/17599 -44.0 -41.4 . TRUE

TFs and

SRX150355 othars

ARID3A Liver 13508 336/1023 2822/17599 -36.8 -34.3 : TRUE

SRX1gofg7  Fsand NFIC Liver 13273

——— | WABI {ESL:
NEZIR B K - BREE/L K (DDBJ)




in silico ChlP
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in silico ChiP

ChlP-Atlas - in silico ChlIP s

Analyze your data with public ChiP-seq data.

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

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

All antigens (16138) All cell types (16138) 50
DNase-seq (1024) Adipocyte (120) 100
Histone (3824) Blood (4559) 200
RNA polymerase (629) Bone (200) 500
Breast (1712)

Input control (1956) Cardiovascular (498)

Unclassified (596) Digestive tract (1205)

No description (3021) Epidermis (431)

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

.
© Genomic regions (BED) or sequence motif (1) Random permutation of user data (i) User datatitio

Gene list (Gene symbols) (i) © BED or sequence motif (1) My data

chr1 100128315 100128440 chr1 10488202 10488365 Compared data title (i)
chr1 103190456 103190612 chr1 107973343 107973565

chr1 107541234 107541357 chr1 108293100 108293277

chr1 108325177 108325403 chr1 109370825 109371023

chri 110412483 110412583 chr1 110319562 110319739 Project title (D

chr1 111120868 111121001 chr1112298232 112298429
chri 111693652 111693799 chr1 113351913 113352118

chr1 112421367 112421483 chr1 116524095 116524271
Sl . b i o et i subet

C(t:xzzoszelj H:F H,-Eitl:% E E/\J C?;:S:I:):::I % O) 1& d) Estimated run time: 2 mins
T\ — TY/)\>H—

Control

My project




in silico ChlP

F: FESFEN T Y /\> 9 —0FHiEHl%Z 75

o A aween oo g g Dol o el b Gady _REL4 %
SRX100544 g:ef;‘d EP300 Liver Hep G2 24334 80/286 1147/20509 -32.1 285 500 TRUE r
SRX190321 g:efs“d MAX Liver Hep G2 40220 90/286 1497/20509 319 285 431 TRUE
SRX100552 E:e?;d SP1 Liver Hep G2 19032 64/286 755/20509 297 265 608 TRUE
SRX100449 g:ef:d HNF4G Liver Hep G2 15919 54/286 507/20509 293 262 7.64 TRUE
SRX100497 g:ef;‘d RXRA Liver Hep G2 13022 54/286 557/20509 275 24,5 6.95 TRUE
SRX100493 ;F:ef:d HEY1 Liver Hep G2 26412 69/286 984/20509 -27.5 24,5 5.03 TRUE
SRX100538 Ithef_j_‘d HDAC2 Liver Hep G2 16071 58/286 676/20509 27.0 242 615 TRUE
SRX100505 lfrfef:d HNF4A Liver Hep G2 21259 54/286 585/20509 265 237 6.62 TRUE
SRX190332 g:ef;‘d MYBL2 Liver Hep G2 15213 55/286 637/20509 25.7 229 619 TRUE
SRX190264 g:ef;‘d CREB1 Liver Hep G2 26690 68/286 1092/20509 243 215 447 TRUE
SRX100448 Erfe?:d 'FOXA2 Liver Hep G2 45130 67/286 1138/20509 -22.6 -19.9 422 TRUE
SRX150360 g:ef;‘d TBP Liver Hep G2 10293 38/286 327/20509 217 -19.1 8.33 TRUE
SRX100506 gﬁe‘j‘:d FOXAT Liver Hep G2 50941 70/286 1295/20509 297 -19.1 388 TRUE
SRX1165097 ;F:ef;'d CREB1 Liver Hep G2 21856 58/286 899/20509 212 186 463 TRUE
SRX190266 If:;;‘d NR2F2 Liver Hep G2 18201 48/288 805/20509 209 -18.4 569 TRUE
SRX100477 lfrfef:d FOXA1 Liver Hep G2 40732 66/286 1198/20509 208 182 395 TRUE

Showing 1 to 100 of 5,184 entries Previous ‘I‘ 2 3 4 5 52 MNext
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FANTOMS5 Promoter
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VS

FANTOMS5 Enhancer
b B HHIE TR E R
T\ —

VS

GWAS catalog
B BDIRE THENRR
SNP loci

VS

Z DD
BIETF

Z DD
TYV)\>HY—

Z DD
SNP loci

HRT R Z B %
Br 5 KT DR

HEREIEZE S
Br 5 KT DR

B (CRb S
R G R F DFER



@ Peak Browser @ Target Genes
EZICMIERTS? ZREET I ?

— Q=) —
M— —— - —B
—@—)-

ChiIP-Atlas

@ Colocallzatlon @ in sI|co ChIP

%= BB




XE®

AYTF—=IDULVIVT

- NERT—HIR—R & DEHEE
PosMed PDBj RIKENBRC
DBCLS SRA

- fHRE ML P ECHRE Z B S i EREF DT




Web Ul DESL, 5k R 7RIS

WAB

X

BB (DBCLS)

INFER

| DYESY
jm )

&

=[5 (DDBJ)

B, 1R

IEH Ml (RIKEN)

=
=L

H— Vit

ColLo MR

{HAR B (RK)

STER
NIG supercomputer

=E

j—L \

<*2S ? DDB]J

- DMA Data Bank of Japan

1 354 (NBDC)

F—HEE
¥ £ (NLK)

WO
0D RS K m s
apan Science and Technology Agency

H27 £ etEETOo 3 A
(ET—IBT S 7))

cien ;



