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Where is the data: sites with unique features

Consortium homepage http://roadmapepigenomics.org
* View data on genome

e protocols

e standards

NCBI http://ncbi.nlm.nih.gov/epigenomics
http://ncbi.nlm.nih.gov/geo/roadmap/epigenomics

* View data
e Download data
 Compare samples

Human Epigenome Atlas http://epigenomeatlas.org
* View data on genome or with Atlas gene browser
* Download data

* Tools at Genboree Workbench

WashU VizHub http://vizhub.wustl.edu
* Next-gen browser http://epigenomegateway.wustl.edu
 UCSC visualization hub at http://gsenome.ucsc.edu



http://roadmapepigenomics.org/
http://ncbi.nlm.nih.gov/epigenomics
http://ncbi.nlm.nih.gov/geo/roadmap/epigenomics
http://epigenomeatlas.org/
http://vizhub.wustl.edu/
http://epigenomegateway.wustl.edu/
http://genome.ucsc.edu/

Search: GO

PARTICIPANT S EROWSE DATA FPROTOCOLS COMPLETE EFIGENOMES PUBLICATIONS

| MAPPING CENTERS |PROTOCOLS & STANDARDS | |PUBLICATIONS |MEWS

VIEW/DOWNLOAD QUICK LINKS

Genome Browsers

o hitp:/iwww epigenomebrowser.org

» http-//genomebrowserwustl.edu/

= hitp://epigenomegateway. wustl.edu/

Data Repositories

» NCBI Epigenomics Gateway

Histone ;
Chromatin Modifications * Epigenome Atlas

biology and
eneration seque gte o map DN
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| ved in human dise:

http://www.roadmapepigenomics.org



Two ways to browse: Data Table

Data Types Download Data Data Quality
[
DATA TABLE VISUAL DATA BROWSER
Data Tables Embryonic Stem Cells | | Fetal Adutcalis (") ‘ Gotothe NIH | You can DOWNLOAD DATA CLICK HERE ¥
. Tissues & Tissues | Project Data from the Human Epigenome to view the Consortium effort
~ ™ Listings website | Atlas and the Mational Center BT T

. for Biqte;hnoloqv Information ctties for alhestnne
attheir sites. modification and chromatic
accessibility data.

Click any blue sguare to be taken to the Epigenome Browser to view the data. Cells marked "5” denote submitted data, but not yet available in the Epigenome Browser. Cells
marked "P" denote planned submissions.

Select assay to view celltissue data: Bisulfite-Seq [=] [VIEW]

[ Expand All
= Collapse All E
o —
g o (=4 "
. o c ol @ b gl u|lulu I B ™
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ESCELLS
ES-derived cells

H1 derived embryoid body
H9 derived embryoid body
HUES1-derived embryoid body
HUES3-derived embryoid body
HUESE-derived embryoid body

HUES45-derived embryoid body

H1-derived Meurual progenitors

N W

i H1 Derived Neuronal Progenitor Cultured Cells -- H3K36me3 Signal ]

H8-derived Meurcnal progenitors
HB Derived Neurcn Cultured
H1-BMP4+

H1-derived mesenchymal

H1-derived mesendoderm
H1-derived CD184+ Endoderm
iPS CELLS
ADRENAL-Fetal
BRAIN-Fetal

HEART-Fetal

Gl-Fetal

KIDNEY-Fetal
LUNG-Fetal



Two ways to browse: Visual Browser

ROADMAP

Search: G

. :
FROKRET PARTICPANTS prorocoLs | quaury memrics

Data Types Download Data Data Quality
A g — -

DATA TABLE VISUAL DATA BROWSER

[ Data Tabies Embryonic Stem Cells | , Fetal 2N ' Adult Celis ("“-}

(

K\

" fs ‘“ L=< Mouse over sites, click for table
' \‘ = NeBI

HISU IS 101 all Iswnc
medification and chromatic
accessibility data.

attheir sites.

Hematopoietic cells: 70 available samples

Clear Section

7 .\ . _

‘ Brain Brain sagital
{ Multiple regions -

)

Brain coronal

Breast

Stem cells

Lumenal epithelial
Myepithelial

5

Click Here for Data

Hematopoietic cells
Stem cells (CD34+)
B-Cells (CD19+)

Liver T-Cells (CD3+, CD4+, CD84+)
5 Granuloytes (CD15+)
PBMCs
Duodenum j———__
o . - -
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Where is the data?

Consortium homepage http://roadmapepigenomics.org
* View data on genome

e protocols

e standards

NCBI http://ncbi.nlm.nih.gov/epigenomics
http://ncbi.nlm.nih.gov/geo/roadmap/epigenomics

* View data
e Download data
 Compare samples

Human Epigenome Atlas http://epigenomeatlas.org
* View data on genome or with Atlas gene browser
* Download data

* Tools at Genboree Workbench

WashU VizHub http://vizhub.wustl.edu
* Next-gen browser http://epigenomegateway.wustl.edu
 UCSC visualization hub at http://gsenome.ucsc.edu



http://roadmapepigenomics.org/
http://ncbi.nlm.nih.gov/epigenomics
http://ncbi.nlm.nih.gov/geo/roadmap/epigenomics
http://epigenomeatlas.org/
http://vizhub.wustl.edu/
http://epigenomegateway.wustl.edu/
http://genome.ucsc.edu/

Hot off the presses : Roadmap data at GEO
cen

Gene Expression Omnibus

GEOQ Publications FAQ MIAME Email GEO

CBI » GEO = NIH Roadmap Epigenomics

NIH Roadmap Epigenomics Project Data Listings

w

This page summarizes Roadmap Epigenomics project data that are awvailable through the GEO repository. View tracks on

Additional data will be added as it becom
Data download genome viewer
For data usa H .
=2 (.bed, .wig, some SRA, .bam) ¢ your choice

» Description of tab contents K

H Samples | Studiesl Matrix I ‘
g
Search: I:l |§| View tracks in' | NCBI Sequence Viewer [v| Export: |E”E|
GSMENE332 H1 cell ling H4Kg1ac ucso [ =12 ] bed,wig ] 2011-07-07
GSMEBTE38 HE cell line H4K81ac D ucso (<o ) 2011-12-23
GSMBETE40 Hg cell ling H4K91ac L ucso [ s ] 2011-12-23
GSM521924 IMR30 cell line H4K31ac O ucsn e 2010-12-22
GSMS21925 IMRS0 cell line HaK91ac L ucso [ <= ] 2010-12-22
GSMEETE3T Hg cell line H4KBac O ucso [ 50 ] 2011-11-18
GIMEETE3E Ha cell line HaKBac O ucso (<= ) 2011-12-23
GSME21913 IMR90 cell line HaKBac O ucso [ 51 ] 2010-12-22
G3M521921 IMRS0 cell line HaKBac O ucso [ 5 ] 2010-12-22
GSMS21922 IMRS0 cell line HaKBac L ucso [ <= ] 2010-12-22
GSMS21923 IMRS0 cell line H4KBac O ucso [ 50 ] 2010-12-22
GSMB0S330 H1 cell line HaKS5ac L] ucso [ <= ] 2011-07-07
GSMEBTE3S Hg cell line H4KSac O ucso [ 51 ] 2011-11-18
G3MEETE3S Ha cell line HaKSac O ucso [ <= ] 2011-12-23
ACuAChnTE AMOA ~ml i LA mn L g nren A ST anan 47 an

http://www.ncbi.nlm.nih.gov/geo/roadmap/epigenomics



JCBI # GEO = NIH Roadmap Epigenomics nic
1es
NIH Roadmap Epigenon

This page summarizes Roadmap EpigJe
Additional data will be added as it bs]e

For data |
jieg
—_—
Samples Studies
Center:
Al -
o
EE—— o
| View tracks n
e 1
Uncheck All 9
=
=
-
m
&l

CD14 primary cells

CD15 primary cells

CD19 primary cells

CD20 primary cells

CD32 cord blood primary cells
CD3 mobilized primary cells

CD3 primary cells

View tracks

CD34 cultured cells

CD324 mobilized primary cells

A Warning: Results can be slow if multiple tracks are

selected.

Select chromosome to see data on NCBI Sequence Viewer:

[1][2]l2]la]is]ls]lz][e]lo] o]l ][ 2] 13][a][][16][ 7] 18][ 1] 20][21 [22][x] ][]
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e
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B —e——————] LAV g UMY el > > R <« ]
- ver s LOCEAL45S I Clorne 28
Woos o carigm CCOCTH LOCIO0131840) =)
DALACO [
wm

Select chromosome to see data on UCSC Genome Browser:

[1]l2][3]l4]ls]le]l]le]le][1o][11][12][1s][14][ ] 16][17][ 5] 19][20][21][22] ][ ¥][]

tH1 H3K4me3 2

G_I_l.u.._.u_uLL_L o

UCSC Genes Based on RefsSeq
ucsc Genes mHlp—+ i
Refseq Genes mH) H o=

UniFrot, GenBank, CCC
)

RefSeq Genes

CeO

Gene Expression Omnibus

 FAQ MIAME Email GEO
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Genome-wide epigenetic data at NCBI: Epigenomics Gateway

& NCBI Resources ¥] HowTo (%) My NCBI Sign In

Epigenomics Search: | Epigenomics (] Limits Advanced search Help

Beyond the Genome Clear

Compare Text search or

ion and influence our

samples [l browser search

How to... Epigenomics TP Scientific Background

How to Use the Sample Browser Browse Experiments About Epigenetics

How to Manage Collections of Samples Browse Samples About DA Methylation

How to View Genome Tracks Compare Samples Beta About Histone Modifications

How to Download Genome Tracks Advanced Search About Chromatin Structure

Latest Studies MNIH Roadmap Epigenomics Recent Review Articles

Genome-wide binding of the orphan nuclear receptor TR4 suggests Aboutthe Project [Molecular-genetic markers in lung cancer diagnostics].

its general role in fundamental biological processes [ESS000097] l "'x' Reference epigencme maps and their applications to human [Mol Biol (Mosk). 2011]

health.

Faternally-induced transgenerational envirenmental D [Pathology and pathobiology of the gastric carcinomal.

reprogramming of metabolic gene expression in mam [ESS000110] l\( [Acta Chir lugosl. 2011]

Integrative model of genomic factors for determining binding site Profiling epigenetic alterations in disease.

selection by estrogen receptor alpha in MCF-7 cancer [ESS000113] Epigenomics Mapping Consortium [Adv Exp Med Biol. 2011]

Reprogramming factor expression initiates widespread targeted Human Epigenome Atlas Prospects for epigenetic compounds in the treatment of

chromatin remodeling [ESS000107] . autoimmune disease. [Adv Exp Med Biol. 2011]

Roadmap Data in GEQ

Genomic Profiling of HWGM1 Reveals an Association with o Epigenetic deregulation in rheumatoid arthritis.

Chromatin at Regulatory Regions [Essoo0oz)  Data Access Policies [Adv Exp Med Biol. 2011]
See more... See more...

http://www.ncbi.nlm.nih.gov/epigenomics



[ -
& NCBI

Resources [v)

How To (v

Epigenomics

Beyond the Genome

Browse

All experiments (187 3)
Mew experiments (567)
Recently viewed (0)
Clipboard (0)

My Collections

Note: Y'ou haven't created any
collections yet. Select some

=zamples and u=se the "Send To

command to create and name your HOMO Sapiens

collection.

Experiments

My MCBI Sign In

Search | Epigenomics ™ Limits  Advanced search  Help

.. Select samplesto .. EZZ¥ cex
add to clipboard
or collection, or to
view metadata
(antibody,

Use filters to narrow
selection

Filters =~

Containing word(s):

Species . 0 . Feature Type
Al instrument, ; Or view on [ A &
Caenorhabditis elglfans o o z DNA methylation
Drosophila melan@gaster quallty metrlcs’ » genome gene expression
P H3K2Tme3
Mus musculu Sample i D&+ EIHSKSEmeS
:ord blood. CD3+ H3K4me1
Lnemammacima narinharal bhload T4 0 M H3kAma3 M

Experi ts (15)

g @ ® L view on Genome Download v o
Select: / Selected: 5

Experiment ID Feature Type Assay Type Species Cell Type Tissue Type Cell Line Cell Population Differentiati

[] ESX000001275 DINA methylation DNA methylation Homo sapiens  Tlymphocyte  blood CDB8+ CD45RA+ naive

[] ESX000001287 OMA methylation DA methylation Homo sapiens T lymphocyte blood CD8+ CD45RA+ naive
ESK000001980 H3Kdme3 histone modification  Homo sapiens T lymphocyte blood CD&+ CD45RA+ naive

E H3K8me3 histone modification  Homo sapiens T lymphocyte blood CDE+ CD45RA+ naive
ESK000001992 H3K%ac histone modification  Homo sapiens T lymphocyte blood CD&+ CD45RA+ naive
ESX000001993 H3K4me1 histone modification  Homo sapiens T lymphocyte blood CD&+ CD45RA+ naive

ESX000001994 H3K27mel histone modification  Homo sapiens T lymphocyte blood CD&+ CD45RA+ naive

[J ESX000001995 input control input control Homo sapiens T lymphocyte blood CD&+ CD45RA+ naive

O ESX000002027 H3k4me3 histone modification  Homo sapiens T lymphocyte blood CD8+ CD45RA+ naive

[J ESX000002046 OMA methylation DA methylation Homo sapiens T lymphocyte blood CD8+ CD45RA+ naive

[] ESX000002052 DINA methylation DA methylation Homo sapiens  Tlymphocyte  blood CDB8+ CD45RA+ naive

[] ESX000002055 OMA methylation DA methylation Homo sapiens T lymphocyte blood CD8+ CD45RA+ naive

[] ESX000002581 H3K36me3 histone modification  Homo sapiens  Tlymphocyte  blood CDB8+ CD45RA+ naive

[ ESx000002396 DMA methylation DMNA methylation Homo sapiens T lymphocyte blood CD&+ CD45RA+ naive



Where is the data?

Consortium homepage http://roadmapepigenomics.org
* View data on genome

e protocols

e standards

NCBI http://ncbi.nlm.nih.gov/epigenomics
http://ncbi.nlm.nih.gov/geo/roadmap/epigenomics

* View data
e Download data
 Compare samples

Human Epigenome Atlas http://epigenomeatlas.org
* View data on genome or with Atlas gene browser
* Download data

* Tools at Genboree Workbench

WashU VizHub http://vizhub.wustl.edu
* Next-gen browser http://epigenomegateway.wustl.edu
 UCSC visualization hub at http://gsenome.ucsc.edu



http://roadmapepigenomics.org/
http://ncbi.nlm.nih.gov/epigenomics
http://ncbi.nlm.nih.gov/geo/roadmap/epigenomics
http://epigenomeatlas.org/
http://vizhub.wustl.edu/
http://epigenomegateway.wustl.edu/
http://genome.ucsc.edu/

The Human Epigenome Atlas

v/

Human

stl Epigenome

5l i'?: Atlas

Releases Informatics

Human Epigenome Atlas

The Current Eelease (Release 8) of the Human Epigenome

Atlas

The Human Epigenome Atlas is produced by the [MIH
Epigenomics Roadmap Consortium.

The Human Epigenome Atlas includes human reference
epigenomes and the results of their integrative and
comparative analyses. Successive releases of the Atlas
will provide progressively more detailed insights into locus-
specific epigenomic states, including histone marks and
DMA methylation marks across specific tissues and cell
types, developmental stages, physiological conditions,
genaotypes, and disease states.

Epigenome Atlas Release 8

= |nteractive Visualization and Download

« Data Download via hitp

« Data Download via fip

More information and resources are available:

Roadmap Epigenomics Homepage

MCEBI Epigenomics Gateway

UCSC browser mirror site at University of Washington
UCSC browser mirror site at Washinaton University

Publications

Epigenome Atlas Release 8

Filter rows:

Home

BCM

Baylor College of Medicine

Forums Contributors

==| Selections = | 4 Choose Databases

Assavape"*

Click for

data

+SampleType

e P IR PR ]

Brain Germinal Matrix
Brain Hippocampus Middle

Brain Inferior Temporal Lobe

Fitter rows:

Epigenome
Atlas

Bisulfite-Seq
MeDIP-Seq

-
%]

8) of the Human Epigenome Atlas. (Best
nection)

DMase Hypersensitivity




® MNOTE: Some pages may not be acoessible over low bandwidth internet connecticns. This page has been tested with the following browsers: 'iﬁ ', [ s ﬁ.l
Histone H3IK27me3 *

F; Toggle assay selections
#F Download data

Human Epigenome Atlas Release 4 (hg19)

r Selections

I| Atlas Gene Browser w

=11
. Genome Browser 3 = g
Click to view ‘fz 2 @ ol _ |, olole
N\ 1 EIZIE|2|g|E|&|8
selected data g _ g 5 28833 ¢¢:3s
. “elg = f']_':II:J = TP R R P Y Y
IR sets £ 4 2 o 2 ?|5(E(E(E|E|E|E|E
Fitter: | CD wme e e & = E 522 EREZE
CO4 Primary Cells 2
CDA5 Primary Cells 1 1
CD9 Primary Cells 3 1.2 2 2 2
CD20 Primary Cells Click to download 1
- 12 1 2
st el data, or for metadata -
CD34 Primary Cells 2 2 2
CD4 Memory Primary Cells 3|3 1 1
CD4 Maive Primary Cells 3|3 1 1 1
CD4 Primary Cells
COSE Primary Cells 2
CD& Maive Primary Cells 3|3 1 111111 ]2[1]1
CDS Primary Cells 4
Mobilized CD3 Primary Cellz 1
Mobilized CD34 Primary Cells Fl14 1 8|7 5|5 |7 S
Mobilized CD4 Primary Cells 2 1
Mobilized CDSE Primary Cells 1

hESC Derived CD184+ Endoderm Cultured Cellz 2

Hstone HXBK.120ac
Hstone HXBK1 2ac
Hstone HBK.15ac



Atlas Gene Browser for EA Release 4 (hg19)

Download: x5 [+ L4 Add Gene —-] [Delete Gene —

Histone H3K27me3

Histone H3K36me3

Histone H3K4me1

CDE Naive Primary Cells

Histone H32K9ac

Histone H3K9me3

Gene: AHR

Choose specific gene elements if necessary ( 8 next to gene name)

Click on the sample, assay or gene image to see related metadata

1

1

1

:

1

1

2

2

Start typing a gene name in the box below and select a3 gene from the pulldown list
Use the scrollbar at the bottom of the table to s=2 the genes on the right

Add genes one by one or via the pathway brovser I:.'. next to gene name)
Zoom inte features of interest using the genome browser (m next to gene name)

AHR.
Read Density

4 56 78 9
Exon Number

AHR
Read Density

4 567809
Exon Number

AHFR.
FRead Density

23 456789

Exon Number

AHR.
Read Density

23 4567849

2

Exon Number

AHR
Read Density

4 56 78 9
Exon Number

1011

1011

1011

1011

]

1011

£% Click on this icon to generate a shareable link to this session

Gene Features Legend

. Prometer (2Kbp upstream of TSS) . Exon

. Irtren

S'UTR / 3'UTR

Mo Bisulfite Methylation
Cata

Gene:| ARNT G we
ARNT
Read Density
10

1232456 7 8 9 101112121415161718192021 22
Exon Number

ARNT
Read Density

12245867 8 9 1011121214151681718192021 22
Exon Number

ARNT
Fead Density

1 23 4 56 7 8 9 101112131415181718192021 22
Exon Number

ARNT
Read Density
12

1234587 8 9 1011121314151681718192021 22
Exon Number

ARNT
Read Density

1232456 7 8 9 101112121415161718192021 22
Exon Number




The Human Epigenome Atlas

v/

Human

stl Epigenome

5l i'?: Atlas

Informatics

uman Epigenome Atlas

Release (Release 8) of the Human Epigenome

Releases

Genboree
WorkbenCh Epigenome Atlas is produced by the MIH

CrgenonneS Roadmap Consortium.

The Human Epigenome Atlas includes human reference
epigenomes and the results of their integrative and
comparative analyses. Successive releases of the Atlas
will provide progressively more detailed insights into locus-
specific epigenomic states, including histone marks and
DMA methylation marks across specific tissues and cell
types, developmental stages, physiological conditions,
genaotypes, and disease states.

Epigenome Atlas Release 8

= |nteractive Visualization and Download

« Data Download via hitp

« Data Download via fip

More information and resources are available:

Roadmap Epigenomics Homepage

MCEBI Epigenomics Gateway

UCSC browser mirror site at University of Washington
UCSC browser mirror site at Washinaton University

Publications

Epigenome Atlas Release 8

Filter rows:

+SampleType

e P IR PR ]

Brain Germinal Matrix
Brain Hippocampus Middle

Brain Inferior Temporal Lobe

Fitter rows:

Epigenome
Atlas

Home

BCM

Baylor College of Medicine

Forums

==| Selections = | 4 Choose Databases

Assavape"*

Bisulfite-Seq
MeDIP-Seq

-
%]

8) of the Human Epigenome Atlas. (Best
nection)

Contributors

DMase Hypersensitivity




Epigenomic (and other) analysis tools for your
data, our data, or both

GENBOREE BCM

5f SystemiNetwork ~ | || =] Data QC and Pre-processing = Genome Transcriptome Cistrome = Epigenome * etagenome = | | =) Visualization = Help =

Welcome to the Genboree Workbench! [G=tting Started]

Data Selector Details
%, Refresh Data Filter:| Select a fiter, v Attribute alue

4 gﬂgenboree.org
- chadwickl_group
» S EDACC
- EDACC-Test
- g5 Epigenome Informatics Workshop (Mar 2012)
- £ Epigenome ToolSet Demo Input Data
- Epigenomics Roadmap Repository

Input Data

; a—.;Epigenomics Workshop - 909 =
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Epigenomic analysis workshop a few times a year.



Comparison of epigenetic profiles across
specific ROIs (meDIP-seq, low CpG promoters)
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Similarity matrix using Pearson correlation Davies et al., Genome Biol 2012



Spark: cluster analysis of genomic regions of interest
clusters

YY1
CtBP2
SuUZ12

multlple H3K4me3

H3K9Ac
H3K4mel
data H3K36me3
H3K27me3
tvbes | .ivomes

http://www.sparkinsight.org
Download program, video tutorials

YY1l

CtBP2
suUz12
H3K4me3

View
regions
in UCSC H3K2$:3
H3K9me3
browser MRE

MeDIP
RNA-seq

Neilsen et al., Genome Research 2012



Where is the data?

Consortium homepage http://roadmapepigenomics.org
* View data on genome

e protocols

e standards

NCBI http://ncbi.nlm.nih.gov/epigenomics
http://ncbi.nlm.nih.gov/geo/roadmap/epigenomics

* View data
e Download data
 Compare samples

Human Epigenome Atlas http://epigenomeatlas.org
* View data on genome or with Atlas gene browser
* Download data

* Tools at Genboree Workbench

WashU VizHub http://vizhub.wustl.edu
* Next-gen browser http://epigenomegateway.wustl.edu
 UCSC visualization hub at http://gsenome.ucsc.edu



http://roadmapepigenomics.org/
http://ncbi.nlm.nih.gov/epigenomics
http://ncbi.nlm.nih.gov/geo/roadmap/epigenomics
http://epigenomeatlas.org/
http://vizhub.wustl.edu/
http://epigenomegateway.wustl.edu/
http://genome.ucsc.edu/

Roadmap Epigenomics VizHub at UCSC

(1} Genomes Genome Browser Tools Mirrors Downloads My Data About Us Help

Human (Homo sapiens) Genome Browser Gateway

The UCSC Genome Browser was created by the Genome Bioinformatics Group of UC Santa Cruz.
Software Copyright (c) The Regents of the University of California. All rights reserved.

clade genome assembly position search term
Mammal -~ Human - Feb. 2009 (GRCh37/hg19) ~ chr6:152 355 873-152 467 408 ‘ enter position, gene symbaol or search terms ‘

Click here to reset the browser user interface settings to their defaults.

[ —— ]
[ track search H add customtracki track hubs I configure tracks and display ]

Import tracks
Human Genome Browser — ha19 assemblv (sequences)
The Feb Public Hubs My Hubs
informati 3 L 3
Display Hub Name Description Assemblies URL
Sampl¢ . . http://ftp.ebi.ac.uk/pub/databases
[ EMCODE Analysis Hub El;;@ﬁfblntegratwe Analysis hg1s /ensembl/encode
CYEELTY fintegration_data_jan2011/hub.txt
chromos|
valid pos ) ) ) Predicted microRNA target sites http://www.mircode.org/ucscHub
s MiRcode MICTORNA SItes " e\ cODE transcripts hg19 /hub.txt
Reques Roadmap Epigenomics
Roadmap Epigenomics Data i .
chr? Data Qomplete Complete Collection at wWash U hgl9 EEg= o AT B T o 2
hrU Collection at Wash U VizHub /RoadmapReleaseAll. txt
chrn_g VizHub
o http://zlab.umassmed.edu pene
chr3:1-1 : : , , CESE)
[ UMassMed ZHub UMassMed H_3K_4m23_ ChIP-seq hgi9 /zZlab/publications/UMassMedZHub
data for Autistic brains
/hub.txt
An in-depth map of
Cancer genome polyA polyadenylation sites in cancer i
o site & usage {matched-pair tissues and cell hg19 http://johnlab.org/xpad/Hub/UCSC.txt
lines)
Load Selected Hubs Contact genomef@soe.ucsc.edu to add a public hub.




Downloads
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Genomes Genome Browser Tools Mirrors Downloads My Dat: About Us View Help

UCSC Genome Browser on Human Feb. 2009 (GRCh37/hg19) Assembly

move | <<< || << |[ < |[ > || »» || »»» | zoomin| 15x || 3x || 10x || base | zoom out | 15x || 3x || 10x |
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Genomes Genome Browser Tools Mirrors Downloads My Data About Us View Help

UCSC Genome Browser on Human Feb. 2009 (GRCh37/hg19) Assembly

mmre[ S ][ << ][ < ][ > ][ B ][ P ]ZDDm in[ 1.5x ][ K ][ T0x ][ base ]ZGOF‘I’I Dut[ 1.5x ][ 3x ][ 10x ]

I —

Display Conventions and Configuration

This track is a composite track that contains multiple subtracks. Each subtrack represents data for a different cell type and displays individually
on the browser. The 18 states of the HMM, their associated segment color, and the candidate annotations are as follows:

» State 1 - | DarkSalmon | - TS5 poised

o State 2 - - - TS5 flanking_more_upstream

« State 3 - [JRER - TSS_active

o State 4 - - T35 weak lowH3kZ7ac

e State 5 - - - T55 _flanking_more_downstream

e State 6 - - Transcription

o State 7 - m - Transcription_weak

« State & - [Dar - Enhancer-like_genic

e State O - ﬁng_e - Enhancer_weak

» State 10 - |Orange - Enhancer_active

o State 11 - 'm - Enhancer_active_with_weakK4me1_strong K27ac
» State 12 - |Ye||0w - Enhancer_poised

« State 13 - | Silver - Repressed polycomb

» State 14 - | Gainsboro - Repressed_polycomb_weakSignal

» State 15 - _ - Zinc_finger_genes H3K36me3 K9me3d
o State 16 - m - Heterochromatin_at_repeats

» State 17 - | LightCyan | - Heterochromatin
» State 18 - | White | - Quiescent

Metadata for a particular subtrack can be found by clickin g the down n the list of subtracks.
ru_Ce11s ChromHH I S B '- _- [ | N 0000 | B
ed_Ce11s ChromHHh [ BT T § - [ e 0 . -
h_MusCle ChromHHH [ ] e e e i | N [ |
Donor_S2 ChromHMM I [ | I [ ] [N| |




A new epigenomics browser

Washington University School of Medicine = Departmet of Genetics = Center for Genome Sciences & Systems Biology

&4 Washington University School of Medicine in St.Louis

Humon Epigenome Browser

Welcome to the gateway to the Human Epigenome Browser.gWis tool provides researchers with a cutting-edge resource for visualizing and

interacting with whole-genome data - t hosts Human Epigenome Atlas data produced by the Roadmap Epigenomics

project, but its use of advanced, mu H I I and its user-friendly interface make it possible for investigators to upload and
visualize their own data as custom tr TUtorla S °

The Human Epigenome Browser is developed and maintained by the Epigenome Informatics Group at Washington University in S5t. Louis. If you
have questions or comments related to the tools or data on this website, please feel free to contact us on our public mailing list.

Best viewed on modern open-source web browsers -- Google Chrome, Chromium, Firefox

Microsoft |E is not supported.

Collaboration Centers Browser Mirrors Cite us
Roadmap Epigenomics EDACC VizHub 5ee list of publications
ENCODE NCEI GEO UCSC Browser mirror

Center for Genome Sciences & Systems Biology, 4444 Forest Park Ave, CB8510, 5t. Louis, MO 63108

© 2012 Washington University, All Rights Reserved

http://epigenomegateway.wustl.edu
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In genome heatmap:
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Juxtaposition: Focus in on specific genomic
features or genes

In genome heatmap:
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Visualize genomic interactions
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Summary

* A community resource of epigenomic maps in a variety of
primary human cells and tissues

* Data can be found at several sites, including NCBI, UCSC, and
sites linked from http://roadmapepigenomics.org
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