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Who is the ENCODE Consortium?

Production Groups

) Broad Institute

0 cold Spring Harbor;
Centra for Genomic Regulation (CRG);

(3 University of Connecticut Health Center;
UcsD

m HudsonAlpha; Pennsylvania State;
UC Irving; Duke: Caltech

3 UCSD; Salk Institute ; Joint Genome Instiute;
Lawrence Berkeley Maticnal Laboratory; UCSD

G Stanford; University of Chicago; Yale

® university of Washingtan,
Fred Hutchinson Cancer Research Center;
University of Massachusetts Medical School

Data Coordination Center
) stanford: UCSC

Data Analysis Center
nl.lnh.ln‘zml‘q,I of Massachusetts Medical School;
Yale, MIT, Stanford, Harvard, University of Washington

Technology Development Groups

@ miT

ﬂ Washington University, S5t. Louls

ﬂ USC; Ohio State University, UC, Davis
University of Washington
Sloan-Kettering; Weill Cornell Medical College
Princeton; Waizmann
University of Michigan

© Broad institute

m University of Washington, UCSF

) advanced RNA Technelogies, LLC

ﬂ Harvard

Computational Analysis Groups
'UJ Berkeley, Wayne State Liniversity

Omr

@ university of Wisconsin

ﬂ'&!uan-ﬁelmrlng; Broad Institute

0 stanford

BucLa

Affiliated Groups

D Wellcome Trust Sanger Institute
) Fiorida State University

Image credit: NHGRI



What data does the consortium generate?
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ENCODE data flow
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Principles of data organization

Transparency of methods
e How was the experiment performed?
e Are ENCODE data standards met?

Reproducibility of results
e What files were used?
e What software & parameters were used to analyze the data?

Interoperability with other genomic projects
e Are standard file formats used?
e Can the metadata allow easy integration with other data?



Metadata: capture the experimental design
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Metadata: capture details of methods

Experiment with replicates (ENCSROOODRY)
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Introduction to the ENCODE portal
https://www.encodeproject.org/

ENCODE Data~  Methods~

ENCODE: Encyclopedia of DNA Elements
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Data

To find and download ENCODE Gonsortium data:

» Click the Data toolbar above and browse data
= By assay
= By biosample

= Enter search terms like “skin®, "ChIP-seq", or "CTCF

ENCODE investigators employ a variety of assays and methods to
identify functional elements. The discovery and annotation of
gene elements is accomplished primarily by sequencing a diverse
range of RNA sources, comparative genomics, integrative
bieinformatic metheds, and human curation. Regulatory elements
are typically investigated through DNA hypersensitivity assays,
assays of DNA methylation, and immunoprecipitation (IP) of
proteins that interact with DNA and RNA, i.e., modified histones,
transcription factors, chromatin regulators, and RNA-binding
proteins, followed by sequencing.

All ENCODE data is freely avallable for download and analysis.
Please refer to the ENCODE Data Release Policy

The ENCODE (Encyclopedia of DNA Elements) Consortium is an
international collaboration of research groups funded by the National
Human Genome Research Institute (NHGRI). The goal of ENCODE is
to build a comprehensive parts list of functional elements in the
human genome, including elements that act at the protein and RNA
levels, and regulatory elements that control cells and circumstances
inwhich a gene is active.

Image credits: Darryl Leja (NHGRI), lan Dunham (EBI), Michael Pazin
(NHGR))

News

Sept 12, 2014: Data release: 23 human and 5 mouse datasets.
[read more]

August 28, 2014: modENCODE and ENCODE comparison
papers published. [read more]

August 19, 2014: New ENCODE portal r d. The portal
contains tools for browsing and searching data generated by the
ENCODE consortium via assays, biclogical samples, and
experimental reagents used. [read more]

July 17, 2014: Data Release: 760 experiments of ChIP-seq, RNA-
seq, ChlA-Pet and 3 new assay types in human and mouse. [read
more]

June 16, 2014: Visualize tracks on the UCSC Genome Browser
via trackhubs-on-the-fly. [read more]

March 17, 2014: Antibody characterization standard updated to
include antibodies against chromatin regulators and RNA binding-
proteins. [read more]

See news archive for additional news and updat




