. . The ENCODE Project (ENCyclopedia of DNA Elements) is an international consortium of
E N CODE . E ncyC|Op9d Ia researchers who are moving beyond the basic information of the reference genome sequence.
Researchers are using many cutting-edge technologies to learn as much as possible about
of DNA Elements

variations, genes, non-coding transcripts, regulatory elements, and genome structure and more, in
. extensive detail across the entire genome. The UCSC Genome Bioinformatics Group hosts the
www.encodeproject.org ENCODE DCC, or Data Coordination Center, aspects of the project.
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To search for ENCODE data related to your area of interest and set up a browser view, use the UCSC Experimel @ PLOS BIOLOGY
Search tool (Advanced features). The Experiment List (Human) and Experiment List (Mouse) links provide comp
ENCODE data that is released or in preparation. Early access to pre-release ENCODE data is provided at http-//|

Learn about the resources ENCODE Cell Types preview ucsc.edu. If you would like to receive notifications of ENCODE data releases and related news by ema\l

. encode-announce mailing list. For more information about how to access this data, see the free online OpenHeli:
researchers are using

a peer-reviewed open-access journal published by the Public Library of Science

ol All ENCODE data is freely available for download and analysis. However, before publishing research that uses g RESEARCH ARTICLE OPEN anccsss
Expelrimem please read the ENCODE Data Release Policy, which places some restrictions on publication use of data for nin
st data release. Read more about ENGODE data at UCSC. A User's Guide to the Encyclopedia of DNA Elements
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R — was used as the source for transcriptome profiling of tissues and cell types that also had corresponding DNase | their attendant chromatin states and DNA methylation patterns.
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: f Variables analysis files per experiment (de novo exons, genes and transcripts with expressien levels defined by Cufflinks a| through a freely accessible database. Here we provide an overview of the project and the
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Guidance on experimental strategies ELGUMCT) {507 C, 1VMF. HIP, IMRGD, Monoeyies-OD14+. NHDF, NHEM.E M2, NHEM_ M2, SKC, SK-N-St. There are also two new ways to explore the project data.
and platform Characteriza“ons i variations in protocol (CIP-TAP and untreated) used to create different RNA populations.
Standards

UCSC d Regulation: Transcription Levels Assayed by RNA-seq on 9 Cell Lines from ENCODE: includes transcription levels
for 2 additional cell lines: HeLa-S3 and HepG2.
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