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Proper Citation

Blueprint Epigenome (RRID:SCR_003844)

Resource Information

URL: http://www.blueprint-epigenome.eu/

Proper Citation: Blueprint Epigenome (RRID:SCR_003844)

Description: Consortium to further the understanding of how genes are activated or
repressed in both healthy and diseased human cells with a focus on distinct types of
haematopoietic cells from healthy individuals and on their malignant leukemic
counterparts. They will generate at least 100 reference epigenomes and study them to
advance and exploit knowledge of the underlying biological processes and mechanisms in
health and disease. Reference epigenomes will be generated by state-of-the-art
technologies from highly purified cells for a comprehensive set of epigenetic marks in
accordance with quality standards set by International Human Epigenome Consortium
(IHEC). Access to the data is provided as well as the protocols used to collect the different
blood cell types, to perform the different types of epigenomic analyses, etc.). This
resource-generating activity will be complemented by hypothesis-driven research into
blood-based diseases, including common leukemias and autoimmune disease (Type 1
Diabetes), by discovery and validation of epigenetic markers for diagnostic use and by
epigenetic target identification. Since epigenetic changes are reversible, they can be
targets for the development of novel and more individualized medical treatments. The
involvement of companies will energize epigenomic research in the private sector by the
development of smart technologies for better diagnostic tests and by identifying new
targets for compounds. Thus the results of the project may lead to targeted diagnostics,
new treatments and preventive measures for specific diseases in individual patients, an
approach known as "personalized medicine". The Blueprint Data Access Committee will
consider applications for access to data sets stored in the European Genome-phenome
Archive (EGA) when authorized to do so by the Blueprint consortium and the holders of
the original consent documents. Access is conditional upon availability of samples and/or
data and signed agreement by the researcher(s) and the responsible employing Institution
to abide by policies related to publication, data disposal, ethical approval and
confidentiality. At EBI, the ftp site with the data can be found. You can either opt to link to
the track hubs yourself or you can add the track hub to a genome browser - UCSC or
ENSEMBL. Also Meta Data files and README are available. The data can also be



https://scicrunch.org/ASWG
https://scicrunch.org/ASWG/data/record/nlx_144509-1/SCR_003844/resolver
http://www.blueprint-epigenome.eu/

accessed via the BIOMART system.
Abbreviations: BLUEPRINT
Synonyms: BLUEPRINT - A BLUEPRINT of Haematopoietic Epigenomes

Resource Type: organization portal, protocol, data or information resource, portal,
consortium

Keywords: epigenome, hematopoiesis, gene, data set, biomaterial supply resource,
antibody, blood cell, blood, cord blood precursor cell, cell, cord blood, bone marrow, rna-
seq, dname-seq, dnasei-seq, chip-seq, monocyte, granulocyte neutrophil, eosinophil,
macrophage, m0, m1, m2, naive cd4+, naive cd8+, pathway

Related Condition: Leukemia, Blood disease, Autoimmune disease, Type 1 diabetes,
Diabetes

Funding: European Union FP7 282510

Availability: Authorization required, Application required, Data Access Agreement,
Acknowledgement required

Resource Name: Blueprint Epigenome
Resource ID: SCR_003844

Alternate IDs: nlx_158155

Record Creation Time: 20220129T080221+0000

Record Last Update: 20260803T040348+0000

Ratings and Alerts
No rating or validation information has been found for Blueprint Epigenome.

No alerts have been found for Blueprint Epigenome.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 110 mentions in open access literature.

Listed below are recent publications. The full list is available at ASWG .
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