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Proper Citation

International Human Epigenome Consortium (RRID:SCR_016937)

Resource Information

URL: http://ihec-epigenomes.org/

Proper Citation: International Human Epigenome Consortium (RRID:SCR_016937)

Description: Consortium to coordinate epigenome mapping and characterization worldwide 
to avoid redundant research effort, to implement high data quality standards, to coordinate 
data storage, management and analysis and to provide free access to the high resolution 
reference human epigenome maps for normal and disease cell types to the research 
community. Promotes data sharing. You may view, search and download the data already 
released by the different IHEC associated projects via the IHEC Data Portal.

Abbreviations: IHEC

Synonyms: International Human Epigenome Consortium, IHEC

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

Keywords: reference, human, epigenome, map, normal, disease, cell, data, quality, 
standard, sharing

Funding:

Availability: Free access to the research community, Open and controlled access to 
datasets according to policies and guidelines

Resource Name: International Human Epigenome Consortium

Resource ID: SCR_016937

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_016937/resolver
http://ihec-epigenomes.org/


Alternate URLs: https://epigenomesportal.ca/ihec/

Record Creation Time: 20220129T080332+0000

Record Last Update: 20250418T055501+0000

Ratings and Alerts

No rating or validation information has been found for International Human Epigenome 
Consortium.

No alerts have been found for International Human Epigenome Consortium.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 21 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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https://neuinfo.org/about/sources/nlx_144509-1
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_016937/resolver/mentions
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Genetik e.V, 34(4), 275.

Ebert P, et al. (2021) Fast detection of differential chromatin domains with SCIDDO. 
Bioinformatics (Oxford, England), 37(9), 1198.

Islam R, et al. (2021) CRIS: complete reconstruction of immunoglobulin V-D-J sequences 
from RNA-seq data. Bioinformatics advances, 1(1), vbab021.
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project: a review and future perspectives. Clinical epigenetics, 13(1), 92.
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