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RRID:SCR_016925
Type: Tool

Proper Citation

4D Nucleome (RRID:SCR_016925)

Resource Information

URL: https://www.4dnucleome.org

Proper Citation: 4D Nucleome (RRID:SCR_016925)

Description: Research project to understand the principles underlying nuclear
organization in space and time, the role nuclear organization plays in gene expression and
cellular function, and how changes in nuclear organization affect normal development and
diseases. Portal provides free access to datasets, software packages, and protocols to
advance biomedical research of nuclear architecture. Aims to develop and apply
approaches to map the structure and dynamics of the human and mouse genomes.

Synonyms: 4D Nucleome Network; 4DN Web Portal, The 4D nucleome project, 4DN
Portal

Resource Type: project portal, data or information resource, portal

Defining Citation: PMID:28905911

Keywords: nuclear, organization, gene, expression, cellular, function, normal,
development, disease, map, structure, human, mouse, genome

Funding: NIH Common Fund

Availability: Public

Resource Name: 4D Nucleome

Resource ID: SCR_016925

Record Creation Time: 20220129T080332+0000

Record Last Update: 20260729T044426+0000

Ratings and Alerts


https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_016925/resolver
https://www.4dnucleome.org
https://pubmed.ncbi.nlm.nih.gov/28905911

No rating or validation information has been found for 4D Nucleome .

No alerts have been found for 4D Nucleome .

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 24 mentions in open access literature.

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