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Proper Citation

3D Genome (RRID:SCR_017525)

Resource Information

URL: http://promoter.bx.psu.edu/hi-c/

Proper Citation: 3D Genome (RRID:SCR_017525)

Description: Genome Browser for study of 3D genome organization and gene regulation 
and data visualization. Used to visualizing chromatin interaction data, browse other omics 
data such as ChIP-Seq or RNA-Seq for same genomic region, and gain complete view of 
both regulatory landscape and 3D genome structure for any given gene.

Resource Type: service resource

Keywords: 3D, genome, organization, gene, regulation, data, visualization, chromatin, 
interaction, omic, ChIPseq, RNAseq, regulatory, structure

Funding:

Availability: Free, Freely available

Resource Name: 3D Genome

Resource ID: SCR_017525

Record Creation Time: 20220129T080335+0000

Record Last Update: 20250420T014839+0000

Ratings and Alerts

https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_017525/resolver
http://promoter.bx.psu.edu/hi-c/


No rating or validation information has been found for 3D Genome.

No alerts have been found for 3D Genome.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 20 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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