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Juicer
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Type: Tool

Proper Citation

Juicer (RRID:SCR_017226)

Resource Information

URL.: https://github.com/aidenlab/juicer.git

Proper Citation: Juicer (RRID:SCR_017226)

Description: Software platform for analyzing kilobase resolution Hi-C data. Open source tool
for analyzing terabase scale Hi-C datasets. Allowes to transform raw sequence data into
normalized contact maps.

Resource Type: data processing software, software resource, data analysis software,
software application

Defining Citation: PMID:27467249

Keywords: analysis, kilobase, resolution, Hi-C, data, terabase, dataset, transform, raw,
sequence, normalized, contact, map

Funding Agency: NIH Office of the Director , NHLBI , NSF , NHGRI , Welch Foundation ,
Cancer Prevention Research Institute of Texas , NVIDIA Research Center Award , IBM
University Challenge Award , Google Research Award , McNair Medical Institute Scholar
Award , President Early Career Award in Science and Engineering , NHGRI , PD Soros
Fellowship

Availability: Free, Available for download, Freely available
Resource Name: Juicer

Resource ID: SCR_017226

Ratings and Alerts


https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_017226/resolver
https://github.com/aidenlab/juicer.git
https://pubmed.ncbi.nlm.nih.gov/27467249

No rating or validation information has been found for Juicer.

No alerts have been found for Juicer.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 61 mentions in open access literature.

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