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Proper Citation

ChIP-seq (RRID:SCR_001237)

Resource Information

URL: https://gitlab.sib.swiss/EPD/chipseq

Proper Citation: ChIP-seq (RRID:SCR_001237)

Description: Set of software modules for performing common ChIP-seq data analysis
tasks across the whole genome, including positional correlation analysis, peak detection,
and genome partitioning into signal-rich and signal-poor regions. The tools are designed to
be simple, fast and highly modular. Each program carries out a well-defined data
processing procedure that can potentially fit into a pipeline framework. ChIP-Seq is also
freely available on a Web interface.

Abbreviations: ChIP-seq

Synonyms: ChIP-seq - Tools for the analysis of ChIP-seq data

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

Defining Citation: PMID:27863463

Keywords: high-throughput sequencing, chromatin immuno precipitation, chip-seq,
genome, c

Availability: Free, Available for download, Freely available

Resource Name: ChIP-seq

Resource ID: SCR_001237

Alternate IDs: OMICS_02103

Alternate URLs: https://epd.expasy.org/chipseq/, https://chip-seq.sourceforge.net/

License: GNU General Public License, v3

https://scicrunch.org/ASWG
https://scicrunch.org/ASWG/data/record/nlx_144509-1/RRID:SCR_001237/resolver
https://gitlab.sib.swiss/EPD/chipseq
https://pubmed.ncbi.nlm.nih.gov/27863463


Record Creation Time: 20220129T080206+0000

Record Last Update: 20260810T040308+0000

Ratings and Alerts

No rating or validation information has been found for ChIP-seq.

No alerts have been found for ChIP-seq.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 8035 mentions in open access literature.

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