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ChlP-seq

RRID:SCR_001237
Type: Tool

Proper Citation

ChlIP-seq (RRID:SCR_001237)

Resource Information

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

Proper Citation: ChlP-seq (RRID:SCR_001237)

Description: Set of software modules for performing common ChlP-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: ChlIP-seq - Tools for the analysis of ChIP-seq data

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

Defining Citation: PMID:27863463

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

Availability: Free, Available for download, Freely available

Resource Name: ChIP-seq

Resource ID: SCR_001237

Alternate IDs: OMICS 02103

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

License: GNU General Public License, v3
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Ratings and Alerts
No rating or validation information has been found for ChIP-seq.

No alerts have been found for ChlP-seq.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 7500 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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