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Proper Citation

NarrowPeaks (RRID:SCR_012924)

Resource Information

URL: http://www.bioconductor.org/packages/release/bioc/html/NarrowPeaks.html

Proper Citation: NarrowPeaks (RRID:SCR_012924)

Description: Software package for post-processing of peaks and differential binding in
ChIP-seq based on standard wiggle visualization files. The double aim of the package is to
apply a functional version of principal component analysis (FPCA) to: (1) Process data in
wiggle track format (WIG) commonly produced by ChIP-seq peak finders by applying
FPCA over a set of selected candidate enriched regions. This is done in order to shorten
the genomic locations accounting for a given proportion of variation among the
enrichment-score profiles. The function ''narrowpeaks'' allows the user to discriminate
between binding regions in close proximity to each other and to narrow down the length of
the putative transcription factor binding sites while preserving the information present in
the variability of the dataset and capturing major sources of variation. (2) Analyze
differential variation when multiple ChIP-seq samples need to compared. The function
''narrowpeaksDiff'' quantifies differences between the tag-enrichment, and uses non-
parametric tests on the FPC scores for testing differences between conditions.

Abbreviations: NarrowPeaks

Synonyms: NarrowPeaks: Analysis of Variation in ChIP-seq using Functional PCA
Statistics

Resource Type: software resource

Keywords: functional principal component analysis

Availability: Artistic License

Resource Name: NarrowPeaks

Resource ID: SCR_012924

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_012924/resolver
http://www.bioconductor.org/packages/release/bioc/html/NarrowPeaks.html


Alternate IDs: OMICS_00449

Record Creation Time: 20220129T080313+0000

Record Last Update: 20260725T190739+0000

Ratings and Alerts

No rating or validation information has been found for NarrowPeaks.

No alerts have been found for NarrowPeaks.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 41 mentions in open access literature.

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