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Proper Citation

nucleR (RRID:SCR_010895)

Resource Information

URL: http://mmb.pcb.ub.es/nucleR/

Proper Citation: nucleR (RRID:SCR_010895)

Description: A R/Bioconductor package for a flexible and fast recognition of nucleosome 
positioning from next generation sequencing and tiling arrays experiments. The software is 
integrated with standard high-throughput genomics R packages and allows for in situ 
visualization as well as to export results to common genome browser formats.

Abbreviations: nucleR

Resource Type: software resource

Defining Citation: PMID:21653521

Keywords: bio.tools

Funding:

Resource Name: nucleR

Resource ID: SCR_010895

Alternate IDs: OMICS_00511, biotools:nucler

Alternate URLs: https://bio.tools/nucler

Record Creation Time: 20220129T080301+0000

Record Last Update: 20250519T203630+0000

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_010895/resolver
http://mmb.pcb.ub.es/nucleR/
https://pubmed.ncbi.nlm.nih.gov/21653521


Ratings and Alerts

No rating or validation information has been found for nucleR.

No alerts have been found for nucleR.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 24 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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Brahma P, et al. (2023) Biased eviction of variant histone H3 nucleosomes triggers biofilm 
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Rojec M, et al. (2019) Chromatinization of Escherichia coli with archaeal histones. eLife, 8.
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Resistance Genes. PLoS genetics, 12(7), e1006179.

Hildebrand EM, et al. (2016) Regulation of Budding Yeast CENP-A levels Prevents 
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Liu J, et al. (2015) DNA sequence templates adjacent nucleosome and ORC sites at gene 
amplification origins in Drosophila. Nucleic acids research, 43(18), 8746.


