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Proper Citation

HOMER (RRID:SCR_010881)

Resource Information

URL: http://homer.ucsd.edu/

Proper Citation: HOMER (RRID:SCR_010881)

Description: Software tools for Motif Discovery and next-gen sequencing analysis. Used
for analyzing ChIP-Seq, GRO-Seq, RNA-Seq, DNase-Seq, Hi-C and numerous other
types of functional genomics sequencing data sets. Collection of command line programs
for unix style operating systems written in Perl and C++.

Abbreviations: HOMER

Synonyms: HOMER, Hypergeometric Optimization of Motif EnRichment, Homer, Homer
v4.5

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

Defining Citation: PMID:20513432

Keywords: motif, discovery, next, generation, sequencing, analysis, genomic, data

Funding: NURSA consortium grant ;
NIH HC088093;
NIDDK DK063491;
NCI CA52599;
NIGMS P50 GM081892;
Foundation Leducq Transatlantic Network Grant

Resource Name: HOMER

Resource ID: SCR_010881

Alternate IDs: OMICS_00483

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_010881/resolver
http://homer.ucsd.edu/
https://pubmed.ncbi.nlm.nih.gov/20513432


Alternate URLs: http://biowhat.ucsd.edu/homer/index.html

Record Creation Time: 20220129T080301+0000

Record Last Update: 20260820T054716+0000

Ratings and Alerts

No rating or validation information has been found for HOMER.

No alerts have been found for HOMER.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 5929 mentions in open access literature.

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