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Proper Citation

DREME (RRID:SCR_016860)

Resource Information

URL: http://meme-suite.org/tools/dreme

Proper Citation: DREME (RRID:SCR_016860)

Description: Software tool to discover short, ungapped motifs (recurring, fixed-length 
patterns) that are relatively enriched in sequences compared with shuffled sequences or 
control sequences (sample output from sequences).

Synonyms: Discriminative Regular Expression Motif Elicitation, DREME

Resource Type: data analysis service, analysis service resource, production service 
resource, service resource

Keywords: discover, short, ungapped, motif, sequence, compare, shuffled, control, sample, 
output, recurring, fixed, length, pattern, data

Funding:

Availability: Free, Available for download, Freely avaialble

Resource Name: DREME

Resource ID: SCR_016860

Record Creation Time: 20220129T080332+0000

Record Last Update: 20250329T061205+0000

Ratings and Alerts

https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_016860/resolver
http://meme-suite.org/tools/dreme


No rating or validation information has been found for DREME.

No alerts have been found for DREME.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 21 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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