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Proper Citation

PReMod (RRID:SCR_003403)

Resource Information

URL: http://genomequebec.mcgill.ca/PReMod

Proper Citation: PReMod (RRID:SCR_003403)

Description: Database that describes more than 100,000 computational predicted
transcriptional regulatory modules within the human genome. These modules represent
the regulatory potential for 229 transcription factors families and are the first genome-wide
/ transcription factor-wide collection of predicted regulatory modules for the human
genome. The algorithm used involves two steps: (i) Identification and scoring of putative
transcription factor binding sites using 481 TRANSFAC 7.2 position weight matrices
(PWMs) for vertebrate transcription factors. To this end, each non-coding position of the
human genome was evaluated for its similarity to each PWM using a log-likelihood ratio
score with a local GC-parameterized third-order Markov background model.
Corresponding orthologous positions in mouse and rat genomes were evaluated similarly
and a weighted average of the human, mouse, and rat log-likelihood scores at aligned
positions (based on a Multiz (Blanchette et al. 2004) genome-wide alignment of these
three species) was used to define the matrix score for each genomic position and each
PWM. (ii) Detection of clustered putative binding sites. To assign a module score to a
given region, the five transcription factors with the highest total scoring hits are identified,
and a p-value is assigned to the total score observed of the top 1, 2, 3, 4, or 5 factors. The
p-value computation takes into consideration the number of factors involved (1 to 5), their
total binding site scores, and the length and GC content of the region under evaluation.
Users can retrieve all information for a given region, a given PWM, a given gene and so
on. Several options are given for textual output or visualization of the data.

Abbreviations: PReMod
Synonyms: Predicted Regulatory Modules
Resource Type: database, data or information resource

Defining Citation: PMID:17148480



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_003403/resolver
http://genomequebec.mcgill.ca/PReMod
https://pubmed.ncbi.nlm.nih.gov/17148480

Keywords: cis-regulatory module, genome, transcription factor binding site, chromosome,
module, predict, gene

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: PReMod

Resource ID: SCR_003403

Alternate IDs: nif-0000-03334, OMICS_01873

Record Creation Time: 20220129T080218+0000

Record Last Update: 20260725T191129+0000

Ratings and Alerts
No rating or validation information has been found for PReMod.

No alerts have been found for PReMod.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 11 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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