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Proper Citation

GlimmerHMM (RRID:SCR_002654)

Resource Information

URL: http://ccb.jhu.edu/software/glimmerhmm/

Proper Citation: GlimmerHMM (RRID:SCR_002654)

Description: A gene finder based on a Generalized Hidden Markov Model (GHMM).
Although the gene finder conforms to the overall mathematical framework of a GHMM,
additionally it incorporates splice site models adapted from the GeneSplicer program and
a decision tree adapted from GlimmerM. It also utilizes Interpolated Markov Models for the
coding and noncoding models . Currently, GlimmerHMM's GHMM structure includes
introns of each phase, intergenic regions, and four types of exons (initial, internal, final,
and single).

Abbreviations: GlimmerHMM

Synonyms: GlimmerHMM - Eukaryotic Gene-Finding System

Resource Type: software resource, source code

Defining Citation: PMID:15145805

Keywords: gene, hidden markov model

Funding: NIH ;
NLM R01-LM06845;
NLM R01-LM007938

Availability: Free, Available for download, Freely available

Resource Name: GlimmerHMM

Resource ID: SCR_002654

Alternate IDs: nlx_156092

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_002654/resolver
http://ccb.jhu.edu/software/glimmerhmm/
https://pubmed.ncbi.nlm.nih.gov/15145805


License: Open unspecified license, OSI certified

Record Creation Time: 20220129T080214+0000

Record Last Update: 20260725T191321+0000

Ratings and Alerts

No rating or validation information has been found for GlimmerHMM.

No alerts have been found for GlimmerHMM.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 576 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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