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Proper Citation

EID: Exon-Intron Database (RRID:SCR_002469)

Resource Information

URL: http://bpg.utoledo.edu/~afedorov/lab/eid.html

Proper Citation: EID: Exon-Intron Database (RRID:SCR_002469)

Description: Data sets of protein-coding intron-containing genes that contain gene 
information from humans, mice, rats, and other eukaryotes, as well as genes from species 
whose genomes have not been completely sequenced. This is a comprehensive and 
convenient dataset of sequences for computational biologists who study exon-intron gene 
structures and pre-mRNA splicing. The database is derived from GenBank release 112, and 
it contains protein-coding genes that harbor introns, along with extensive descriptions of 
each gene and its DNA and protein sequences, as well as splice motif information. They 
have created subdatabases of genes whose intron positions have been experimentally 
determined. The collection also contains data on untranslated regions of gene sequences 
and intron-less genes. For species with entirely sequenced genomes, species-specific 
databases have been generated. A novel Mammalian Orthologous Intron Database (MOID) 
has been introduced which includes the full set of introns that come from orthologous genes 
that have the same positions relative to the reading frames.

Abbreviations: EID

Synonyms: The Exon-Intron Database, Exon-Intron Database

Resource Type: data or information resource, data set

Defining Citation: PMID:16772261, PMID:10592221

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_002469/resolver
http://bpg.utoledo.edu/~afedorov/lab/eid.html
https://pubmed.ncbi.nlm.nih.gov/16772261
https://pubmed.ncbi.nlm.nih.gov/10592221


Keywords: eukaryote genome, exon, exon-intro, gene structure, genome splicing, intron, 
ortholog, fasta, gene, protein-coding gene, splice, motif, gene prediction, structure, coding 
region

Funding:

Availability: Acknowledgement requested

Resource Name: EID: Exon-Intron Database

Resource ID: SCR_002469

Alternate IDs: OMICS_01886, nif-0000-02793

Alternate URLs: http://www.utoledo.edu/med/depts/bioinfo/database.html

Old URLs: http://www.meduohio.edu/bioinfo/eid/, http://mcb.harvard.edu/gilbert/EID

Record Creation Time: 20220129T080213+0000

Record Last Update: 20250407T215322+0000

Ratings and Alerts

No rating or validation information has been found for EID: Exon-Intron Database.

No alerts have been found for EID: Exon-Intron Database.

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 RRID.
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