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Type: Tool

Proper Citation

TranspoGene (RRID:SCR_005634)

Resource Information

URL.: http://transpogene.tau.ac.il/

Proper Citation: TranspoGene (RRID:SCR_005634)

Description: A publicly available database of Transposed elements (TES) which are located
within protein-coding genes of 7 organisms: human, mouse, chicken, zebrafish, fruilt fly,
nematode and sea squirt. Using TranspoGene the user can learn about the many aspects of
the effect these TEs have on their hosting genes, such as: exonization events (including
alternative splicing-related data), insertion of TEs into introns, exons, and promoters, specific
location of the TE over the gene, evolutionary divergence of the TE from its consensus
sequence and involvement in diseases. TranspoGene database is quickly searchable
through its website, enables many kinds of searches and is available for download.
TranspoGene contains information regarding specific type and family of the TEs, genomic
and mRNA location, sequence, supporting transcript accession and alignment to the TE
consensus sequence. The database also contains host gene specific data: gene name,
genomic location, Swiss-Prot and RefSeq accessions, diseases associated with the gene
and splicing pattern. The TranspoGene and microTranspoGene databases can be used by
researchers interested in the effect of TE insertion on the eukaryotic transcriptome.

Synonyms: TranspoGene
Resource Type: data or information resource, database

Keywords: element, eukaryotic, evolutionary, exon, exonization, family, fruit fly, gene,
genome, alternative, chicken, coding, disease, divergence, genomic, hosting, human, human
genome databases, intron, location, map, maps, mouse, mrna, nematode, organism, pattern,
promoter, protein, sea squirt, sequence, splicing, transcript, transcriptome, transposed,
viewers, worm, zebrafish
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Resource Name: TranspoGene
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Record Creation Time: 20220129T080231+0000

Record Last Update: 20250426T055804+0000

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

No alerts have been found for TranspoGene.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 9 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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