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Proper Citation

TransDecoder (RRID:SCR_017647)

Resource Information

URL: https://github.com/TransDecoder/TransDecoder

Proper Citation: TransDecoder (RRID:SCR_017647)

Description: Software tool to identify candidate coding regions within transcript
sequences, such as those generated by de novo RNA-Seq transcript assembly using
Trinity, or constructed based on RNA-Seq alignments to genome using Tophat and
Cufflinks.Starts from FASTA or GFF file. Can scan and retain open reading frames (ORFs)
for homology to known proteins by using BlastP or Pfam search and incorporate results
into obtained selection. Predictions can then be visualized by using genome browser such
as IGV.

Synonyms: , Find Coding Regions Within Transcripts

Resource Type: software application, standalone software, software resource, data
processing software

Keywords: Identify, candidate, coding, region, transcript, sequence, de novo, RNAseq,
assembly, alignment, genome, open, reading, frame, homology, protein, bio.tools

Availability: Free, Available for download, Freely available

Resource Name: TransDecoder

Resource ID: SCR_017647

Alternate IDs: biotools:transDecoder, OMICS_10852

Alternate URLs: https://bio.tools/TransDecoder,
https://sources.debian.org/src/transdecoder/,
https://github.com/TransDecoder/TransDecoder/wiki

License: BSD 3-clause “New” or “Revised” License

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_017647/resolver
https://github.com/TransDecoder/TransDecoder


Record Creation Time: 20220129T080336+0000

Record Last Update: 20260729T044435+0000

Ratings and Alerts

No rating or validation information has been found for TransDecoder.

No alerts have been found for TransDecoder.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 1309 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Dai Y, et al. (2025) The chromosome-scale assembly of the Salvia plebeia genome
provides insight into the biosynthesis and regulation of rosmarinic acid. Plant
biotechnology journal, 23(5), 1507.
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5(2), 100761.

Xie YJ, et al. (2025) Phylotranscriptomics resolved phylogenetic relationships and
divergence time between 20 golden camellia species. Scientific reports, 15(1), 699.
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