Resource Summary Report

Generated by NIF on Aug 7, 2026

EnTAP

RRID:SCR_023010
Type: Tool

Proper Citation

EnTAP (RRID:SCR_023010)

Resource Information

URL.: https://entap.readthedocs.io/en/latest/

Proper Citation: EnTAP (RRID:SCR_023010)

Description: Software package as eukaryotic non model annotation pipeline.Used for
bringing functional annotation to non-model eukaryotic transcriptomes to improve the
accuracy, speed, and flexibility of functional gene annotation for de novo assembled
transcriptomes in non-model eukaryotes. Addresses fragmentation and related assembly
issues that result in inflated transcript estimates and poor annotation rates of protein-
coding transcripts.

Synonyms: Eukaryotic Non-Model Transcriptome Annotation Pipeline
Resource Type: software toolkit, software resource

Defining Citation: DOI:10.1111/1755-0998.13106

Keywords: functional annotation, non model eukaryotic transcriptomes, functional gene
annotation, de novo assembled transcriptomes, non-model eukaryotes, protein-coding
transcripts,

Availability: Free, Available for download, Freely available
Resource Name: EnTAP

Resource ID: SCR_023010

Record Creation Time: 20221130T050153+0000

Record Last Update: 20260803T040835+0000

Ratings and Alerts


https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_023010/resolver
https://entap.readthedocs.io/en/latest/
https://dx.doi.org/10.1111/1755-0998.13106

No rating or validation information has been found for EnTAP.

No alerts have been found for EnTAP.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 20 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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