
Resource Summary Report

Generated by nidm-terms on Jul 28, 2026

RepEnrich
RRID:SCR_021733
Type: Tool

Proper Citation

RepEnrich (RRID:SCR_021733)

Resource Information

URL: https://github.com/nskvir/RepEnrich

Proper Citation: RepEnrich (RRID:SCR_021733)

Description: Software tool to profile enrichment of next generation sequencing reads at
transposable elements. Method to estimate repetitive element enrichment using high
throughput sequencing data. Used to study genome wide transcriptional regulation of
repetitive elements.RepEnrich2 is updated method to estimate repetitive element
enrichment using high-throughput sequencing data.

Synonyms: RepEnrich2

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

Defining Citation: PMID:25012247

Keywords: profile enrichment, next generation sequencing reads, transposable elements,
estimate repetitive element enrichment, genome wide transcriptional regulation,
sequencing data

Funding: NIA K25 AG028753;
NIGMS T32 GM007601;
NIA R37 AG016694

Availability: Free, Available for download, Freely available

Resource Name: RepEnrich

Resource ID: SCR_021733

Alternate URLs: https://github.com/nerettilab/RepEnrich2

Record Creation Time: 20220129T080357+0000

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_021733/resolver
https://github.com/nskvir/RepEnrich
https://pubmed.ncbi.nlm.nih.gov/25012247


Record Last Update: 20260728T043629+0000

Ratings and Alerts

No rating or validation information has been found for RepEnrich.

No alerts have been found for RepEnrich.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 21 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Wilkens M, et al. (2025) Unraveling developmental gene regulation in holometabolous
insects through comparative transcriptomics and proteomics. Communications biology,
8(1), 980.
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e36499.
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Cell death & disease, 12(6), 530.
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heterochromatin. Nucleic acids research, 48(11), 6001.
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Science advances, 6(22), eaay5181.
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