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RRID:SCR_013004
Type: Tool

Proper Citation

SeqPrep (RRID:SCR_013004)

Resource Information

URL: https://github.com/jstjohn/SeqPrep

Proper Citation: SeqPrep (RRID:SCR_013004)

Description: A program to merge paired end Illumina reads that are overlapping into a
single longer read.

Abbreviations: SeqPrep

Synonyms: SeqPrep - Tool for stripping adaptors and/or merging paired reads with
overlap into single reads

Resource Type: software resource

Keywords: bio.tools

Resource Name: SeqPrep

Resource ID: SCR_013004

Alternate IDs: biotools:seqprep, OMICS_01092

Alternate URLs: https://bio.tools/seqprep, https://sources.debian.org/src/seqprep/

Record Creation Time: 20220129T080313+0000

Record Last Update: 20260725T190741+0000

Ratings and Alerts

No rating or validation information has been found for SeqPrep.

No alerts have been found for SeqPrep.

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_013004/resolver
https://github.com/jstjohn/SeqPrep


Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 977 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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journal of the American Association for Cancer Research, 31(8), 1491.

Liu Q, et al. (2025) Transcriptomics combined with physiological analysis provides insights
into the mechanism of resistance to Coleosporium bletiae in Bletilla striata. Frontiers in
plant science, 16, 1604512.
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biotechnology journal, 23(4), 1308.

Shu L, et al. (2025) Comparative Transcriptomic Analysis Reveals New Insights into
Spawn Aging in Agaricus bisporus: Mitochondrial Dysfunction. International journal of
molecular sciences, 26(2).
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Woo I, et al. (2025) Saturation genome editing of BARD1 resolves VUS and provides
insight into BRCA1-BARD1 tumor suppression. medRxiv : the preprint server for health
sciences.

Xu Z, et al. (2025) Creeping Stem 1 regulates directional auxin transport for lodging
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