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Proper Citation

chopper (RRID:SCR_026486)

Resource Information

URL: https://github.com/wdecoster/chopper

Proper Citation: chopper (RRID:SCR_026486)

Description: Software tool that combines the utility of NanoFilt and NanoLyse, for filtering
sequencing reads based on quality, length, and contaminating sequences, delivers 7-fold
speed up compared to the Python implementation, making use of the Rust-Bio library and
Rust bindings to minimap2.

Resource Type: source code, software resource

Defining Citation: PMID:37171891

Keywords: filtering sequencing reads, quality, length, contaminating sequences,

Funding: Flanders Institute for Biotechnology ;
Belgium ;
University of Antwerp

Availability: Free, Available for download, Freely available

Resource Name: chopper

Resource ID: SCR_026486

License: MIT license

Record Creation Time: 20250301T060334+0000

Record Last Update: 20260810T040929+0000

Ratings and Alerts

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_026486/resolver
https://github.com/wdecoster/chopper
https://pubmed.ncbi.nlm.nih.gov/37171891


No rating or validation information has been found for chopper.

No alerts have been found for chopper.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 14 mentions in open access literature.

Listed below are recent publications. The full list is available at RRID .
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