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Trim Galore

RRID:SCR_011847
Type: Tool

Proper Citation

Trim Galore (RRID:SCR_011847)

Resource Information

URL: http://www.bioinformatics.babraham.ac.uk/projects/trim _galore/

Proper Citation: Trim Galore (RRID:SCR_011847)

Description: Software tool to automate quality and adapter trimming as well as quality
control, with some added functionality to remove biased methylation positions for RRBS
seqguence files for directional, non-directional or paired-end sequencing. Wrapper around
Cutadapt and FastQC to consistently apply adapter and quality trimming to FastQ files,
with extra functionality for Reduced Representation Bisulfite Sequencing data.

Abbreviations: Trim Galore!
Synonyms: TrimGalore
Resource Type: software application, software resource, data processing software

Keywords: Automate, quality, adapter, trimming, remove, biased, methylation, position,
RRBS, reduced, representation, bisulfite, data, sequence, wrapper, bio.tools

Availability: Free, Available for download, Freely available
Resource Name: Trim Galore

Resource ID: SCR_011847

Alternate IDs: biotools:trim_galore, OMICS 01096, SCR_016946

Alternate URLSs: https://github.com/FelixKrueger/TrimGalore, https://bio.tools/trim_galore,
https://sources.debian.org/src/trim-galore/

License: GNU General Public License v3.0
Record Creation Time: 20220129T080307+0000

Record Last Update: 20260727T040532+0000



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_011847/resolver
http://www.bioinformatics.babraham.ac.uk/projects/trim_galore/

Ratings and Alerts

¢ Used for sequencing service by the Human Islet Research Network community.
Contact(s): Golnaz Vahedi, Klaus Kaestner - Human Islets Research Network
https://hirnetwork.org/

No alerts have been found for Trim Galore.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 6255 mentions in open access literature.

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