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Proper Citation

UMI-tools (RRID:SCR_017048)

Resource Information

URL.: https://github.com/CGATOxford/UMI-tools

Proper Citation: UMI-tools (RRID:SCR_017048)

Description: Open source software package for handling Unique Molecular Identifiers in
NGS data sets.

Synonyms: Unique Molecular Identifiers tools

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

Defining Citation: PMID:28100584

Keywords: unique, molecular, identifier, NGS, data, dataset, random, oligonucleotide,
barcode, sequencing, copy, molecule, PCR, amplification, bio.tools

Funding: Medical Research Council

Availability: Free, Available for download, Freely available
Resource Name: UMI-tools

Resource ID: SCR_017048

Alternate IDs: biotools:umi-tools

Alternate URLSs: https://bio.tools/umi-tools

License: MIT License
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https://pubmed.ncbi.nlm.nih.gov/28100584

Record Creation Time: 20220129T080333+0000

Record Last Update: 20250428T054035+0000

Ratings and Alerts
No rating or validation information has been found for UMI-tools.

No alerts have been found for UMI-tools.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 105 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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