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ea-utils

RRID:SCR_005553
Type: Tool

Proper Citation

ea-utils (RRID:SCR_005553)

Resource Information

URL.: http://code.google.com/p/ea-utils/

Proper Citation: ea-utils (RRID:SCR_005553)

Description: Command-line software tools for processing biological sequencing data.
Barcode demultiplexing, adapter trimming, etc. Primarily written to support an Illlumina based
pipeline - but should work with any FASTQs.

Abbreviations: ea-utils
Synonyms: ea-utils: FASTQ processing utilities
Resource Type: software resource

Defining Citation: DOI:10.2174/1875036201307010001

Keywords: bio.tools

Funding:

Availability: MIT License

Resource Name: ea-utils

Resource ID: SCR_005553

Alternate IDs: OMICS 01041, biotools:ea-utils

Alternate URLSs: https://bio.tools/ea-utils, https://sources.debian.org/src/ea-utils/



https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_005553/resolver
http://code.google.com/p/ea-utils/
https://dx.doi.org/10.2174/1875036201307010001

Record Creation Time: 20220129T080231+0000

Record Last Update: 20250420T014255+0000

Ratings and Alerts
No rating or validation information has been found for ea-utils.

No alerts have been found for ea-utils.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 271 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.

Nguyen GT, et al. (2024) CRISPR-Cas12a exhibits metal-dependent specificity switching.
Nucleic acids research, 52(16), 9343.
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Merberg D, et al. (2024) Combined miRNA transcriptome and proteome analysis of
extracellular vesicles in urine and blood from the Pompe mouse model. Annals of medicine,
56(1), 2402503.
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controlled by SmGLK2 with potential for fruit colour diversification. Journal of experimental
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