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NGSULtils

RRID:SCR_001236
Type: Tool

Proper Citation

NGSUtils (RRID:SCR_001236)

Resource Information

URL: http://ngsutils.org/

Proper Citation: NGSUtils (RRID:SCR_001236)

Description: A suite of software tools for analyzing and manipulating next-generation
sequencing datasets, such as FASTQ, BED and BAM format files. These tools provide a
stable and modular platform for data management and analysis.

Abbreviations: NGSULtils
Synonyms: NGSUtils - Tools for next-generation sequencing analysis
Resource Type: software resource, software toolkit

Defining Citation: PMID:23314324

Keywords: mac os X, linux, next-generation sequencing, illumia, solid, 454, ion torrent,
pac bio, sequencing, dna resequcing, rna resequcing, chip-seq, clip-seq, targeted
resequencing, agilent exome capture, pcr targeting, dna, rna, mapping pipeline, python,
bio.tools

Availability: Free, Available for download, Freely available
Resource Name: NGSUtils

Resource ID: SCR_001236

Alternate IDs: biotools:ngsutils, OMICS_02104

Alternate URLSs: https://bio.tools/ngsutils

License: BSD License

Record Creation Time: 20220129T080206+0000
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Record Last Update: 20260808T190449+0000

Ratings and Alerts
No rating or validation information has been found for NGSUtils.

No alerts have been found for NGSUtils.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 40 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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