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Type: Tool

Proper Citation

NextGENe (RRID:SCR_011859)

Resource Information

URL: https://www.softgenetics.com/NextGENe.php

Proper Citation: NextGENe (RRID:SCR_011859)

Description: Software tool for Next Generation sequence analysis. Analytical partner for
analysis of desktop sequencing data produced by Illumina iSeq, Miniseq, MiSeq, NextSeq,
HiSeq, and NovaSeq systems, Ion Torrent Ion GeneStudio S5, PGM, and Proton systems
as well as other platforms. Software runs on Windows Operating System, which provides
biologist friendly interface. It does not require scripting or other bioinformatics support.

Abbreviations: NextGENe

Synonyms: Next GENeration Sequence Analysis

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

Keywords: Next Generation Sequence Analysis, desktop sequencing data analysis,
sequencing data

Availability: Commercial license

Resource Name: NextGENe

Resource ID: SCR_011859

Alternate IDs: OMICS_01131

Old URLs: http://softgenetics.com/NextGENe.html

Record Creation Time: 20220129T080307+0000

Record Last Update: 20260729T044258+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_011859/resolver
https://www.softgenetics.com/NextGENe.php


No rating or validation information has been found for NextGENe.

No alerts have been found for NextGENe.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 368 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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