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Type: Tool

Proper Citation

Mutation Surveyor (RRID:SCR_001247)

Resource Information

URL: http://www.softgenetics.com/mutationSurveyor.php

Proper Citation: Mutation Surveyor (RRID:SCR_001247)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on
September 23,2022. Software for DNA sequencing analysis that integates with Sanger
Sequencing files generated by Applied Biosystems Genetic Analyzers, MegaBACE, and
Beckman CEQ electrophoresis systems. It can be used to find single nucleotide
polymorphisms (SNPs), insertions and deletions (INDELS), and somatic mutations in
direct sequencing, PCR sequencing, mitochondrial DNA sequencing, and resequencing
projects.

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

Defining Citation: PMID:21780000, PMID:20938837

Keywords: dna, sequencing, dna-seq, sanger sequencing, sequence analysis software

Availability: Restricted

Resource Name: Mutation Surveyor

Resource ID: SCR_001247

Alternate IDs: OMICS_01816

Alternate URLs: Mutation Surveyor software version 5.0

Old URLs: http://www.softgenetics.com/mutationSurveyor.html

Record Creation Time: 20220129T080206+0000

Record Last Update: 20260729T044009+0000

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_001247/resolver
http://www.softgenetics.com/mutationSurveyor.php
https://pubmed.ncbi.nlm.nih.gov/21780000
https://pubmed.ncbi.nlm.nih.gov/20938837


Ratings and Alerts

No rating or validation information has been found for Mutation Surveyor.

No alerts have been found for Mutation Surveyor.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 668 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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e61570.

Khalil SS, et al. (2024) Mutations in the TP53, VEGFA, and CTH Genes as Key Molecular
Markers for the Diagnosis of Glioblastoma. Cureus, 16(5), e61165.
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