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Type: Tool

Proper Citation

FiGS (RRID:SCR_012037)

Resource Information

URL.: http://gexp.kaist.ac.kr/figs/

Proper Citation: FiGS (RRID:SCR_012037)

Description: A web-based workbench to conveniently compare the classification
performances of many different filter-based gene selection procedures. In addition to the
commonly used filter metric-classifier combinations, user can test various additive
methodological options by specification of only up- or down-regulated genes to select,
applying feature discretization and adding feature vectors to make a new feature.
Throughout the comprehensive comparisons, user can identify the best performing gene
selection procedure and subsequent classification performance measured by .632+
bootstrap error estimation for the given binary (two-class) microarray data.

Abbreviations: FiGS

Synonyms: FiGS - Filter-based Gene Selection workbench for microarray analysis, Filter-
based Gene Selection

Resource Type: analysis service resource, data analysis service, production service
resource, service resource

Defining Citation: PMID:20100357

Keywords: microarray, classification, parallel computing, disease, gene set
Funding:

Resource Name: FiGS



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_012037/resolver
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https://pubmed.ncbi.nlm.nih.gov/20100357

Resource ID: SCR_012037
Alternate IDs: OMICS 02293
Record Creation Time: 20220129T080308+0000

Record Last Update: 20250430T055801+0000

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

No alerts have been found for FiGS.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 54 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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