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Proper Citation
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Resource Information

URL.: http://funspec.med.utoronto.ca/

Proper Citation: FunSpec (RRID:SCR_006952)

Description: FunSpec is a web-based tool for statistical evaluation of groups of genes and
proteins (e.g. co-regulated genes, protein complexes, genetic interactors) with respect to
existing annotations, including GO terms. FunSpec (an acronym for Functional Specification)
inputs a list of yeast gene names, and outputs a summary of functional classes, cellular
localizations, protein complexes, etc. that are enriched in the list. The classes and categories
evaluated were downloaded from the MIPS Database and the GO Database . In addition,
many published datasets have been compiled to evaluate enrichment against. Hypertext
links to the publications are given. The p-values, calculated using the hypergeometric
distribution, represent the probability that the intersection of given list with any given
functional category occurs by chance. The Bonferroni-correction divides the p-value
threshold, that would be deemed significant for an individual test, by the number of tests
conducted and thus accounts for spurious significance due to multiple testing over the
categories of a database. After the Bonferroni correction, only those categories are displayed
for which the chance probability of enrichment is lower than: p-value/#CD where #CD is the
number of categories in the selected database. Without the Bonferroni Correction, all
categories are displayed for which the same probability of enrichment is lower than: p-value
threshold in an individual test Note that many genes are contained in many categories,
especially in the MIPS database (which are hierarchical) and that this can create biases for
which FunSpec currently makes no compensation. Also the databases are treated as
independent from one another, which is really not the case, and each is searched seperately,
which may not be optimal for statistical calculations. Nonetheless, we find it useful for sifting
through the results of clustering analysis, TAP pulldowns, etc. Platform: Online tool

Abbreviations: FunSpec



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_006952/resolver
http://funspec.med.utoronto.ca/

Synonyms: Functional Specification

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

Defining Citation: PMID:12431279

Keywords: gene, protein, annotation, gene ontology, gene expression, clustering,
prediction, statistical analysis, functional class, cellular localization, protein complex, yeast,
FASEB list

Funding: Genome Canada ;
CIHR;
University of Toronto Connaught Foundation

Availability: Free for academic use

Resource Name: FunSpec

Resource ID: SCR_006952

Alternate IDs: nix_149246

Record Creation Time: 20220129T080239+0000

Record Last Update: 20250420T015542+0000

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

No alerts have been found for FunSpec.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 84 mentions in open access literature.

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