Resource Summary Report

Generated by NIF on Apr 19, 2025

FunNet - Transcriptional Networks Analysis

RRID:SCR_006968
Type: Tool

Proper Citation
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Resource Information

URL.: http://www.funnet.info/

Proper Citation: FunNet - Transcriptional Networks Analysis (RRID:SCR_006968)

Description: Functional Analysis of Transcriptional Networks (FunNet) is designed as an
integrative tool for analyzing gene co-expression networks built from microarray expression
data. The analytical model implemented in this tool involves two abstraction layers:
transcriptional (i.e. gene expression profiles) and functional (i.e. biological themes indicating
the roles of the analyzed transcripts). A functional analysis technique, which relies on Gene
Ontology and KEGG annotations, is applied to extract a list of relevant biological themes
from microarray gene expression data. Afterwards multiple-instance representations are built
to relate relevant biological themes to their annotated transcripts. An original non-linear
dynamical model is used to quantify the contextual proximity of relevant genomic themes
based on their patterns of propagation in the gene co-expression network (i.e. capturing the
similarity of the expression profiles of the transcriptional instances of annotating themes). In
the end an unsupervised multiple-instance spectral clustering procedure is used to explore
the modular architecture of the co-expression network by grouping together biological
themes demonstrating a significant relationship in the co-expression network. Functional and
transcriptional representations of the co-expression network are provided, together with
detailed information on the contextual centrality of related transcripts and genomic themes.
FunNet is provided both as a web-based tool and as a standalone R package. The
standalone R implementation can be run on any operating system for which an R
environment implementation is available (Windows, Mac OS, various flavors of Linux and
Unix) and can be downloaded from the FunNet website, or from the worldwide mirrors of
CRAN. Both implementations of the FunNet tool are provided freely under the GNU General
Public License 2.0. Platform: Online tool, Windows compatible, Mac OS X compatible, Linux
compatible, Unix compatible



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_006968/resolver
http://www.funnet.info/

Abbreviations: FunNet

Synonyms: Functional Analysis of Transcriptional Networks, Functional Analysis of
Transcriptional Networks (FunNet)

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

Defining Citation: PMID:18208606

Keywords: genome, transcriptional interaction, microarray, gene expression, statistical
analysis

Funding:

Availability: Free for academic use, GNU General Public License, v2
Resource Name: FunNet - Transcriptional Networks Analysis
Resource ID: SCR_006968

Alternate IDs: nix_149243

Record Creation Time: 20220129T080239+0000

Record Last Update: 20250419T055102+0000

Ratings and Alerts

No rating or validation information has been found for FunNet - Transcriptional Networks
Analysis.

No alerts have been found for FunNet - Transcriptional Networks Analysis.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 16 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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