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Proper Citation

Gephi (RRID:SCR_004293)

Resource Information

URL: http://gephi.org/

Proper Citation: Gephi (RRID:SCR_004293)

Description: Open-source software for network visualization and analysis helping data
analysts to intuitively reveal patterns and trends, highlight outliers and tells stories with
their data. It uses a 3D render engine to display large graphs in real-time and to speed up
the exploration. Gephi combines built-in functionalities and flexible architecture to: explore,
analyze, spatialize, filter, cluterize, manipulate and export all types of networks. Gephi
runs on Windows, Linux and Mac OS X. Gephi is based on a visualize-and-manipulate
paradigm which allow any user to discover networks and data properties. Moreover, it is
designed to follow the chain of a case study, from data file to nice printable maps. It is
open-source and free (GNU General Public License). Applications: * Exploratory Data
Analysis: intuition-oriented analysis by networks manipulations in real time. * Link
Analysis: revealing the underlying structures of associations between objects, in particular
in scale-free networks. * Social Network Analysis: easy creation of social data connectors
to map community organizations and small-world networks. * Biological Network analysis:
representing patterns of biological data. * Poster creation: scientific work promotion with
hi-quality printable maps. Gephi 0.7 architecture is modular and therefore allows
developers to add and extend functionalities with ease. New features like Metrics, Layout,
Filters, Data sources and more can be easily packaged in plugins and shared. The built-in
Plugins Center automatically gets the list of plugins available from the Gephi Plugin portal
and takes care of all software updates. Download, comment, and rate plugins provided by
community members and third-party companies, or post your own contributions!

Abbreviations: Gephi

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

Keywords: network, visualization, visual analytics, exploratory data analysis, graph,
analysis, open source, plugin, filter, cluter, manipulate, export

Availability: GNU General Public License
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Ratings and Alerts

No rating or validation information has been found for Gephi.

No alerts have been found for Gephi.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 3059 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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