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Proper Citation

GraphML (RRID:SCR_003545)

Resource Information

URL: http://graphml.graphdrawing.org/

Proper Citation: GraphML (RRID:SCR_003545)

Description: A file format for graphs that consists of a language core to describe the
structural properties of a graph and a flexible extension mechanism to add application-
specific data. It is based on XML and is ideally suited as a common denominator for all
kinds of services generating, archiving, or processing graphs. Its main features include
support of * directed, undirected, and mixed graphs, * hypergraphs, * hierarchical graphs,
* graphical representations, * references to external data, * application-specific attribute
data, and * light-weight parsers.

Abbreviations: GraphML

Synonyms: The GraphML File Format

Resource Type: data or information resource, standard specification, narrative resource,
markup language, interchange format

Keywords: xml, graph

Availability: Creative Commons Attribution License, v3

Resource Name: GraphML

Resource ID: SCR_003545

Alternate IDs: nlx_157666

Record Creation Time: 20220129T080219+0000

Record Last Update: 20260808T185800+0000

Ratings and Alerts

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_003545/resolver
http://graphml.graphdrawing.org/


No rating or validation information has been found for GraphML.

No alerts have been found for GraphML.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 15 mentions in open access literature.

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