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Background:

SBML is the most widely used data format to encode and exchange models in systems biology. The open-source JSBML project has been
launched in 2009 as an international collaboration with the aim to provide a feature-rich pure Java implementation for reading,
manipulating and writing SBML files.

Results:

The JSBML project has matured into a stable, actively
developed, and well-documented software project
with a large number of contributors around the world.
A growing number of applications is now available
that uses JSBML as their back-end for data manip-
ulation. These cover diverse areas of use cases, such
as model building and graphical display, constraint-
based modeling, dynamic simulation, model anno-
tation, and many more. JSBML supports all levels,
versions, and releases of SBML and provides numer-
ous utility functions that facilitate working with this
standard. Thereby, JSBML integrates well with fur-
ther Java libraries for community standards, such as

SBGN or the COMBINE archive. Figure: The type hierarchy of the main SBML constructs in JSBML.

Discussion:

The JSBML team actively maintains and updates the project. JSBML is being used in students’ education and numerous research
projects. Major model databases, such as BioModels or BiGG Models, use JSBML-based tools for their curation pipelines. JSBML is also
regularly subject of international students coding events.

Availability:

Source code, binaries and documentation for JSBML can be freely obtained under the terms of the LGPL 2.1 from the website
nttp://sbml.org/Software/JSBML/ and on GitHub https://github.com/sbmlteam/jsbml/. The users’ guide at
nttp://sbml.org/Software/JSBML/docs/ provides further information about using JSBML.
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