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Proper Citation

COPASI (RRID:SCR_014260)

Resource Information

URL: http://copasi.org/

Proper Citation: COPASI (RRID:SCR_014260)

Description: Software application for simulation and analysis of biochemical network models 
and their dynamics. COPASI supports models in the SBML standard and can simulate their 
behavior using ODEs or Gillespies stochastic simulation algorithm. Arbitrary discrete events 
can be included in such simulations. Models in COPASI are based on reactions that convert 
a set of species into another set of species. Simulation can be performed either with 
stochastic kinetics or with differential equations. COPASI also includes various methods of 
analysis and data visualization.

Abbreviations: COPASI

Synonyms: COPASI: Biochemical System Simulator

Resource Type: software application, data analysis software, data processing software, 
software resource, standalone software, simulation software

Defining Citation: DOI:10.1093/bioinformatics/btl485

Keywords: standalone software, simulation software, data analysis, biochemical system 
simulator, biochemical network model, biochemical network dynamics, bio.tools

Funding:

Availability: Free, Available for download, Acknowledgement requested

Resource Name: COPASI

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_014260/resolver
http://copasi.org/
https://dx.doi.org/10.1093/bioinformatics/btl485


Resource ID: SCR_014260

Alternate IDs: biotools:copasi

Alternate URLs: https://bio.tools/copasi

License: Artistic License 2.0

Record Creation Time: 20220129T080319+0000

Record Last Update: 20250517T060128+0000

Ratings and Alerts

No rating or validation information has been found for COPASI.

No alerts have been found for COPASI.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 405 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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Yabut KCB, et al. (2024) Drugs Form Ternary Complexes with Human Liver Fatty Acid 
Binding Protein 1 (FABP1) and FABP1 Binding Alters Drug Metabolism. Molecular 
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