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Proper Citation

CVODE (RRID:SCR_014696)

Resource Information

URL.: http://computation.linl.gov/projects/sundials/cvode

Proper Citation: CVODE (RRID:SCR_014696)

Description: Solver for stiff and nonstiff ordinary differential equation (ODE) systems
(initial value problem), given in explicit form y' = f(t,y), based on Adams and BDF methods.
It is one of the programs that makes up the Suite of Nonlinear and Differential/Algebraic
Equation Solvers (SUNDIALS)., THIS RESOURCE IS NO LONGER IN SERVICE.
Documented on September 16,2025.

Synonyms: SUNDIALS CVODE

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

Keywords: data analysis software, solver, equation solver, ordinary differential equation,
differential equation, stiff, nonstiff

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: CVODE

Resource ID: SCR_014696

Record Creation Time: 20220129T080321+0000

Record Last Update: 20260728T043442+0000

Ratings and Alerts
No rating or validation information has been found for CVODE.

No alerts have been found for CVODE.



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_014696/resolver
http://computation.llnl.gov/projects/sundials/cvode

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 56 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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Yang B, et al. (2021) Reverse engineering gene regulatory network based on complex-
valued ordinary differential equation model. BMC bioinformatics, 22(Suppl 3), 448.
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Conditions in Internal Combustion Engines. ACS omega, 6(1), 206.
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open research, 6, 261.
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solving stiff chemical-kinetic ODEs. Scientific reports, 10(1), 21330.
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