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General Neural Simulation System

RRID:SCR_006316
Type: Tool

Proper Citation

General Neural Simulation System (RRID:SCR_006316)

Resource Information

URL: http://genesis-sim.org/

Proper Citation: General Neural Simulation System (RRID:SCR_006316)

Description: General purpose simulation platform developed to support the simulation of
neural systems ranging from subcellular components and biochemical reactions to
complex models of single neurons, simulations of large networks, and systems-level
models. As such, GENESIS, and its version for parallel and networked computers
(PGENESIS) was the first broad scale modeling system in computational biology to
encourage modelers to develop and share model features and components. User
contributed GENESIS models and simulations are available. You may to contribute a
model or simulation. Educational tutorials for instruction in both neurobiology and
computational methods have been developed. These tutorials and GENESIS are now
being widely used in graduate and undergraduate instruction. These uses include full
semester courses in computational neuroscience or neural modeling, short intensive
courses or workshops, an option for a course project, and short units on computational
neuroscience within courses on artificial neural nets. They also have a repository of user-
contributed tutorials and materials for use in neuroscience education. If you have course
descriptions, syllabi, exercises, tutorials, or short HOWTO documents, please upload them
to Education.

Abbreviations: GENESIS
Synonyms: GENESIS, GENESIS Simulator, GEneral NEural Simulation System

Resource Type: data set, simulation software, training material, software resource,
source code, software application, software library, software toolkit, narrative resource,
data or information resource

Keywords: electrophysiology, computer, in silico, model, modeling, simulation, neural
system, network, neurobiology, computational neuroscience, neural modeling, subcellular,
biochemical reaction, neuron, channel, cell, FASEB list



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_006316/resolver
http://genesis-sim.org/

Availability: The community can contribute to this resource

Resource Name: General Neural Simulation System

Resource ID: SCR_006316

Alternate IDs: nif-0000-00091

Alternate URLSs: http://www.nitrc.org/projects/genesis http://genesis-sim.org/GENESIS/
Record Creation Time: 20220129T080235+0000

Record Last Update: 20260728T043231+0000

Ratings and Alerts
No rating or validation information has been found for General Neural Simulation System.

No alerts have been found for General Neural Simulation System.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 434 mentions in open access literature.

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