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Proper Citation

Electronic Cell Project (RRID:SCR_007381)

Resource Information

URL: http://www.e-cell.org/

Proper Citation: Electronic Cell Project (RRID:SCR_007381)

Description: Software platform, general technologies and theoretical supports for
computational biology with the grand aim to make precise whole cell simulation at the
molecular level possible.Technologies include formalisms and techniques, including
technologies to predict, obtain or estimate parameters such as reaction rates and
concentrations of molecules in the cell. The E-Cell System is a software platform for
modeling, simulation and analysis of complex, heterogeneous and multi-scale system like
the cell. The E-Cell Project is open to anyone who shares the view with u that
development of cell simulation technology, and, even if such ultimate goal might not be
within ten years of reach yet, solving various conceptual, computational and experimental
problems that will continue to arise in the course of pursuing it, may have a multitude of
eminent scientific, medical and engineering impacts on our society.

Synonyms: E-Cell

Resource Type: software application, simulation software, software resource, modeling
software

Keywords: gene, protein, ontology, binary executable; software development tool, cell
Resource Name: Electronic Cell Project

Resource ID: SCR_007381

Alternate IDs: nif-0000-00378

Alternate URLSs: https://sources.debian.org/src/ecell/

Record Creation Time: 20220129T080241+0000

Record Last Update: 20260728T043249+0000
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https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_007381/resolver
http://www.e-cell.org/

Ratings and Alerts
No rating or validation information has been found for Electronic Cell Project.

No alerts have been found for Electronic Cell Project.

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 nidm-terms .
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