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Proper Citation

Integrative Modeling Platform (RRID:SCR_002982)

Resource Information

URL.: http://integrativemodeling.org/

Proper Citation: Integrative Modeling Platform (RRID:SCR_002982)

Description: An open source C++ and Python toolbox for solving complex modeling
problems, and a number of applications for tackling some common problems in a user-
friendly way. Its broad goal is to contribute to a comprehensive structural characterization of
biomolecules ranging in size and complexity from small peptides to large macromolecular
assemblies, by integrating data from diverse biochemical and biophysical experiments. It can
also be used from the Chimera molecular modeling system, or via one of several web
applications.

Abbreviations: IMP

Synonyms: IMP - the Integrative Modeling Platform, Integrative Modeling Platform (IMP),
IMP the Integrative Modeling Platform

Resource Type: software resource, software toolkit

Defining Citation: PMID:22272186

Keywords: integrative modeling, structure determination, hybrid modeling, macromolecular
assembly, c++, python, peptide, biomolecule, model, structural characterization, structure

Funding: NIGMS R01 GM083960

Availability: GNU Lesser General Public License, v2.1 or later, Acknowledgement
requested, GNU General Public License
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Ratings and Alerts
No rating or validation information has been found for Integrative Modeling Platform.

No alerts have been found for Integrative Modeling Platform.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 49 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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