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MODELLER

RRID:SCR_008395
Type: Tool

Proper Citation

MODELLER (RRID:SCR_008395)

Resource Information

URL.: http://salilab.org/modeller/modeller.html

Proper Citation: MODELLER (RRID:SCR_008395)

Description: Software tool as Program for Comparative Protein Structure Modelling by
Satisfaction of Spatial Restraints. Used for homology or comparative modeling of protein
three dimensional structures. User provides alignment of sequence to be modeled with
known related structures and MODELLER automatically calculates model containing all non
hydrogen atoms.

Resource Type: simulation software, software resource, topical portal, software application,
portal, data or information resource

Keywords: comparative, protein, structure, modelling, satisfaction, spatial, restrain,
homology, 3D, alignment, sequence, hydrogen, atom, cluster

Funding: Sandler Family Supporting Foundation ;
NIGMS R01 GM54762;

NIGMS P01 GM71790;

NIH P01 A135707,

NIGMS U54 GM62529;

IBM ;

Intel

Availability: Restricted
Resource Name: MODELLER

Resource ID: SCR_008395



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_008395/resolver
http://salilab.org/modeller/modeller.html

Alternate IDs: nif-0000-30054
License URLSs: https://salilab.org/modeller/download_installation.html
Record Creation Time: 20220129T080247+0000

Record Last Update: 20250430T055613+0000

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

No alerts have been found for MODELLER.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 5463 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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