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Type: Tool

Proper Citation

Molecular Modeling DataBase (RRID:SCR_010623)

Resource Information

URL: https://www.nchi.nlm.nih.gov/Structure/MMDB/docs/mmdb_help.html

Proper Citation: Molecular Modeling DataBase (RRID:SCR_010623)

Description: The Molecular Modeling DataBase (MMDB), also known as Entrez
Structure, is a database of experimentally determined structures obtained from the RCSB
Protein Data Bank (PDB). MMDB is developed by the Structure Group of the NCBI
Computational Biology Branch. The data processing procedure at NCBI results in the
addition of a number of useful features that facilitate computation on the data and link
them to many other data types in the Entrez system. The structure database is
considerably smaller than Entrez"s Protein or Nucleotide databases, but a large fraction of
all known protein sequences have homologs in this set, and one may often learn more
about a protein by examining 3-D structures of its homologs. These are accessible as
Related Structures in the Links menu of Entrez Protein sequence records (illustrated
example). It is then possible to align the query protein to the structure-based sequence, as
shown in the illustration on this page. Additional resources can be used along with MMDB
to interactively view the structures, find similar 3D structures, learn about the types of
interactions and bound chemicals that have been found to exist among the similar 3D
structures, and more.

Abbreviations: MMDB

Synonyms: Entrez Structure, NCBI Structure, Structure database, Structure (Molecular
Modeling Database)

Resource Type: data or information resource, database

Defining Citation: PMID:17135201

Keywords: macromolecule, structure, 3d spatial image, protein structure, gold standard

Resource Name: Molecular Modeling DataBase
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Resource ID: SCR_010623
Alternate IDs: nlx_56387

Alternate URLSs: http://www.ncbi.nim.nih.gov/sites/entrez?db=structure,
http://www.ncbi.nim.nih.gov/structure

Record Creation Time: 20220129T080259+0000

Record Last Update: 20260729T044250+0000

Ratings and Alerts
No rating or validation information has been found for Molecular Modeling DataBase.

No alerts have been found for Molecular Modeling DataBase.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 16 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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