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HOMSTRAD - Homologous Structure Alignment
Database

RRID:SCR_006544
Type: Tool

Proper Citation

HOMSTRAD - Homologous Structure Alignment Database (RRID:SCR_006544)

Resource Information

URL.: http://tardis.nibio.go.jp/homstrad/

Proper Citation: HOMSTRAD - Homologous Structure Alignment Database
(RRID:SCR_006544)

Description: A curated database of structure-based alignments for homologous protein
families. All known protein structure are clustered into homologous families (i.e., common
ancestry), and the sequences of representative members of each family are aligned on the
basis of their 3D structures using the programs MNYFIT, STAMP and COMPARER.
These structure-based alignments are annotated with JOY and examined individually.

Abbreviations: HOMSTRAD
Synonyms: HOMologous STRucture Alignment Database
Resource Type: data or information resource, database

Defining Citation: PMID:14681395

Keywords: homologous structure, protein, protein family, protein structure, align, 3d
structure, structure-based alignment

Resource Name: HOMSTRAD - Homologous Structure Alignment Database
Resource ID: SCR_006544

Alternate IDs: nif-0000-02977, OMICS 00976

Old URLSs: http://www-cryst.bioc.cam.ac.uk/homstrad

Record Creation Time: 20220129T080236+0000

Record Last Update: 20260729T044136+0000
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https://pubmed.ncbi.nlm.nih.gov/14681395

Ratings and Alerts

No rating or validation information has been found for HOMSTRAD - Homologous
Structure Alignment Database.

No alerts have been found for HOMSTRAD - Homologous Structure Alignment Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 22 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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