Resource Summary Report

Generated by nidm-terms on Jul 28, 2026

ASTRAL Compendium for Sequence and Structure
Analysis

RRID:SCR_001886
Type: Tool

Proper Citation

ASTRAL Compendium for Sequence and Structure Analysis (RRID:SCR_001886)

Resource Information

URL: http://astral.berkeley.edu/

Proper Citation: ASTRAL Compendium for Sequence and Structure Analysis
(RRID:SCR_001886)

Description: It provides databases and tools useful for analyzing protein structures and
their sequences. It is partially derived from, and augments the SCOP: Structural
Classification of Proteins database, a database created by manual inspection and abetted
by a battery of automated methods, aims to provide a detailed and comprehensive
description of the structural and evolutionary relationships between all proteins whose
structure is known. Most of the resources provided here depend upon the coordinate files
maintained and distributed by the Protein Data Bank. Sponsors: This work is supported by
grants from the NIH (1-P50-GM62412, 1-K22-HG00056) and the Searle Scholars Program
(01-L-116), and by the US Department of Energy under contract DE-AC03-76SF00098.

Abbreviations: ASTRAL

Synonyms: ASTRAL Compendium for Sequence and Structure Analysis, The ASTRAL
Compendium for Sequence and Structure Analysis

Resource Type: database, software resource, software application, data processing
software, data storage software, data or information resource

Defining Citation: PMID:10592239

Keywords: gene, amino acid, homology, protein sequence, protein structure
Availability: Free, Available for download, Freely available
Resource Name: ASTRAL Compendium for Sequence and Structure Analysis

Resource ID: SCR_001886
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Alternate IDs: nif-0000-02580
Record Creation Time: 20220129T080210+0000

Record Last Update: 20260728T043122+0000

Ratings and Alerts

No rating or validation information has been found for ASTRAL Compendium for
Sequence and Structure Analysis.

No alerts have been found for ASTRAL Compendium for Sequence and Structure
Analysis.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 27 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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