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GalaxyWEB

RRID:SCR_018558
Type: Tool

Proper Citation

GalaxyWEB (RRID:SCR_018558)

Resource Information

URL.: http://galaxy.seoklab.org/

Proper Citation: GalaxyWEB (RRID:SCR_018558)

Description: Web server for protein structure prediction and refinement. Used to predict
protein structure from sequence by template based modeling. Used for refinement after
providing starting model structure and locations of loops or termini to be refined.

Resource Type: production service resource, service resource, web service, data access
protocol, analysis service resource, software resource

Defining Citation: PMID:22649060

Keywords: Protein structure prediction, protein structure refinement, protein sequence,
template based modeling, model structure, loop location, bio.tools

Funding: National Research Foundation of Korea ;
Ministry of Land ;

Transport and Maritime Affairs of Korea ;

Seoul National University

Availability: Free, Freely available

Resource Name: GalaxyWEB

Resource ID: SCR_018558

Alternate IDs: biotools:galaxyweb

Alternate URLSs: https://bio.tools/galaxyweb
Record Creation Time: 20220129T080340+0000

Record Last Update: 20260821T043016+0000



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_018558/resolver
http://galaxy.seoklab.org/
https://pubmed.ncbi.nlm.nih.gov/22649060

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

No alerts have been found for GalaxyWEB.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 231 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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