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Proper Citation

Project HOPE (RRID:SCR_005141)

Resource Information

URL: http://www.cmbi.ru.nl/hope/home

Proper Citation: Project HOPE (RRID:SCR_005141)

Description: An easy-to-use webserver that analyses the structural effects of your mutation 
of interest. The server allows you to submit a protein sequence and the mutation. Project 
HOPE will then collect and combine available information from a series of webservers and 
databases and will produce a mutation report complete with results, figures and animations. 
Where available Project HOPE will use the 3D structure of the protein but the server can also 
build a homology model if necessary. Other information sources include the Uniprot 
database and a series of DAS prediction servers.

Abbreviations: HOPE

Synonyms: Have yOur Protein Explained, GSITIC

Resource Type: source code, service resource, production service resource, data analysis 
service, analysis service resource, software resource

Defining Citation: PMID:21059217

Keywords: protein structure, mutation

Related Condition: Inheritable disease

Funding:

Availability: Acknowledgement requested

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_005141/resolver
http://www.cmbi.ru.nl/hope/home
https://pubmed.ncbi.nlm.nih.gov/21059217


Resource Name: Project HOPE

Resource ID: SCR_005141

Alternate IDs: OMICS_00130

Record Creation Time: 20220129T080228+0000

Record Last Update: 20250429T054957+0000

Ratings and Alerts

No rating or validation information has been found for Project HOPE.

No alerts have been found for Project HOPE.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 29 mentions in open access literature.

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