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Proper Citation

CUPSAT (RRID:SCR_010773)

Resource Information

URL: http://cupsat.tu-bs.de/

Proper Citation: CUPSAT (RRID:SCR_010773)

Description: A tool to predict changes in protein stability upon point mutations.

Abbreviations: CUPSAT

Synonyms: Cologne University Protein Stability Analysis Tool, CUPSAT: Cologne University 
Protein Stability Analysis Tool

Resource Type: data analysis service, service resource, production service resource, 
analysis service resource

Defining Citation: PMID:16845001

Keywords: bio.tools

Funding:

Resource Name: CUPSAT

Resource ID: SCR_010773

Alternate IDs: biotools:cupsat, OMICS_00128

Alternate URLs: https://bio.tools/cupsat

Record Creation Time: 20220129T080300+0000

Record Last Update: 20250425T055839+0000

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_010773/resolver
http://cupsat.tu-bs.de/
https://pubmed.ncbi.nlm.nih.gov/16845001


Ratings and Alerts

No rating or validation information has been found for CUPSAT.

No alerts have been found for CUPSAT.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 68 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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missense nsSNPs in dairy cattle. Scientific reports, 12(1), 4873.

Kanwal A, et al. (2022) RGS3 and IL1RAPL1 missense variants implicate defective 
neurotransmission in early-onset inherited schizophrenias. Journal of psychiatry & 
neuroscience : JPN, 47(6), E379.

Choudhury A, et al. (2022) Comparative analysis of web-based programs for single amino 
acid substitutions in proteins. PloS one, 17(5), e0267084.

Koonthongkaew J, et al. (2022) Improvement of Fusel Alcohol Production by Engineering of 
the Yeast Branched-Chain Amino Acid Aminotransaminase. Applied and environmental 
microbiology, 88(13), e0055722.

Chandrasekar R, et al. (2021) Evaluation of the angiogenic properties of Brugia malayi 
asparaginyl-tRNA synthetase and its mutants: A study on the molecular target for antifilarial 
drug development. Molecular and biochemical parasitology, 246, 111426.

Rawat P, et al. (2021) Why are ACE2 binding coronavirus strains SARS-CoV/SARS-CoV-2 
wild and NL63 mild? Proteins, 89(4), 389.

Teng S, et al. (2021) Systemic effects of missense mutations on SARS-CoV-2 spike 
glycoprotein stability and receptor-binding affinity. Briefings in bioinformatics, 22(2), 1239.

Saih A, et al. (2021) Computational Analysis of Missense Variants in the Human 
Transmembrane Protease Serine 2 (TMPRSS2) and SARS-CoV-2. BioMed research 
international, 2021, 9982729.


