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CUPSAT

RRID:SCR_010773
Type: Tool

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: analysis service resource, data analysis service, production service
resource, service resource

Defining Citation: PMID:16845001

Keywords: bio.tools

Resource Name: CUPSAT

Resource ID: SCR_010773

Alternate IDs: biotools:cupsat, OMICS_ 00128
Alternate URLSs: https://bio.tools/cupsat

Record Creation Time: 20220129T080300+0000

Record Last Update: 20260821T042853+0000

Ratings and Alerts

No rating or validation information has been found for CUPSAT.



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

No alerts have been found for CUPSAT.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 86 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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Valentine AL, et al. (2026) Cancer mutations in RAD51 and its paralogues. PloS one,
21(5), e0349105.
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Ren Y, et al. (2026) Identification and Functional Characterization of Novel and Recurrent
NTRK1 Variants in Chinese Families With Congenital Insensitivity to Pain With Anhidrosis:
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33(5), e70610.
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mutations arising in human cancers. Cancer genetics, 292-293, 49.

Tokatly Latzer |, et al. (2025) Central Dysmyelination in SSADH-Deficient Humans and
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MdPRX10 as a candidate gene in the control of budbreak in apple. Frontiers in plant
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Khan MU, et al. (2024) Identification of novel natural compounds against CFTR
p.Gly628Arg pathogenic variant. AMB Express, 14(1), 99.

Elamin G, et al. (2024) Integrative genomic analyses combined with molecular dynamics
simulations reveal the impact of deleterious mutations of Bcl-2 gene on the apoptotic
machinery and implications in carcinogenesis. Frontiers in genetics, 15, 1502152.

Lee YR, et al. (2023) Identification of a novel risk factor for chronic wasting disease (CWD)
in elk: S100G single nucleotide polymorphism (SNP) of the prion protein gene (PRNP).
Veterinary research, 54(1), 48.

Azmi MB, et al. (2023) Understanding the impact of structural modifications at the NNAT
gene's post-translational acetylation site: in silico approach for predicting its drug-
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Azmi MB, et al. (2023) Transcript-Level In Silico Analysis of Alzheimer's Disease-Related
Gene Biomarkers and Their Evaluation with Bioactive Flavonoids to Explore Therapeutic
Interactions. ACS omega, 8(43), 40695.

Wu F, et al. (2023) Glycosylated, Lipid-Binding, CDR-Like Domains of SARS-CoV-2 ORF8
Indicate Unique Sites of Immune Regulation. Microbiology spectrum, 11(4), e0123423.

Arribas-Carreira L, et al. (2023) Pathogenic variants in GCSH encoding the moonlighting
H-protein cause combined nonketotic hyperglycinemia and lipoate deficiency. Human
molecular genetics, 32(6), 917.




