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Proper Citation

ProSA web (RRID:SCR_021879)

Resource Information

URL: https://prosa.services.came.sbg.ac.at/prosa.php

Proper Citation: ProSA web (RRID:SCR_021879)

Description: Interactive web service for recognition of errors in three dimensional
structures of proteins.

Synonyms: ProSA-web

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

Defining Citation: PMID:17517781

Keywords: structure errors recognition, proteins three dimensional structures, protein
structure errors

Funding: FWF Austria ;
University of Salzburg Austria

Availability: Free, Freely available

Resource Name: ProSA web

Resource ID: SCR_021879

Record Creation Time: 20220421T050137+0000

Record Last Update: 20260813T055225+0000

Ratings and Alerts

No rating or validation information has been found for ProSA web.

No alerts have been found for ProSA web.

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_021879/resolver
https://prosa.services.came.sbg.ac.at/prosa.php
https://pubmed.ncbi.nlm.nih.gov/17517781


Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 474 mentions in open access literature.

Listed below are recent publications. The full list is available at RRID .
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Li S, et al. (2026) In silico design of the multi-epitope vaccine for lung adenocarcinoma
based on hub gene-derived neoantigens. BMC cancer, 26(1).

Nguyen TC, et al. (2026) Subtle Genetic Shifts of African Swine Fever Virus Among
Vietnamese Domestic Swine Following Live-Attenuated Vaccine Commercialization.
Transboundary and emerging diseases, 2026, 8776906.

Mallawarachchi S, et al. (2026) Evaluation of molecular interactions of vaping juice
components with ACE2 receptor. Scientific reports, 16(1).

Seifi N, et al. (2026) Design and in silico evaluation of an mRNA vaccine against HTLV-1
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Hoda A, et al. (2026) Computational analysis of non-synonymous SNPs in the sheep
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reports, 16(1), 6984.
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vaccine research, 15(1), 71.
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https://rrid.site/rin/sources/SCR_005400
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_021879/resolver/mentions


Liscano Y, et al. (2026) Spider Venom Peptides as Potential Allosteric Inhibitors of
Undecaprenyl Diphosphatase (UppP) from Acinetobacter baumannii: In Silico
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