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Proper Citation

3DRefine (RRID:SCR_021883)

Resource Information

URL: http://sysbio.rnet.missouri.edu/3Drefine/

Proper Citation: 3DRefine (RRID:SCR_021883)

Description: Interactive web server for efficient protein structure refinement with
capability to perform web based statistical and visual analysis.

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

Defining Citation: DOI:10.1093/nar/gkw336

Keywords: efficient protein structure refinement, statistical and visual analysis

Funding: NIGMS R01 GM093123

Availability: Free, Freely available

Resource Name: 3DRefine

Resource ID: SCR_021883

Record Creation Time: 20220421T050137+0000

Record Last Update: 20260729T044535+0000

Ratings and Alerts

No rating or validation information has been found for 3DRefine.

No alerts have been found for 3DRefine.

Data and Source Information

https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/SCR_021883/resolver
http://sysbio.rnet.missouri.edu/3Drefine/
https://dx.doi.org/10.1093/nar/gkw336


Source: SciCrunch Registry

Usage and Citation Metrics

We found 20 mentions in open access literature.

Listed below are recent publications. The full list is available at T1D .
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to combat Acinetobacter baumannii. Scientific reports, 15(1), 1410.

Zhu F, et al. (2025) Designing a multi-epitope vaccine against Pseudomonas aeruginosa
via integrating reverse vaccinology with immunoinformatics approaches. Scientific reports,
15(1), 10425.
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reports, 15(1), 30355.

Nobari MB, et al. (2025) The Lpp-OmpA-BtaE fusion protein causes a protective immune
response against Brucella melitensis in mice. Scientific reports, 15(1), 27210.

Gül A, et al. (2024) Immunogenicity and protection efficacy of a COVID-19 DNA vaccine
encoding spike protein with D614G mutation and optimization of large-scale DNA vaccine
production. Scientific reports, 14(1), 13865.
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combat HMPV virus. Human vaccines & immunotherapeutics, 19(3), 2293300.
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characterization of ?-galactosidase (GH-35) in ascomycetes and its role in germ tube
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Usman M, et al. (2023) Vaccinomics Approach for Multi-Epitope Vaccine Design against
Group A Rotavirus Using VP4 and VP7 Proteins. Vaccines, 11(4).
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built-in TLR4 and 5 agonists synergistically enhance immune responses against HPV RG1
epitope. Scientific reports, 13(1), 16801.
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immunodominant epitopes of structural proteins of SARS-CoV-2 using immunoinformatics
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409(1), 112869.

Jabarzadeh S, et al. (2021) In Silico Design of a New Multi-Epitope Peptide-Based
Vaccine Candidate Against Q Fever. Molecular biology, 55(6), 950.
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