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CcryoSPARC

RRID:SCR_016501
Type: Tool

Proper Citation

cryoSPARC (RRID:SCR_016501)

Resource Information

URL.: https://cryosparc.com/

Proper Citation: cryoSPARC (RRID:SCR_016501)

Description: Software integrated platform used for obtaining 3D structural information from
single particle cryo-EM data. Enables automated, high quality and high-throughput structure
discovery of proteins, viruses and molecular complexes for research and drug discovery.

Resource Type: image analysis software, data processing software, software application,
software resource

Defining Citation: PMID:28165473

Keywords: Structura Biotechnology Inc., data, processing, analysis, image, single, particle,
cryo-EM, structure, discovery, automated, protein, virus, molecular, complex

Funding:

Availability: Available free of charge for academic users with a valid institutional email
address, Trail available

Resource Name: cryoSPARC
Resource ID: SCR_016501
Record Creation Time: 20220129T080331+0000

Record Last Update: 20250420T015354+0000

Ratings and Alerts


https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_016501/resolver
https://cryosparc.com/
https://pubmed.ncbi.nlm.nih.gov/28165473

No rating or validation information has been found for cryoSPARC.

No alerts have been found for cryoSPARC.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1744 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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catalysis and nucleic acid gate dynamics. Nature communications, 16(1), 834.

Freitas MM, et al. (2025) The bile acid-sensitive ion channel is gated by Ca2+-dependent
conformational changes in the transmembrane domain. bioRxiv : the preprint server for
biology.

Huang Y, et al. (2025) A single residue switch mediates the broad neutralization of
Rotaviruses. Nature communications, 16(1), 838.

Jungfer K, et al. (2025) Mechanistic determinants and dynamics of cA6 synthesis in type Il



https://neuinfo.org/about/sources/nlx_144509-1
https://neuinfo.org/data/record/nlx_144509-1/SCR_016501/resolver/mentions

CRISPR-Cas effector complexes. Nucleic acids research, 53(2).
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surface exclusion protein TraT. Nature communications, 16(1), 659.
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Drosophila INDY. Life science alliance, 8(4).
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variants BA.1, BA.2, BA.2.12.1, BA.4, and BA.5. Signal transduction and targeted therapy,
10(1), 14.

Wells JN, et al. (2025) Reconstitution of human DNA licensing and the structural and
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