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cryoSPARC

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

Defining Citation: PMID:28165473

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

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: 20260728T043518+0000

Ratings and Alerts
No rating or validation information has been found for cryoSPARC.

No alerts have been found for cryoSPARC.
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https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_016501/resolver
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https://pubmed.ncbi.nlm.nih.gov/28165473

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 2480 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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hydrolase function. Nature communications, 17(1), 45.

Lyu Y, et al. (2026) An open axial channel of the AAA CIpXP protease enhances
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Liu X, et al. (2025) Structure, identification and characterization of the RibD-enolase
complex in Francisella. bioRxiv : the preprint server for biology.
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response to parvovirus infection. Proceedings of the National Academy of Sciences of the
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Wang Y, et al. (2025) Filamentation activates bacterial Avs5 antiviral protein. Nature
communications, 16(1), 2408.




