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OpenCell

RRID:SCR_021870
Type: Tool

Proper Citation

OpenCell (RRID:SCR_021870)

Resource Information

URL.: https://opencell.czbiohub.org/

Proper Citation: OpenCell (RRID:SCR_021870)

Description: Proteome scale collection of protein localization and interaction
measurements in human cells. Proteome scale endogenous tagging enables cartography
of human cellular organization.

Resource Type: data or information resource, project portal, portal

Defining Citation: DOI:10.1101/2021.03.29.437450

Keywords: Proteome scale collection, protein localization, interaction measurements,
human cells

Availability: Free, Freely available

Resource Name: OpenCell

Resource ID: SCR_021870

Record Creation Time: 20220129T080357+0000

Record Last Update: 20260811T043657+0000

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

No alerts have been found for OpencCell.

Data and Source Information


https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_021870/resolver
https://opencell.czbiohub.org/
https://dx.doi.org/10.1101/2021.03.29.437450

Source: SciCrunch Registry

Usage and Citation Metrics
We found 12 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Monziani A, et al. (2025) BAHCC1 promotes gene expression in neuronal cells by
antagonizing SIN3A-HDAC1. Nucleic acids research, 53(14).

Schaffer LV, et al. (2025) Unifying proteomic technologies with ProteinProjector.
Bioinformatics advances, 5(1), vbaf266.
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the cell, 35(12), pe4.
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