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Type: Tool

Proper Citation

Tabula Sapiens (RRID:SCR_022314)

Resource Information

URL.: https://tabula-sapiens-portal.ds.czbiohub.org/

Proper Citation: Tabula Sapiens (RRID:SCR_022314)

Description: Single cell transcriptomic atlas of multiple organs from individual human
donors. Multiple organ, single cell transcriptomic atlas of humans. Molecular reference
atlas for cell types of human body. Provides molecular definition of these cell types and
reveals many other aspects of human biology, including how same gene can be spliced
differently in different cell types, how shared cell types in different tissues can have subtle
differences in their identities, and how clones of immune system can be shared across
tissues.

Resource Type: atlas, data or information resource

Defining Citation: DOI:10.1101/2021.07.19.452956

Keywords: Single cell transcriptomic atlas, multiple organs, human donors, molecular
reference atlas

Related Condition: diabetes, cancer, hypertension, coronary artery disease,
hyperlipidemia, bipolar, depression, deep vein thrombosis, flu, mitral regurgitation,
osteopenia, venous thromboembolic disease, lupus, pulmonary hypertension,
schizophrehnia, seizure, asthma, atrial fibrillation, asplenia, ezcema,
hypercholesterolemia, chronic lung disease

Funding: Chan Zuckerberg Initiative
Availability: Free, Freely available
Resource Name: Tabula Sapiens
Resource ID: SCR_022314

Record Creation Time: 20220602T050139+0000



https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_022314/resolver
https://tabula-sapiens-portal.ds.czbiohub.org/
https://dx.doi.org/10.1101/2021.07.19.452956

Record Last Update: 20260801T191028+0000

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

No alerts have been found for Tabula Sapiens.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 32 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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