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Proper Citation

Azimuth (RRID:SCR_021084)

Resource Information

URL.: https://azimuth.hubmapconsortium.org/

Proper Citation: Azimuth (RRID:SCR_021084)

Description: Web application that uses annotated reference dataset to automate
processing, analysis, and interpretation of new single cell RNA-seq experiment. Azimuth
leverages reference based mapping, pipeline that inputs counts matrix of gene expression in
single cells, and performs normalization, visualization, cell annotation, and differential
expression. All results can be explored within the app, and easily downloaded for additional
downstream analysis.

Resource Type: software resource, web application

Defining Citation: DOI:10.1101/2020.10.12.335331

Keywords: HubMap, BICCN, biomarker discovery, molecular reference maps, annotated
reference dataset, automate processing, automate analysis, new single cell RNA-seq
experiment interpretation

Funding:

Availability: Free, Freely available

Resource Name: Azimuth

Resource ID: SCR_021084

Record Creation Time: 20220129T080353+0000

Record Last Update: 20250519T204420+0000



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_021084/resolver
https://azimuth.hubmapconsortium.org/
https://dx.doi.org/10.1101/2020.10.12.335331

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

No alerts have been found for Azimuth.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 36 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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Gur ER, et al. (2025) scATAC-seq generates more accurate and complete regulatory maps
than bulk ATAC-seq. Scientific reports, 15(1), 3665.
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2625.

Yasumizu Y, et al. (2024) Single-cell transcriptome landscape of circulating CD4+ T cell
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D'Angelo SP, et al. (2024) Biomarker Analyses Investigating Disease Biology and
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Association for Cancer Research, 30(19), 4352.
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medical journal, 65(9), 544.
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