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BayesPrism

RRID:SCR_027499
Type: Tool

Proper Citation

BayesPrism (RRID:SCR_027499)

Resource Information

URL: https://github.com/Danko-Lab/BayesPrism

Proper Citation: BayesPrism (RRID:SCR_027499)

Description: Software R package for fully Bayesian inference of tumor microenvironment
composition and gene expression deconvolution. Used to analyze bulk RNA-seq data and
estimate cell type-specific expression profiles.

Resource Type: software resource, software toolkit, source code

Defining Citation: PMID:35469013

Keywords: tumor microenvironment composition, gene expression deconvolution,
analyze bulk RNA-seq data, estimate cell type-specific expression profiles,

Funding: NHGRI R01 HG009309;
NCI U2C CA288284;
NCI U54 CA209975

Availability: Free, Available for download, Freely available
Resource Name: BayesPrism

Resource ID: SCR_027499

Record Creation Time: 20251003T062559+0000

Record Last Update: 20260808T190809+0000

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

No alerts have been found for BayesPrism.



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_027499/resolver
https://github.com/Danko-Lab/BayesPrism
https://pubmed.ncbi.nlm.nih.gov/35469013

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 14 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Zhao C, et al. (2025) Molecular landscape, subtypes, and therapeutic vulnerabilities of
central nervous system solitary fibrous tumors. Nature communications, 16(1), 7870.
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Santamaria-Martinez A, et al. (2024) Development of patient-derived lymphomoids with

preserved tumor architecture for lymphoma therapy screening. Nature communications,
15(1), 10650.

Li L, et al. (2024) Comparative Transcriptomic Analysis Revealing the Potential
Mechanisms of Erythritol-Caused Mortality and Oviposition Inhibition in Drosophila
melanogaster. International journal of molecular sciences, 25(7).




