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CIBERSORT

RRID:SCR_016955
Type: Tool

Proper Citation

CIBERSORT (RRID:SCR_016955)

Resource Information

URL.: https://cibersort.stanford.edu/

Proper Citation: CIBERSORT (RRID:SCR_016955)

Description: Software tool to provide an estimation of the abundances of member cell
types in a mixed cell population, using gene expression data. Used for characterizing cell
composition of complex tissues from their gene expression profiles, large scale analysis of
RNA mixtures for cellular biomarkers and therapeutic targets.

Resource Type: software resource, data analytics software, software application

Defining Citation: PMID:25822800

Keywords: estimation, abundance, cell, type, mixed, population, gene, expression, data,
tissue, complex, analysis, RNA, biomarker, therapeutic, target, bio.tools

Funding: Doris Duke Charitable Foundation ;
Damon Runyon Cancer Research Foundation ;
B&J Cardan Oncology Research Fund ;
Ludwig Institute for Cancer Research ;

NCI U01 CA154969;

NIAID U19 AI090019;

NCI T32 CA09302;

US Department of Defense ;

Siebel Stem Cell Institute ;

Thomas and Stacey Siebel Foundation

Availability: Not freely available for download or distribution, Available for non
commercial users, Registration required

Resource Name: CIBERSORT

Resource ID: SCR_016955
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https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_016955/resolver
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https://pubmed.ncbi.nlm.nih.gov/25822800

Alternate IDs: biotools:CIbERSORt
Alternate URLSs: https://bio.tools/CIBERSORT
Record Creation Time: 20220129T080332+0000

Record Last Update: 20260808T190517+0000

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

No alerts have been found for CIBERSORT.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1908 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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