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Proper Citation

Rtsne (RRID:SCR_016342)

Resource Information

URL: https://github.com/jkrijthe/Rtsne

Proper Citation: Rtsne (RRID:SCR_016342)

Description: Software as R wrapper for Van der Maaten's Barnes-Hut implementation of
t-Distributed Stochastic Neighbor Embedding. Used for high-dimentional data
visualisation.

Synonyms: , R t-distributed stochastic neighbor embedding, R t-Distributed Stochastic
Neighbor Embedding

Resource Type: software application, software resource, data processing software, data
visualization software, software toolkit

Keywords: data, visualisation, high-dimentional, van der Maaten, Barnes-Hut,
implementation, distribution, stochastic, neighbor, embedding

Funding: the Netherlands Organization for Scientific Research (NWO) ;
European Union Seventh Framework Program

Availability: Free, Available for download, Freely available

Resource Name: Rtsne

Resource ID: SCR_016342

Alternate IDs: SCR_016900

Alternate URLs: https://cran.r-project.org/web/packages/Rtsne/index.html

License URLs: https://github.com/jkrijthe/Rtsne/blob/master/LICENSE

Record Creation Time: 20220129T080330+0000

Record Last Update: 20260729T044417+0000

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_016342/resolver
https://github.com/jkrijthe/Rtsne


Ratings and Alerts

No rating or validation information has been found for Rtsne.

No alerts have been found for Rtsne.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 176 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Tisza MJ, et al. (2025) Longitudinal phage-bacteria dynamics in the early life gut
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George AF, et al. (2025) Anatomical, subset, and HIV-dependent expression of viral
sensors and restriction factors. Cell reports, 44(1), 115202.

Strakova-Peterikova A, et al. (2025) Calcifying nested stromal-epithelial tumor of the liver:
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Virchows Archiv : an international journal of pathology.

Kawai M, et al. (2024) Early detection of pancreatic cancer by comprehensive serum
miRNA sequencing with automated machine learning. British journal of cancer, 131(7),
1158.
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neuroblastoma. Cancer research.
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and Brain Metabolome in Mice. bioRxiv : the preprint server for biology.
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carcinosarcoma identified by whole genome sequencing: a case report. Surgical case
reports, 10(1), 191.
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prognosis, tumor immune microenvironment, and therapeutic response in breast cancer.
Scientific reports, 14(1), 5339.


