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

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 URLSs: https://cran.r-project.org/web/packages/Rtsne/index.html
License URLSs: https://github.com/jkrijthe/Rtsne/blob/master/LICENSE
Record Creation Time: 20220129T080330+0000

Record Last Update: 20260810T040701+0000
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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 190 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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