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Slingshot

RRID:SCR_017012
Type: Tool

Proper Citation

Slingshot (RRID:SCR_017012)

Resource Information

URL.: https://github.com/kstreet13/slingshot

Proper Citation: Slingshot (RRID:SCR_017012)

Description: Software R package for identifying and characterizing continuous
developmental trajectories in single cell data. Cell lineage and pseudotime inference for
single-cell transcriptomics.

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

Defining Citation: PMID:29914354

Keywords: identify, characterize, continuous, developmental, trajectory, single, cell, data,
lineage, pseudotime, inference, transcriptomic

Funding: NIMH UO1 MH105979;

NIDCD R0O1 DCO007235;

NCRR S10 RR029668;

Siebel Foundation ;

NIA KO1 AG045344,;

NHGRI T32 HG000047;

California Institute of Regenerative Medicine

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

Resource ID: SCR_017012
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Record Creation Time: 20220129T080333+0000

Record Last Update: 20250524T060727+0000

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

No alerts have been found for Slingshot.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 65 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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