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Type: Tool

Proper Citation

Signal Transduction Knowledge Environment - Database of Cell Signaling
(RRID:SCR_001861)

Resource Information

URL: http://stke.sciencemag.org/cm/

Proper Citation: Signal Transduction Knowledge Environment - Database of Cell
Signaling (RRID:SCR_001861)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on
September 23,2022. This database provides information on the components of cellular
signaling pathways and their relations to one another, which are organized into pathways
called Connections Maps, which serve as the graphical interface into the database.
Access to the database is free. Scientists with expertise in a given field, designated as
Pathway Authorities, provide the information. With canonical or general data about cell
signaling, as well as specific data about particular signaling processes in specific
organisms and cells, there is information for both novices to cell signaling and experts.
The Connections Maps are dynamically generated graphical interface to a database of
information on the components of cellular signaling pathways and their relations to one
another. Information is provided by pathway authorities with expertise in a given field.
These Maps provide information on Canonical Pathways -- idealized or generalized
pathways that represent common properties of a particular signaling module or pathway.
Sponsors: This database is supported by AAAS.

Synonyms: STKE DB
Resource Type: data or information resource, database

Defining Citation: PMID:12438188

Keywords: canonical, cell, cellular, connection map, graphical interface, organism,
signaling module, signaling pathway

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
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Resource Name: Signal Transduction Knowledge Environment - Database of Cell
Signaling

Resource ID: SCR_001861
Alternate IDs: nif-0000-10426
Record Creation Time: 20220129T080210+0000

Record Last Update: 20260829T182913+0000

Ratings and Alerts

No rating or validation information has been found for Signal Transduction Knowledge
Environment - Database of Cell Signaling.

No alerts have been found for Signal Transduction Knowledge Environment - Database of
Cell Signaling.

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 dkNET .
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