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Apache Spark

RRID:SCR_016557
Type: Tool

Proper Citation

Apache Spark (RRID:SCR_016557)

Resource Information

URL.: http://spark.apache.org/

Proper Citation: Apache Spark (RRID:SCR_016557)

Description: Software tool as a unified analytics engine for large scale data processing.
An open source distributed general purpose cluster computing framework.

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

Defining Citation: DOI:10.1145/2934664

Keywords: unified, analytics, engine, large, scale, data, processing
Availability: Free, Available for download, Freely available
Resource Name: Apache Spark

Resource ID: SCR_016557

License: Apache License, Version 2.0.

Record Creation Time: 20220129T080331+0000

Record Last Update: 20260729T044420+0000

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

No alerts have been found for Apache Spark.

Data and Source Information
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Source: SciCrunch Registry
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We found 31 mentions in open access literature.
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