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Proper Citation

Modular Automated Platform for Large Scale Experiments project (RRID:SCR_021557)

Resource Information

URL: https://edspace.american.edu/openbehavior/project/maple/

Proper Citation: Modular Automated Platform for Large Scale Experiments project
(RRID:SCR_021557)

Description: Portal related to measurement of fly social networks and behavior. Provides
Drosophila handing robot that boasts modular design, allowing platform to both automate
diverse phenotyping assays and aid with lab chores (e.g., collecting virgin female flies).
MAPLE permits small part manipulator, USB digital camera, and fly manipulator to work
simultaneously over platform of flies.

Abbreviations: MAPLE

Synonyms: Modular Automated Platform for Large -Scale Experiments

Resource Type: project portal, data or information resource, portal, instrument resource

Defining Citation: DOI:10.1101/239459

Keywords: Instrument, Drosophila handing robot, automate diverse phenotyping assays,
collecting virgin female flies, USB digital camera, fly manipulator, flies modular automated
platform, large scale experiments, OpenBehavior

Availability: Free, Freely available

Resource Name: Modular Automated Platform for Large Scale Experiments project

Resource ID: SCR_021557

Record Creation Time: 20220129T080356+0000

Record Last Update: 20260815T182651+0000

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_021557/resolver
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_021557/resolver
https://edspace.american.edu/openbehavior/project/maple/
https://dx.doi.org/10.1101/239459


Ratings and Alerts

No rating or validation information has been found for Modular Automated Platform for
Large Scale Experiments project.

No alerts have been found for Modular Automated Platform for Large Scale Experiments
project.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 49 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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