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Biodiversity Analysis Pipeline

= \Web-based

= workflow execution, like Hydrant

= authoring environment, like Yahoo! Pipes
= controlled “vocabulary” of actors

= workflow sharing & community, like myExperiment
= results accessible as web resource/service

= Kepler integration
* running headless to execute workflows
» scale by adding CPUs running Kepler

NSDL
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Biodiversity Analysis Pipeline

= Audience
= NSDL users
= students, teachers (grades 6-12)_
= resource/land managers (decision support tool)_
= citizen scientists

= Things | worry about

» big datasets

= caching results of intermediate actors
= versioning of workflows, actors, data
= workflow authoring without Verqil

NSDL



Biodiversity Analysis Pipeline

= Contributions

* reduce learning curve
* composite actors
= sharing workflows

= result dissemination
= “always on” web accessible results
= workflows as web service

= Collaboration
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