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| The METASPACE metabolomics annotation pipeline

 European Molecular Biology Laboratory (EMBL) .

* Production-ready and publicly available. Hosted in AWS.

e Built on Cloud functions.

www.metaspace2020.eu 1. Overall performance (execution time)
optimization.

2. Smart resource provisioning.

EMBL ::



http://www.metaspace2020.eu

Example: METASPACE preprocessing phase.
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e Parent I=child computation times.
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I How we choose resources? CPU
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o We take provisioning decisions online, at each dependency, immediately
before the exchange operation.

e We use an analytic model of 10, CPU and invocation time.



| Preliminary resuits
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