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Abstract

As cloud resources become more common as an
execution platform, the need to transition
applications between HPC and the cloud becomes
a necessity. However, because of the complex
setup and system specific demands of these
applications, transition is difficult and may not
scale as desired. Jetstream is a NSF funded cloud
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deployment, scalability, and what is useful feedback. We generated a consistent
build using machine images built from VC3-Builder. We provided dynamic
scalability by using Work Queue to distribute partitions, and we ran existing MPI
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variety of resources.

parallelism at the worker level. WQ-MAKER users leveraged runtime data to
understand performance, improve scaling, and diagnose errors. WQ-MAKER has
been used for over 30 genomes and can accelerate annotation time using a




