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A system for accelerating large-scale genome analysis
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Traditional researches in parallel computing were often geared toward more
efficient use of CPU or other units. On the other hand, we usually have to compute only once for
findings in natural sciences. Therefore, the main bottleneck in parallel computing in genome
analysis is the time for programming, not the time for computation. To this end, we developed (1)
composable container system, (2) workflow description system that requires a minimal amount of
learning and description of workflows, (3) a system for easily using commercial cloud computing or
HPC clusters. Those tools are released under open-source licences.
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LPM: Local Package Manager (http://lpm.bio/)

LPMX: Local Package Manager X (https://github.com/JasonYangShadow/ Ipmx)
taw: tiny Amazon wrapper (https://github.com/mkasa/taw)

Openwait: (https://github.com/mkasa/openwait)

TCE: Tiny Cloud Engine (http://ka.cb.k.u-tokyo.ac.jp/tce/)




