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Tasks automatization through scripted workflow

" SCIENCE & IMPACT

PIAF UMR-547

7. BRNAseq softwares using graphical user interfaces are slow and data volume limited

® | 2. \We want to maximize the use of calculation resources and speed-up results

%ir:ﬁ E remote cluster

bioinfo 4836 cpu - 34.6TD0

seguences stored and secured

scripts automatically prepared locally

transfert of sequences and scripts

calculations massively parallelized

mapping results download

biostatistics performed locally
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73,013 reference transcripts

47,739 analyzed

18,525 differential
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