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" What will we need from Informatics? - A scalable
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/ From Concept to Products - End-to-End Informatics \
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What do our systems need?
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We are building a software Aiming for seamless Standardisation,

ecosystem for end-to-end
MAVE-SGE workflows

based around the targeton

integration of automated automation, and QC will
experimental design and ensure reproducible,
downstream analysis with high-quality data delivered

experimental workflows with low turnaround time

as a reproducible unit
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