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thus compelling for clinical deployment of omics technologies first
serious improvements in reproducibility especially in sample
processing. Second, for widespread use, sample throughput should
be as high as possible, necessitating extension to an automated
platform. Moreover, to enable eventual point of care (POC)
deployment of omics techniques, sample processing time should
be as rapid as possible. Third, as we do not necessarily have a priori
knowledge of which biomolecule will prove to be useful as

Fig. 8: >50% of CVs for all quantified protein and metabolite
analytes fell below 10%. >67% of CVs fell below 15%.
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