Inter-lab assessment of standardized and fully
automated workflows integrated with Evosep One
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. Three end-to-end DIGEST PREPARATION

aUtOmatEd WO rkﬂOWS were Precursors Laboratory 1 Laboratory 2 . Reproducible and robust digest preparation is the foundation of modular
. automated proteomics workflows, and in this instance uses Protein
evaluated across two laboratory sites

Aggregation Capture (Batth et al., 2019, DOI:10.1074/mcp.TIR118.001270)
Neat plasma workflow - 1 ul plasma input , . 1ug Hela extracts were independently processed across two laboratories
using the fully automated OT2 workflow integrating all steps from raw
MCS lysate to Evotip loading of digests. The end-to-end method, enabled by the
strong magnetic moment of MagReSyn® hydroxyl beads, performed
reproducibly across each site with a variance of <4% for digestion
efficiency.
. Coefficient of variance (CV) for precursors and Proteins (far left), and
missed cleavages (left) detected across the two laboratories were

comparable (n=16)

| MagNet plasma workflow - 4 ul plasma input

D

| Standardized online OT2 scripting allows for

INTRODUCTION users-friendly implementation of workflows

The ability to translate new leads to diagnostics and disease therapy is dependent on implementation of start-to-finish analytical
workflows that can process clinical samples in a robust, high-throughput and cost-effective manner

We assess the robustness of end-to-end analytical proteomics workflows, standardized across two independent laboratories EvaluatiOn Of HELa digEStiOn ShOWEd high

Three distinct modular workflows were evaluated, digest preparation, neat plasma profiling, and deep plasma profiling using Mag-Net™

Methods are implemented on Opentrons OT2 liquid handler and use MagReSyn® hyper-porous magnetic microparticles, with a current prECiSiOn and reprOdUCible digEStiOn dCrosSsS Sites

throughput of 192 samples processed in less than 8 hours, from cell lysate (or raw plasma) to digest loaded onto an Evotip.
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