Hands-off: automated & TMT-compatible sample preparation
on the PreON platform employing the IST-NHS technology PRE

1Sebastian Steiner, ?Doris Jansen, 'Jonas Albinus, 'Sandra Goetze, *Harald Quintel, *Konstantin Lutze, ‘Bernd Wollscheid, 2Fabian Hosp, ?Nils Kulak
LETH Zurich, Institute of Molecular Systems Biology, 8093 Zurich, Switzerland | 2PreOmics GmbH, 82152 Martinsried, Germany | 3HSE AG, 8634 Hombrechtikon, Switzerland

1) Introduction 2) Material & Methods

Sample preparation is an important component of the overall MS-based proteomics work- =~ Sample preparation was done employing iIST or IST-NHS Kkits, either by a
flow and remains to be a limiting factor for high-throughput analyses. Here, we presentan = manual operator or on the PreON platform. The instrument includes a

automated end-to-end solution for standardized sample processing, including cell lysis, di- = built-in centrifuge and can process up to 12 samples per run in a fully au- __
gestion, TMT labeling & peptide cleanup by combining the NHS adaption of the iIST tech-  tomated fashion from lysis to cleaned up peptides. MS runs were per- K-J
nology (Kulak et al., 2014) with a newly developed automation platform called PreON. formed on a QEplus instrument, data analysis by PD and TPP.

3) Performance +) Sensitivity & Sample Types s) TMT Compatibility
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S We foresee the PreON evolving as the flexible platform for reproducible and standardized sample processing. Label-free
ol | | | \ | \ and chemical labeling workflows are the first in a pipeline of applications that allow walk-away automation for mass
spectrometry-based protein analysis.
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