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INTRODUCTION

The BeatBox® tissue homogenizer and cell lyser, originally optimized for Supported "omics" applications:

proteomics applications, has since evolved into a robust tool for high-throughput

multi-omics applications, enabling efficient extraction of biomolecules from e Cells & Tissues: Flexible, reproducible across diverse sample types.

scarce, challenging samples. It provides rapid, homogeneous lysis of 1-96 e FFPE Proteomics: Avoids toxic deparaffinization, boosts protein IDs by 14-
samples in just 10 minutes, delivering 2.5x higher reproducibility compared to 43%, and delivers clean peptides from 96 samples in a couple of hours.
traditional methods. BeatBox seamlessly pairs with PreOmics® iST kits for e Metabolomics & Lipidomics: Enables efficient extraction of metabolites and
automated, streamlined proteomic sample prep, offering a fast and reliable lipids from even limited samples.

solution for large-scale analyses.

WORKFLOWS AND KEY RESULTS
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KEY TAKEAWAYS CONTACT & MORE

e High-throughput & versatile: Processes 1-96 samples per run from cells, fresh-frozen tissues, and FFPE

materials.

e Comprehensive extraction: Captures metabolites, lipids, and proteins in a single workflow. Metabolomics workflow FFPE proteomics workflow
e Fast & clean prep: Ready-to-measure metabolites and peptides in a single day; no xylene or separate
deparaffinization step required for FFPE processing. Contact: zuzana.demianova@preomics.com
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e Scalable & reproducible: Standardized procedure with consistent performance across various tissue types,
ideal for large clinical cohorts and multi-site studies.
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