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IT used sample matrices using the Evosep Eno 500 SPD method Evokit Digest performance with Evosep Lupo was assessed across 88 digestions of K562 samples For proteomics to operate reliably in large-scale and regulated environments, reproducibility must be continuously
9 ' (1 ug input, 30% loaded on Evotips), relative to manual PAC digestion. Reassuringly, comparable performance verified. This requires integrated quality control, full traceability, and automation that reduces risk
was observed based on coverage with slightly improved digestion efficiency for the Evokit, resulting in enhanced at every step. While, the QC samples are processed in the last column of each plate, they are analyzed across all
data completeness across samples. samples during LC-MS. Predefined run order setups are easily integrated through an easy-to-use software interface.
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a unified workflow with Evotip Pure as the
crucial link between sample preparation Reproducibility across plates and instruments Consistent performance with Evokit Digest across diverse sample matrices
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deliver consistent and optimized outputs. ; 0 Reproducibility was further assessed across two different plates processed on two different Evosep Lupo The workflow was tested against a number of commonly used sample matrices for preparing samples for proteomics
Together, these components form an Evokit Evosep Lupo Evotip Pure  Evosep Eno systems to evaluate transferability and robustness at scale. The comparison showed a high degree of analyses. The performance maintains robustness as shown by retention time stability, precursor identifications and
integrated ecosystem where processes Standardized kits with Dedicated platform Sample desalting Robust, overlap in identified proteins between plates and platforms, as visualized by the Venn diagram, while closely quantitative precision using 1 pg bone tissue lysate as starting amount. 30% of the digest was loaded on Evotips.
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