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y ' Sensitivity of Evokit Digest is shown with two different peptides, measured on a Evosep Eno 200 SPD, coupled to a Waters Xevo
§ TQ-Absolute XR (n=8). Extracted ion chromatograms (top), calibration curves (middle) and recovery (bottom).
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i Seamless transition from discovery to targeted analysis
Evosep Proteomics enables a seamless transition from discovery to targeted
Evokit Evosep Lupo Evotip Pure  Evosep Eno analysis. This is facilitated by standardized sample preparation with Evokits
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The workflow enables automated processing from protein extract to purified independent of sample preparation day, LC setup, and MS platform.

digest loaded on Evotip using Evokits, which include all required reagents,
consumables and Evotips. Execution on Evosep Lupo incorporates built-in
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Extracted ion chromatograms, workflow precision and retention time reproducibility across the Discovery and Targeted MS plat-

SETUP m OUTPUT forms on different days, Evosep Eno 200 SPD. 1 ug K562 lysate digested with Evokit. 30% peptide loaded on Evotip (n=6).

Sample preparation at scale with Evokits and Evosep Lupo
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