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Abstract

High-quality protein extraction and cleanup during sample preparation are critical for
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achieying the coverage, yields, and reproducibility r_equired for asuccegsful proteomicsf o 14 PCA of MS data shows high reproducibility and similarity between
experiment. Many current technologies for proteomics sample preparation rely on precipitation - |
or filtration-based technologies, which suffer from sample loss, long processing times, Peptide 10 | | Samples | | |
iIncompatibility with certain lysis buffers, and limitations for automation. yield ;—5) . Mouse tissues proteins Human bodily fluid proteins

At Impact Proteomics, our Universal Protein Extraction and Cleanup Kits (UPECK) have Mouse 2 i 1 ,g;f Slood 2, /Blood 3
overcome these limitations. Our novel protein sample preparation method utilizes a protein- tissues rél} . III III II I | Blgad_1
specific tag (ProMTag) where one end of the tag forms a reversible, covalent link to proteins, 40 g , N3 Lung 1
and the other end irreversibly anchors the protein to a capture resin using a fast-acting, click orotein lysate ; 7 ™
chemistry reaction. The ProMTag reaction is not affected by high detergent, denaturant, or salt 3\ & Musdle_2 Plasma_t

.. . : .. ! {b be @ A Heart_1 ., Spleen 2 2{ Slasma 2

conditions accommodating harsh cell lysis conditions. Once ProMTagged proteins are N2 ~l-\ @ gQ < i " Muscle_3 : o ‘| pasmas
covalently linked to the capture resin, contaminating salts, detergents, and other molecules that UPECK' S T piee S o | T Saiiva_3
Interfere with MS analysis are removed by rapid washing steps. Following washing, the Pep 12 ® - N I a2
ProMTag is reversed, releasing the protein in its original, unmodified form. To yield peptides Klt Peptide 10 N e Ny | Dep_Plasma s Sem-? Saliva_
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The UPECK workflow ensures fast, high-yield, and streamlined sample preparation that bodily & 4 iismpmgzm1
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formed by the other end via a fast-acting click chemistry reaction.

U Rapid washing steps are used to remove contaminating salts, detergents, and other
molecules that would interfere with MS analysis. 100

Technical replicates share a high percentage of peptide IDs
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