COMPARISON OF CARTRIDGE AND BEAD-BASED
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Yeast lysates were cleaned and
digested according to the protocols
corresponding to each sample
preparation product.

An LC-UV assay at A = 214 nm was
used to determine peptide recovery by
mass.

Based on the determined recoveries,
collected peptides were dried and re-
solubilized in equal concentration, and
equal peptide masses were subject to
bottom-up MS analysis.

A methylene blue active substances
(MBAS) assay was used to quantify
residual SDS to determine the purity
achieved from each sample prep
product.
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Complete digestion is efficiently achieved in solution, as well as in the cartridge-based strategies. Slightly less efficient digestion was

observed from the bead-based method, SP3.
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The ProTrap XG gave optimal results in the most categories: recovery, purity, speed, top-down compatibility.

The In-Stage Tip protocol resulted in the most peptide identifications by MS, which is attributed to its superior digestion efficiency. Future

studies will investigate the efficiency of solution digestion with LysC and trypsin for comparison.
All products gave homogeneous proteome coverage, without biasing recovery on molecular weight, pl, or hydrophobicity.
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