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. In a separate experiment, we evaluate the use of a second looped enrichment to increase
the yield of phosphopeptides from the biological sample, re-enriching using the same
beads and buffers after the first phosphopeptide elution.
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High technical reproducibility in both manual and automated formats with D
ability to scale for both proteome and phosphoproteome applications.
Looped enrichment improves phosphoproteome coverage.
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