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Prepare the Resin
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trap™ Magnetic Beads
(2 x 1 min)

Bind Sample (3 to 5 min)

: CONCLUSIO

» Phos-trap™ Phosphopeptide Enrichment Kit can be used for efficient enrichment of
phosphopeptides from protein digests and serum/plasma samples
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Wash Off Unbound Material Competitor “P”

» Flexible format meets a broad range of sensitivity and capacity requirements
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