Multiplexed Online and Offline Hybrid LC-MS/MS in Human Heart Tissue

SCIENCE ACCELERATED Taylor Dufield, Cassie Manning, Ryan Darling, Rathna Veeramachaneni, PhD, Dawn Dufield, PhD — KCAS Bio

K s m Method Development and Validation for the Determination of Two Protein Biomarkers by

Summary . . . . . . . . Results
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Method development included the assessment of various strategies to assay both proteins from a single sample. Online Anti-Peptide of ~250% of the LLOQ as shown in Figure D. 1 of o
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