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Sample Preparation: Neutrophil gelatinase-associated lipocalin (NGAL), was purchased from Sigma Aldrich ELTSELK.+2.y6 236 Protein losses by unspecific binding on surfaces could be minimized by addition of a high concentrated matrix protein. A comparison of results obtained by MRM vs. MRM3 clearly showed the increase of selectivity. Especially for
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peptide sequence and optimize MRM transitions. For quantification, MRM and MRM?3 workflows were healthy humans are around 10-20 ng/ml. NGAL levels during AKI are heavily increased (200 ng/ml and higher). In a
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