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INTRODUCTION RESULTS

A choice of internal standard Is critical for accurate, precise, and reproducible * In this study, we tested the influence of the sequence extension design on

mass spectrometry-based proteomics assays enzymatic digestion efficiency, solubility, and quantitative performance

Synthetic isotopically labeled (SIL) proteins and SIL peptides are currently used .
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Serum was diluted ZOOOX&— Internal standard (SIL protein —

in AmBic/SDC buffer or SIL-Ex) was added
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Fig. 5. The comparison of the
guantitative performance of SIL-
ExXC3N3 winged peptide (o) and SIL-
HAS protein (m). SIL-EXC3N3
peptides determined average HSA
concentration at 432.2 nM, nearly
Identical to SIL-HSA protein (445.9
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Fig. 2: Sample processing workflow.

A pool of serum samples collected from The HSA concentration determined using SIL peptides elongated only at C-
UHPLC/MS- 14 healthy volunteers was diluted 2000- terminus was highly inaccurate.

SRM analysis fold wusing 50 mM ammonium The guantitative accuracy improved with the use of SIL peptides extended at
bicarbonate with 5 mg/ml sodium both C- and N-termini.

deoxycholate (AmBIic/SDC buffer) to We recommend using SIL-ExXC3NS3 peptides as an equally accurate but more

o W albumin concentration of approx. 500 available alternative to SIL protein internal standard in quantitative
e ] . nM. SIL-Ex internal standard was added, proteomics.
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