Understanding Protein Normalization: A Case Study in PBMC Fit-for-Purpose Validation by MS

Laurence Mayrand-Provencher, Nicholas Stesco, Mirzo Kanoatov, Gwenael Pottiez, Luca Genovesi
CellCarta, Montreal, Quebec, Canada

POSTER NUMBER: DAY 2-P21

CellCarta

Table 4. A) Parallelism for the number of processed cells during PBMC isolation; B) Parallelism for the amount of matrix loaded during sample processing.

Due to their endogenous presence, the selectivity of the two biomarkers is assessed using the peak area ratio of
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e £ Samisle Prosessing amd LEME anslst Figure 5: A) BRD4 assay selectivity: 3 replicates per donor, 6 for buffer samples; B) PARK-7 Assay selectivity: 3 replicates per donor, 6 for buffer samples.
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