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B Soluble BCMA is immunoaffinity enriched and digested to peptides. * Sample Rejected From Calibration Curve

B The commercially sourced monoclonal was not a significant source of interference with all
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Schematic of the hybrid immunoprecipitation LC-MRM workflow. The assay sensitivity is enhanced with immunoaffinity enrichment
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Surrogate matrix (rat plasma) SAMPLE DESCRIPTION (ng/mL) Concentration %CV %Bias Concentration %CV %Bias B The assay is notab|y robust to interference from both APRIL and
EXTER?&)CURVE + SBCMA recombinant protein STb1to STDB na/mt) no/mt) BAFF as well as high concentrations of anti-BCMA antibody
- + SIL peptide (fixed) Plasma Healthy Donor 1 3.61 49.34 6.4% 1.5% 833.61 2.2%  10.6% )
Plasma Healthy Donor 2 5.31 49.37 4.0%  1.9% 804.51 28%  6.5% B This assay may be analytically validated and deployed for clinical
Slileglie b e plusme) QCO endo PI Healthy Donor 3 430 44.90 1.4%  -8.9% 798.99 47%  5.9% i i
Qc ?:fnzl)’LEs + sSBCMA recombinant protein OCS i 25506 Lty enes - - - - - - - studies based on the intended use of the data.
- + SIL peptide (fixed) QC3 high Plasma Healthy Donor 4 4.67 4714 3.5% -5.1% 809.02 4.7% 71.2%
Pooled Serum 4,76 48.57 0.5% -2.4% 816.57 3.7% 8.2%
STDO Surrogate matrix (rat plasma) TABLE 1. Visually Lipemic Plasma 3.50 4775 0.6% -1.6% 825.99 54%  9.6%
N=2 + SIL peptide (fixed Along with 75 study samples, the control samples
W= peptide (fixed) included in each batch are mrocessed. Rat plasma is Hemolyzed Plasma (1%) 4.61 51.56 0.6%  3.9% 87074 72%  15.4%
used as a surrogate matrix for the calibration curve o o o o o
and QC samples in human plasma matrix are analyzed Hemolyzed Plasma (2%) 5.87 47.25 1.8% -71% 812.39 11% 7.5%
BLANKS Rat olasn for each batch of study samples. TABLE 3. REFERENCES.
(N=2) P Selectivity was tested to determine the role of hemolysis and lipemia on sBCMA spiked at mid- (45 ng/mL) and high- (750 ng/mL) 1. Cho et al. Front Immunol 2018; 9:1821.
levels. Hemolysis was tested by spiking in artificially hemolyzed blood at 1% and 2%. All samples, at both low and high levels, passed 2. Ghermezi et al. Haematologica 2017; 102(4): 785-795.

acceptance criteria (%CV and %Bias <20%).
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