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Abstract

Cytokines are key immunoregulatory proteins produced by various cell types. They play a
crucial role In numerous disease states, including Iinflammation and oncogenesis.
Understanding cytokine levels is essential in cell therapy development.
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terms of robustness and reproducibility. Finally, automation avoids multiple user-dependent

pipetting steps, decreases hands-on time 2-fold, and speeds up data analysis 3-fold. Supernatant samples were collected from a 24h co-culture of donor-derived NK cells, stimulated

with IL-2 for 72h (100U/mL), and K562 cell line at different effector-target (E:T) ratios (from 0.25 to

10). Supernatants were loaded into VivaCyte platform tubes, where the bead conjugation step
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co-culture supernatant. IFN-y (a-b,), TNF-a (c-d), and Granzyme B (e-f) concentrations were

This novel assay demonstrates significant advantages in terms of sample volume used, as well as measured in supernatants from a 24-hour co-culture of donor-derived NK cells with K562 cells at

robustness and reproducibility. A correlation between this presented method and the two gold six E:T ratios. An internal calibration curve was applied for each analyte. The Lower Limit of

standards was observed. Finally, automating the assay—including the conjugation, labeling, Quantification (LLOQ) and the Upper Limit of Quantification (ULOQ) are represented by the blue

and detection steps—eliminates multiple user-dependent pipetting steps, reduces hands-on shaded area (a, ¢, e) with one sample falling outside the TNF-a range. Comparison of the

time by half, and accelerates data analysis threefold. quantification of analytes between the Ella® and Vivacyte platforms was performed to assess a
. correlation. Both assays were performed using the same sample types, supplemented with
300/ less sample 2X I?ss hands-on 3X data analysis standard dilutions, to quantify three cytokines. A correlation was observed between the two
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platforms (b, d, f). For IFN-y, an R? of 0.9993 was obtained, while TNF-a and Granzyme B showed

R2 values of 0.9993 and 0.9867, respectively.
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