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isolated NK cells . .
middle). PBMCs were
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isolation for naive CD4+ (Milo) (Wes) FIGURE 3. Monocyte-derived DC marker expression analysis on Wes. CD14 positive monocytes were enriched from PBMCs In this study, DCs, NK cells, and Treg cells were detected and characterized with antibodies to cell-specific biomarkers. In-
T cells, followed by and differentiated into mature DCs. DCs were profiled according to the absence of CD14 expression and presence CD209 when capillary immunoassay and single-cell Western analysis were complementary techniques to profile cells commonly found in
induction and expansion . L 0.5 mg/mL of each cell sample lysate was loaded. The electropherograms show that CD209 (right) are enhanced in DCs the tumor microenvironment. In-capillary immunoassay had the advantage of small sample size (3 pL) and automation.
to Tregs (right). FIGURE 1. Experimental workflow performed in this study. compared with the CD14+ monocyte cell sample control. Conversely, and as expected, CD14 is expressed in the monocyte Single-cell Western analysis could reveal subpopulations within samples that were not detectable by in-capillary
sample, but not in the differentiated DC population analyzed (left). immunoassay.
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