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RESULTS

Figure 1. Phenotyping of Cells Using T, Treg and Th1/Th17 Panels with
Flow Cytometry

ABSTRACT

In the past several years significant improvement has been made in treating certain
kinds of cancers by harnessing the power of immune system, in particular, T cells.

Figure 8. Flow phenotyping and PureQuant Methylation Assays

Figure 4. Determination of CD8+ Cells in Multiple Donor T Cells oerformed on Tregs expanded using CTS Dynabeads Treg Xpander
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