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Analysis of the purity of the isolated CD4+ cells. We visualized the measured transcript levels
of seven selected genes, which are relatively specifically expressed in different blood cell types,
namely CD14 (monocytes), CD3G (T cells), CD4 (T helper cells), CD8A (cytotoxic T cells), CD19
(B cells), NCAM1 (natural killer cells) and NRP1 (dendritic cells). The processed probe set signals
for each gene are in log2 scale. CD4 was expressed at high levels (range, 6.80-8.15) in all 30
samples of the microarray data set, similar to CD3G (range, 6.70-9.14), whereas the other genes
were usually expressed at low levels (<5.00). The elevated expression of CD14, however,
indicates the presence of CD4+ monocytes. This demonstrates that CD4+ cells were successfully
positively selected, and that this cell population contains CD3+ T cells as well as a variable fraction
of CD14+ monocytes.



