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A) Cell stimulation induces the release of cytokines from the cell over time. B)
Staining with a bifunctional antibody tethers a cytokine capture antibody to the
surface of the cell. C) Cytokines are secreted from the cell and captured on the
capture antibody.
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Conclusions

 We have developed a protocol enabling the
simultaneous analysis of mMRNA, surface
proteins and secreted cytokines from single
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