Highly sensitive targeted quantification of ERK phosphorylation
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dose responses

Quantification of ERK phosphorylation dynamics in the HMEC treated with
different EGF concentrations (three biological replicates for each

HMEC and stimulations

 human mammary epithelial cells (HMEC 184A1) were cultured
until near confluence and depleted of EGF overnight prior to
treatment.
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* For sensitivity evaluation, HMEC under two conditions were
used: the basal level and the stimulated level treated with 10
ng/mL of EGF for 10 min.

* For dose-response experiments, EGF was added directly to
culture plates to achieve the required dose (0, 0.1, 0.3, 1.0, 3.0,
10 ng/mL) for either 10 min or 2 h stimulations.
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