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Quantitative analysis of cellular phosphorylation signaling using electrospray
ionization-mass spectrometry with an air current-regulating system
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Quantitative and comprehensive information of posttranslational
modifications of proteins is indispensable for elucidating precisely the cellular control mechanism.
The optimized data analysis software improved our label-free LC-MS/MS proteomics system. We applied
this system into phosphoproteomics of tumor stem cells from breast cancer. siRNA-knockdown of
atypical protein kinase C lambda and zeta resulted in suppression of growth and survival of the
cells, together with significant reduction of phosphorylation levels of a variety of signaling
protein molecules as well as the target kinases themselves.
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