2C-0O1-P-1045

PRIBIC BG4 2 M N A 2 9 5720 D U U b7 a7 A X 7 A4
(PER R JeslhBe R PRI R LR ER T v & — M @eEo )

&2 OTEe

O/ e eg!

Phosphoproteomic Approaches for the Elucidation of Cellular Signaling Mechanisms

(Fujii Memorial Inst. of Medical Sciences, Inst. of Advanced Medical Sciences, Tokushima Univ.")

OHidetaka Kosako'

Short Abstract: Protein kinases are encoded by over 500 genes in the human genome and play central roles
in various cellular signaling pathways. Consequently, many diseases are associated with mutations in protein
kinases. To fully understand the complex phosphorylation-mediated signaling networks, it is essential to develop
analytical strategies for the global identification and functional characterization of downstream substrates of
individual protein kinases. We have developed and adopted various phosphoproteomic approaches such as
IMAC/2D-DIGE/MS, TMT/IMAC/bRP/LC-MS, Phospho-PRM and Phos-tag PAGE. These approaches have
enabled efficient identification and validation of protein kinases substrates. Here we present these
phosphoproteomic approaches to elucidate signaling mechanisms mediated by several disease-associated protein
kinases including ERK, PKD, TBK1 and PINKI1.
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