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Study of invasion mechanism of cancer cells by proteomic analysis of Rap
pathway
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By the proximity—labelin? agproach, in which the proteins those transiently
interact with the bait protein can be specifically biotinylated and purified, actin-related proteins
which participate in invasion of cancer cells were investigated in invasive breast cancer cells.
With three bait proteins of actin(ACTB), cortactin, and RaplB, 607 proteins were identified. Among
them, 68 proteins remained as the proteins those were overexpressed in the lung adenocarcinomas and
correlated to poor prognosis based on open database analysis. Among them, knockdown effect of the 17
genes on in vitro migration of MDA-MB-231 cells were studied by shRNA transduction and 3 proteins
remained. Among them, LASP1, an actin-binding protein, was shown to be overexpressed

immunohistochemically in lung adenocarcinomas.
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