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Functional analysis of new driver candidate genes in familial lung cancer

TOMOSHIGE, Koichi

3,200,000

Si-RNA
g-PCR
sh-RNA

For the four genes that were identified as candidates for novel driver genes

of lung cancer by linkage analysis of a family tree using a next-generation sequencer, lung cancer
cell lines were used to confirm whether each gene was expressed or not, and in those cell lines
where the genes were expressed, each gene was knocked down by si-RNA to check for changes in gene
expression. The changes in gene expression were confirmed by knockdown of each gene by si-RNA in the

cell lines that expressed the genes. Changes in expression of cell proliferation marker genes were
also confirmed by g-PCR. In cell lines with decreased gene expression, we examined the proliferative

ability, scaffold-independent proliferation, and invasive ability of cells under sh-RNA, but we
could not obtain reproducible results for genes whose proliferative ability, scaffold-independent
proliferation, and invasive ability decreased with decreased expression levels.
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