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Identification of novel biomarkers for non-small cell lung cancer
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We explored novel biomarkers for non-small cell lung cancer using gene
expression analysis technique, CAGE (Cap Analysis of Gene Expression). CRIP1, an actin
cytoskeleton-interacting LIM-domain protein, was found to be involved in proliferation and colony
formation of lung cancer cells. The analysis of a large cohort of non-small cell lung cancer (NSCLC)

patients revealed that NSCLC patients with higher tumor CRIP1 expression levels tend to have an
unfavorable prognosis.

In addition, the analysis of the TCGA database identified RhoV, which is a member of the Rho family
of GTPases, to be involved in cancer metastasis. High expression of RhoV was associated with poor

prognosis in lung adenocarcinoma patients. In vitro, knockdown of RhoV led to decreased cell
proliferation and migration.
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RhoV mRNA
Weight Weight
Study TE seTE Hazard Ratio HR 95%-Cl (fixed) (random)
GSEL0081 0.46 0.1333 1—0—— 158 [1.22;2.05] 176% 16.1%
GSE30219 0.29 0.1462 = 1.34 [1.00;1.78] 146% 15.1%
GSE19188 0.21 0.1664 & 124 [0.89;1.71] 11.3% 13.7%
GSE29013 0.01 0.2866 1.01 [0.58;1.78] 3.8% 7.6%
GSE31210 0.67 0.1656 | —=— 196 [1.42;271] 11.4% 13.8%
GSE3141 0.06 0.1271 — 1.06 [0.82;1.36] 19.4% 16.5%
GSE37745 -0.01 0.1198 — 099 [0.78;1.25] 218% 17.1%
Fixed effect model < 1.26 [1.13; 1.41] 100.0% -
Random effects model = 1.28 [1.06; 1.55] - 100.0%
Heterogeneity: /12 = 64%, 2 = 0.0406, p < 0.01 | ' !
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