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Functional analysis of proteins involved in stepwise progression found by
proteomic analysis of small lung adenocarcinoma
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We performed quantitative proteomics analysis of adenocarcinoma in situ
(AIS) and small invasive lung adenocarcinoma which harbored EGFR mutation. Among the proteins those
showed higher expression in early invasive lung adenocarcinoma than AIS by proteomics analysis, we
could confirm six proteins (CRABP2, NDRG1, DHCR24, AK4, PIP4K2C, IFITM3) those are significantly
higher in small invasive adenocarcinoma than AIS by western blot analysis. Using lung adenocarcinoma
tissue microarrays, immunohistochemistry was performed, and five proteins (CRABP2, NDRG1, DHCR24,

AK4, 1FITM3) were significantly correlated with poor prognosis.
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