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WFoepk R O (¥ L) : Epidermal growth factor receptor-tyrosine kinase inhibitor
(EGFR-TKI), has shown a favorable anti-tumor activity to a subset of patients with
advanced non-small-cell lung cancer (NSCLC). By DNA microarray analyses, we previously
identified twelve gefitinib-resistance related genes differentially expressed between
responders and non-responders to EGFR-TKI (S kakiuchi, et al, Hum Mol Genet. 2004) .
We developed a useful gefitinib-efficacy prediction system by measuring the expression
levels of these genes using quantitative RT-PCR. The prediction score assessed by this
system closely correlated with the outcome of the patients with advanced NSCLC treated
with gefitinib, in terms of the responses, time to progression, and survival duration.
However, erlotinib, a novel EGFR-TKI, has approved in 2008, and has been used as a
standard therapy for the previous treated NSCLC patients. In this study, we evaluated the
sensitivity of NSCLC to erlotinib by this system before the initiation of the treatment, in
order to confirm the accuracy and efficacy of this prediction system. Although this study
has not finished yet, the accuracy is reached to 85.7%(12/14) on prediction of best overall
response, suggesting that this system may be a clinical useful predictive marker for
EGR-TKI treatment.
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