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Focusing on MDM2 gene that had shown a copy number alteration similar to
that of EGFR gene in the intratumor heterogeneity, we investigated the significance of MDM2 gene
expression in EGFR mutation-positive lung cancer. In addition, based on the findings suggestive of
evolutionary growth in EGFR mutation-positive lung cancer on preoperative CT images, tumors were
classified according to the developmental stage. Comprehensive gene mutation analyses were done by
next-generation sequencing of EGFR lung cancer samples by the developmental stage, and genetic
changes important for the acquisition of malignant traits were examined. These results suggested
that EGFR mutation-positive lung cancer may have altered cell composition within the tumor during

the evolutionary development.
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