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Gene expression profiling using targeted RNA-sequencing to elucidate the progression
from histologically normal lung tissues to non—invasive lesions in invasive lung
adenocarcinoma
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1. Gene expression profiling by targeted RNA sequencing in pathological stage I lung
adenocarcinoma with a solid component
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Gene expression profiling using targeted RNA-sequencing to elucidate the progression
from histological ly normal lung tissues to non-invasive lesions in invasive lung
adenocarcinoma
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