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Biomarker of radiation sensitivity for precision genomic medicine in
stereotactic radiotherapy for lung cancer
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We analyzed the association between abnormal gene and treatment outcomes in
4 patients who treated by stereotactic radiotherapy for stage | lung cancer. However, there were no
recurrence of all patients. Therefore, we analyzed the associations between gene expression and
radiation sensitivity by using public data of gene expression of lung cancer cell line and report
data of radiation sensitivity. G2/M checkpoint related gene and transcription related factor E2F
gene were suppressed significantly in radiation resistant lung adenocarcinoma. However, there were
no significant factors in lung squamous cell carcinoma.
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