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The impact of nuclear molecular imaging based on metabolomics in renal tumor
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The purpose of our prospective study was originally to investigate the
development of newly molecular imaging to visualize the abnormality of energy metabolism in the
renal tumor tissue. Unfortunately, only 4 cases were enrolled among total 50 cases of target number.

The enrollment is ongoing.

Therefore, we simultaneously analyzed the molecular biology of metastatic renal carcinoma (mRCC)
according to risk classifications. The alternative study revealed the significant differences of
gene signatures between favorable and poor risk groups in patients with mRCC. Based on their gene
expression, we identified 13 compound candidates including LY294002 (PI3K inhibitor), as a
conversion modulator of gene signatures from poor to favorable risk groups in mRCC patients.
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