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Al Radiogenomics

Overcoming cancer heterogeneity in drug selection through the application of Al
and Radiogenomics.
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The study population included 24 CRC patients with liver metastases. DNA was

extracted from primary and liver metastatic lesions obtained from the patients and TMB values were
evaluated by next-generation sequencing. The TMB value was considered high when it equaled to or
exceeded 10/100 Mb. Radiogenomic analysis of TMB was performed by machine learning using CT images
and the construction of prediction models. In 7 out of 24 patients (29.2%), the TMB status differed
between the primary and liver metastatic lesions. Radiogenomic analysis was performed to predict
whether TMB status was high or low. The maximum values for the area under the receiver operating
characteristic curve were 0.732 and 0.812 for primary CRC and CRC with liver metastasis,
respectively. The sensitivity, specificity, and accuracy of the constructed models for TMB status
discordance were 0.857, 0.600, and 0.682, respectively.
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