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Gene mgtation/exEression_prediction_from clinical images using artificial
intelligence technology in pancreatic cancer
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As a radiogenomics anal¥sis, RNA-seq was ﬁerformed on 12 pancreatic cancer
tissues for an exhaustive search of genes useful for clinical pathology. A gene expression
prediction model was constructed by machine learning using immunostaining (IHC) and CT images of 107

cases. ITGB1 and ITGAV were identified and significantly correlated with IHC (r=0.552 P=0.118, r=0.
625 P=0.039). The prognosis worsened in the IHC high expression group (P=0.035, 0.009). Recurrence
was similar (P=0.028, 0.003). The predictive model for ITGAV showed a certain detectability (AUC=0.
697), and the group predicted to have high expression also had a poor prognosis (P=0.048).
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Radiogenomics analysis prediction of transcriptome and prognosis in pancreatic cancer.
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