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This study aims to establish a unified methodology that leverages the
superior feature extraction capabilities of deep learning to apply various types of medical data,
such as medical imaging data, gene expression data, and biochemical data, in a multimodal manner to
identify and select clinical factors involved in the stratification of cancer. Specifically, we
focused on methodologies for feature extraction from various data modalities. Among these, we
proposed a feature selection layer within deep learning models that estimates feature importance
through learning and applied it to gene expression data of pancreatic cancer patients, which is one
of the most malignant tumors with poor prognosis among gastrointestinal cancers. As a result, the
method proposed in this study was confirmed to be effective with a certain degree of confidence.
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