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Identification of Novel Antifibrotic Drug by Data-Driven Research Using Al
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In the first year, | aimed to develop an Al for predicting cell survival
rates through compound addition. The evaluation was conducted using two types of cross-validation
methods. In the following year, | inputted multiomics data and compound information from IPF
(Idiopathic Pulmonary Fibrosis) patients into the model constructed in the previous year to predict
cell survival rates for each compound. Originally, our plan was to purchase IPF patient samples and
collect multiomics data, but due to the impact of the COVID-19 pandemic, it became difficult to
obtain the samples. Therefore, | partially collected multiomics data from IPF patient lungs through
public databases. As a result, it was found that integrating multiple omics data, such as genes,
proteins, and metabolites, is essential for improving accuracy, as it fell below the accuracy
obtained in the first year.
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