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The following results were obtained regarding the development of data
analysis techniques for understanding the complex human immune system that monitors cancer immunity.
Although the accuracy of HLA genotyping from whole genome sequencing data was extremely low, we
achieved 98% accuracy by constructing a new Bayesian statistical model. Furthermore, we have
developed a method to accurately identify new HLA genotypes and somatic mutations in HLA genes that
are not registered in the database. In addition, we have developed and released an application named
Neoantimon for the identification of somatic neoantigens that bind to patient HLA and are presented
to T cells. Based on these technologies, we have developed a new index, IEI, which can be used to
analyze how each patient"s cancer tissue has been subjected to selective pressure from the immune
system.
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