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We have developed statistical and machine learning methods and tools for the

clinical development of personalized medicine and conducted many case studies in a wide range of
disease fields. By comprehensively covering the main phases for developing personalized medicine,
including the development and evaluation of diagnostic markers, evaluation of the efficacy of
treatments based on diagnostic markers, integration of evidence for personalized medicine based on
diagnostic markers, and marker-based decision-making in selecting treatment in medical practice, we
have developed statistical and machine learning methodologies that are truly useful for clinical
development of personalized medicine.
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