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Continued development of a comprehensive computational platform for Systems Biology

Kitano, Hiroaki

87,300,000

(PHML)
(PhysioDesigner) (Flint)

Garuda Platform

Development of the project-wide software platform is the mission of the group.
Based on cellular level modeling that is relatively well established, we have expanded our platform to be
able to create multi-scale physiological model for drug effect predictions. PhysioDesigner modeling
software, PHML description language, and Flint simulation core have been developed and widely
distributed. In parallel, we have delved into molecular interactions for broad-coverage high precision
docking simulation using machine learning and parallel execution of multiple docking strategies.
Furthermore, Garuda alliance was formed and the official version of Garuda Platform was released, and now
widely used by pharmaceutical companies. Combined together, we have accomplished our initial commitment
of platform development, and we consider it is very successful.
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