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Development of Bayesian Estimation Method based on Information Geometry for
Multi-layered Omics Data Integration
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Initially we surveyed the appropriate targets of Bayesian integration of
multiple omics layers and developed a method and did a poster presentation. Unfortunately a study in
the similar frame was published by overseas competitors. Upon this, we re-directed our study
targets of MCMC Bayesian approach to the phenotypes that are difficult to handle, 3-dimensional
shape and 3-dimensional movement, and successfully developed a method to extract meaningful features
from them so that those phenotypes can be readily integrated with single cell omics data set. The
finding was proposed in a domestic meeting.
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