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In this study, we utilize Bayesian modeling techniques, previously developed
by the applicant, as the technical cornerstone to address challenges in microbiome analysis such as
the management of infrequently occurring microbial species and the consideration of
inter-individual variability. Targeting the human microbiota, we develop Bayesian modeling
techniques aimed at elucidating the functionalities of the microbiota and its correlation with
health and disease. Concurrently, we construct a suite of analytical tools enabling the analysis of
microbiome data from public disease-related cohort studies, and integrate these into a comprehensive
database, the "Disease-Related Microbiome Atlas”.
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