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Prediction of microbiome-disease association using time series human microbiome
data
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With the recent _development of genome sequencing technology, new research
has begun to clarify the role of bacteria in the intestines and oral cavity on diseases and health
conditions in addition to the whole genome information possessed by individuals, and to attempt
clinical applications. In this study, time-series metagenomic data on the intestinal and oral
microbiota of approximately 1,000 individuals collected annually at the Hirosaki University COl for
multiple years, human genome data collected simultaneously, and vital data such as blood test values

were used in an integrated manner. Then, we developed a statistical analysis method for predicting
the impact of bacterial flora on diseases and health conditions.
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