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DNA metabarcoding data of time-series samples obtained from experimental
microbial co-culture systems and aquatic microflora were analyzed to provide insight into the
diversity of their dynamics. First, shotgun genomic analysis was used to elucidate the genetic
repertoire of each bacterial species comprising the community. We then estimated the degree of
competition for the same resources among bacterial species present in the same time-series sample
(among MAGs). We calculated the degree of genetic overlap between pairs on a round-robin basis
within a community and took the average of these values as an indicator for the degree of overlap in

the basic niche. We found that the degree of niche overlap estimated from the degree of gene
overlap was higher prior to major changes in community structure.
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