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Effects of _environmental factors on specific growth rates of individual
microorganisms in bioprocess using microbial consortia
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Recently, researches on microbial consortia consisted of diverse
microorganisms (microbiomes) has advanced. The aim of this study is to establish a novel microbiome
analysis method to assess the temporal population changes of microbial consortia in a kinetic
manner, distinct from conventional method based on epidemiology and statistics by comparing
microbiome compositions between normal and abnormal samples. The study was carried out by focusing
on the impact of cultivation temperature on the growth of each bacterium involved in ammonia removal

process, and a novel method was constructed to easily obtain three growth parameters, the start and
end periods of the exponential growth phase and specific growth rate, of each bacterium involved in

the nitrifying process. This method enables us to _evaluate the effects of the environmental factors
on the growth of each bacterium within the bacterial consortia in a kinetic manner.
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