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Comparative genomic analysis of intestinal bacteria involved in isoflavone
metabolism
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Nucleotide sequences of 3 equol-producing bacteria derived from culture
collection were analyzed and comparative genome analysis was performed together with 2 other known
bacterial genomes and 2 gene cluster related to equol metabolism. The comparative genome analysis
indicated that the genes are divided into 3 phylogenic groups. In addition, PCR primers were
designed from the gene cluster and real time PCR was carried out using the bacterial genomes as
templates, it was confirmed that amplification was carried out with the same efficiency.
Furthermore, feces of 5 equol producers and 5 non-producers were collected and amplification was
attempted using the total extracted genome as a template, using the same primers, amplification of
only equol producers was confirmed.
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The production of Sequol from daidzein is
associated with a cluster of three genes in
Eggerthella sp.  YY7918. KAWADA Y,
YOKOYAMA S, YANASE E, NIWA T, SUZUKI
T. Bioscience of Microbiota, Food and Health
Val. 35 (3), 113-121, 2016.
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