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In this study, it was revealed that the lactic acid bacteria, isolated from
human body and foods, have a novel enzyme “ isoleucine 2-epimerase” gene in their genome. Therefore,
it is suggested that the observation of the physiological functions of D-branched-chain amino acids
produced by this enzyme in lactic acid bacteria would be applied to the medical and food fields. In
addition, we revealed that the expressed protein from the putative amino acid transporter gene,
adjacent to isoleucine 2-epimerase gene on Lentilactobacillus buchneri JCM 1115 genome, has L- and
D-branched-chain amino acids uptake activity. This is the first example of amino acid transporter
that shows the activity against D-branched-chain amino acids, not only for lactic acid bacteria, but

also whole microbial research.
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