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Influence of mycolic acids on L-glutamate overproduction of
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Metabolic analysis of ABE fermentation using BEST-KIT
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The PHB accumulation increased up from 16% to 57% in a recombinant
E. coli harboring the phbCAB operon after transformation of the granule-
associated phaP and phaR genes due to the stabilization of PHB granules
rather than the direct effect on PHB biosynthesis-related enzymes. The
morphology of PHB granules was also varied distinctly depending on the
transformed phaP and phaR genes. The transcription levels of the granule-
associated phaP and phaR genes in R. eutropha were regulated through the
transformation of the phbC genes from R. eutropha and A. latus into the
PHB synthase negative mutant. The granular morphogenesis of scl-PHA
was found to be closely associated with the mRNA transcription levels of
the phaP and phaR genes, especially with the ratio of phaP/phaR genes. The
phasin protein encoded by the phaP gene increased the number of
granules, while the PhaR protein of the phaR gene enlarged the size of the
scl-PHA granules in R. eutropha

Functional role of granule-associated phaP and phaR genes on
biosynthesis and granular morphogenesis of scl-PHA
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Metabolic analysis of lactate dehydrogenase gene deficient mutant
in lactic acid bacteria
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