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Identification of the Regulatory Gene Controlling the
Acetoin Fermentation Pathway in Serratia marcescens H30
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Abstract: A lysR type regulatory gene budR involved in acetoin biosynthetic pathway was cloned and i-
dentified from Serratia marcescens H30. Sequence analysis showed that the budR gene shared 80% identities
with the slaR gene from S. liquefaciens MG1. Inactivation of the budR gene could result in the absence of ace—
toin production accompanied with rapid acidification of the broth and entered the stationary phase in advance
during the culture. However when the culture pH was maintained at 7.0 the growth of budR mutant strain
could be relieved suggesting budR gene promoted the neutral compound ( acetoin) production to counteract
lethal acidification of the broth.
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