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Isolation and Identification of A New Butanol-producing Strain
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Abstract

od] Through enrichment culture, isolation and screening to get pure microbial strains, and butanol concentrations were detected by gas chro-
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[ Objective ] The paper was to isolate and identify a new butanol-producing strain and to study its fermentation conditions. [ Meth-

matograph. Finally, the type of isolate strain was identified by the use of morphological observation, physiological and biochemical analysis
and 16S rDNA molecular identification. [ Result] A bacteria HIT1with high-yield butanol production was obtained. The suitable glucose con-
centration was 25 g/L, and the suitable initial pH was 6.5 in its fermentation; compared with the yeast powder, the strain could make better
use of peptone as nitrogen source. The HIT1 was identified as Paenibacillus polymyxa in the test. [ Conclusion] The study broadened the buta-
nol-producing strain resources in a certain extent, and laid the microbial diversity foundation for the comprehensive development and utilization

of biological butanol.
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