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Analysis and identification of spoilage bacteria from

the production process of fructose syrups
LI Cun-zhi ,MAO Ling-qi ,YAN Da-zhong
(School of Biology and Pharmaceutical Engineering, Wuhan Polytechnic University , Wuhan 430023 , China)

Abstract ; Fructose syrups produced in a factory were contaminated with microorganism partly. Samples at different

operational units in fructose syrup production were collected and the main microorganisms were identified by analy-

ses of 16S rDNA or 26S rDNA sequences, and identified as Bacillus sp. and Kluyveromyces sp. Through the identi-

fication of spoiled strains, combined with actual production process, the sources of pollution were found. This study

can provide the reasonable and effective scientific basis for controlling the potential microorganisms in production

process.
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P A AR MRS R IR AT AT 0
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