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Fig.2  Phylogenetic tree based on the 16S rDNA sequence
The relation of Rhodococcus strain M1 and related taxa bootstrap values above 50%  expressed as percentages
of 500 replications are shown at the branch points.
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Table 1 Analysis of orthogonal test with glucose ~ NH; ,S0, >
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Isolation Identification and Phylogenetic Analysis of Rhodococcus sp. Strain M1 Producing
cis-epoxysuccinate Hydrolase and Optimization of Production Conditions

PAN Ke-Xia MIN Hang"™ XIA Ying XU Xiao-Yu RUAN Ai-Dong
College of Life Science  Zhejiang University ~Hangzhou 310029 China

Abstract Strain M1 capable of producing cis-epoxysuccinate hydrolase ESH with high yield was isolated from the
soil on campus of Zhejiang University and identified as Rhodococcus ruber based on physiological experiment Biolog car-
bon source utilization experiment and phylogenetic analysis of 16S tDNA sequence. The conditions for enzyme formation
of strain M1 were optimized. The optimum conditions were glucose 1.2% NH, ,50, 0.6% and yeast extract 0.5%
the time and quantity of adding disodium  cis-epoxysuccinate was 32h and 3.58% respectively. The ESH activity was
about 750U/g wet cells when the organism was cultured under above optimized conditions. This is the first report dealing
with strain producing the cis-epoxysuccinate hydrolase in Rhodococcus .
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