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4mL  40% 5 ml, . 555 nm ,
1.4.3 100 mL 2 000 mg/ L,
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1.4.6 16S rRNA DNA [ 18] .
16S rRNA (PA: 5 — AGAGITTGATCCTGGCTCAG- 3°  PB: 5 — TTAAGGIGATG
CAGCOGCA- 37) 16S rRNA .PCR :95 C 5 min, 95 C Immn,54 C
1 min, 72 C 2min, 30 7 C 10 min.
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,30 'C 150 1/ min 70 h 94.79% .
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2.4.1 Fig. 1 Growth Curve of Strain JDM- 3- 11
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Table 1 Physiological and Biochemical Characteristics of Strain JDM- 3- 11
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2.4.2 16S rRNA Blast JDM- 3- 11  16S rRNA
GenBank 165 rRNA , JDM- 3- 11
16S rRNA 98 % , , JDM- 3- 11 ( Rhodocoe-
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64, R wratislaviensis NCIMB 13 082"(237138)
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‘%i_t—Rpercolatus MDST (X92114)
22 Rjostii IFO 16 295T(AB046357)

L ——ReopfiiDSM44 108 (AF191343)
74

87 R koreensis DNPSOST(AF124342)
_|——Rmaanshanensis M712 (AF416566)
64 53 R coprophiius DSM 43 347T(X80626)
R tukisamuensis MbST(AB067734)

4|7Rfriatomae IMMIB RIV-085" (A%854055)
88 R rhodnii DSM43 336 (X80621)

R rhodochrous DSM 43 24T (X79288)
94 R gordoniae W4 937 (AY233201)
-R pyridinivorans PDB9 (AF173005)
62 [ Raetherivorans 10bc31 2 (AF447391)

TOOLy R ruber DSM 43 3387 (X80625)
—i 92" JDM-3-11

2 JDM- 3- 11
Fig.2 The Phylogenetic Tree of Strain JDM- 3— 11. Numerals on Branches are the Supporting Percentage by 1 000
Replicates. Scale bar, 5 Nudeotide Substitution Per 1 000 Nudeotides o 16S rRNA Gene Sequence

2 s JDM- 3- 11 s R. aetherivorans 10bc312T
R. ruber DSM 43338T , 99.45% 100% 165 rRNA
JDM- 3- 11 ( Rhodococcus ruber ) DSM43338T  100%  16S rRNA
( bootstrap value, 92 %) 1 , ,

JDM- 3- 11  Rhodococcus ruber
( Rhodococcus ruber)
DNA- DNA G+ C%

) , JDM- 3- 11
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Environment for the Community Sports in the Medium Sized

Cities of Southwest Minority Region
—A Case in Jishou, Hunan

PENG Chang jin
(College of Physical Education, Jishou University, Jishou 416000, Hunan China)

Abstract: In the southwest minority region, the economic development and social development demand and provide eco-
nomic background for the community sports development. Although the sportsmanship cultivated through centruies is a
good foundation for developing the community sports, the lavk of regulations forms the greatest obstacle. Therefore, to
make the community sports develop in harmony with the city development, it is inportant to work out related regulation.

Key words: southwest minority region; mediuns sized city; Jishou City; environment for the community sports
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Screening and Identification of a High Efficiency Cydohexanone Degrading
Strain JDM- 3- 11

HE Qian,LIU Zhw xiang, YI Lang bo, XIAO Huat+dong, HUANG Ke, CHEN Yi-guang, PENG Qing- jing
(College of Biological Resources and Envirommental Science, Jishou University, Jishou, 4 16000, Hunan China)

Abstract: This paper reported screening a strain numbered JDM-3-11 for effectively degrading cyclohexanone, which
was acclimated and isolated from the sludge from Baling Petrochemical Company in Yueyang. The sirain was tentatively
identified as Rhodococcus ruber by bacterial morphological observation, physiological and biocdhemical test, and 16S
rRNA sequences analysis. The study showed that when the content of cyclohexanone was 2000 mg/L, the temperature
was 30 C, the rotate speed was 150 1 min and pH was 7, the cyclohexanone biodegrading rate of strain JDM-3- 11 with-

in 70 hours reached 94. 79%.
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