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Abstract: [Objective] Analysis microbial diversity of chilled beef with MAP (modified at-
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mosphere packaging, 65% O, and 35% CO,) and conventional packaging during storage
(4 °C). [Methods] PCR-DGGE (polymerase chain reaction-denaturing gradient gel electro-
phoresis) of V3 area fragment of 16S rDNA and cloning analysis method of 16S rDNA were
used to analysis the microbial diversity and dynamic changes of predominant bacteria in
chilled beef with MAP and conventional packaging. [Results] Psychrobacter and Pseudomo-
nas were the initial dominant bacteria. During storage, Pseudomonas and Brochothrix turned
into the dominant bacteria in chilled beef with conventional and MAP packaging. The species
of bacteria in beef with conventional packing were more abundant, and bacteria changed sig-
nificantly at earlier storage. [Conclusion] The results showed a big difference in microbial
community structure between two kinds of packing beef, and indicated that CO, played a cer-

tain inhibitory action in beef with MAP.
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Sample H Ey S
a 1.60 0.73 9
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Fig. 2 Cluster analysis of DGGE fingerprinting profile
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Table 2 Similarity coefficients of DGGE fingerprinting profile

a 1.00

b 0.31 1.00

© 0.38 0.69 1.00
d 0.44 0.75 0.88
€ 0.69 0.38 0.44
f 0.63 0.31 0.38
g 0.63 0.31 0.38

1.00

0.50 1.00

0.38 0.75 1.00

0.38 0.75 1.00 1.00
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Table 3

Number Closest relative

Similarity (%)

Identification of the bands excised from DGGE gels

Accession No. of .
Accession No.

of bands closest relative
1 Psychrobacter maritimus 100 JQ409519.1 JX310664
2 Pseudomonas putida 100 JNT11451.1 JX310665
3 Pseudomonas sp. 100 JQ316350 JX310666
4 Pseudomonas fragi 100 AB685610.1 JX310667
5 Brochothrix sp. 100 JQ595474.1 JX310668
6 Pseudomonas sp. 100 JQ862012.1 JX310669
7 Pseudomonas sp. 100 JQ313051.1 JX310670
8 Pseudomonas citronellolis 97 AF492398.1 JX310671
9 Brochothrix thermosphacta 100 JF756251.1 JX310672
10 Brochothrix campestris 100 AB680897.1 JX310673
11 Arthrobacter sp. 100 JQ691547.1 JX310674
12 Psychrobacter faecalis 100 JF710999.1 JX310675
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Fig. 3 The cladogram of bacteria predominant
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