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Abstract: Advantage spoilage bacteria were identified in chilled dudk by traditional bacteria isolation method and 16S rDNA flora
analysis. 17 advantage spoilage bacteria had been detected in chilled duck by traditional bacteria solation method. 16S rDNA flora analysis
showed that dominant spoilage bacteria in chilled ducks was of Pseudomonas, being of 54%. Strains of Aeromonas and Enterobacter were the

second groups accounted for 15%. The content of a strans of Lactobacillus, Arthrobacter or Bacillus, as well as an unidentified strains, was

accounted for 4%.
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2.2 16S-DNA 7513l 52
2.2.1 JEMCEE S DNA FI$2EL

EUAR S P 25 g ANERA 100 mL AR BRER /K =
A, R 5 min. BRI POEIE AR EE, B
20 mL €3 12000 r/min % 2.0 5 min, B EEAEL
BHITE. FPET I 567 uL &7 20 mg/mL ¥ &
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pmol/uL) % 1.0 pL, 2.0 uL 10 xPCR Z&/W&, 1.0 uL
dNTP (25 mmol/L), 0.2 puL rTaqg DNA & (5
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NEIY, AT PCRYHY. ¥R U k-

95°C 3min ~
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FHL E.coli DHS0. 5.4 7% %2 100 mL LB ¥ 4% 37
Jrfr, 37 °C 200 rimin $28157%; £59% 5~6 h, OD 600
nm /T 0.2~0.3; B EHRE 250 mL B0, 4 CR
4000 r/min &0 5 min, 2 B3 B0 30 mL UK T4 1Y
0.1 mol/LMgSO4, &, UKt 15min; 4 CT
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Table 1 Characteristics of bacterial colony and shape of strains

i ERESAS MEme @mABs ¥R
H5 k&
B, Q%ES, WMk,

1 - & $9AT G+
= A, Kw S FEAT G

3 AR, kW RS A G
4 B, A% 5mm, &AL, s Sk -

A
5 2%, Ky ER=a g AR G+
6 Bk, f&kw & 5AF G
7 5, leA, BEXE o 3 AT G
8 FAE, Ik & AR G
9 RF, #i, B & A £8AT G
10 [AF A%EF, JLRARILE, REH  HK G+
11 AN FiE FAK G+
12 i FEH gp G+
13 EH, f&W, A7 4~-5mm  FEH AFIR G~
14 & %MMIJ’ FEw 43 A G
wF

15 WA, Ak S £8AT G
16 FEF, Mk, BiHE 2u1a) ARk G+
17 ok, & EX 3 AR G

*®2 SRR

Table 2 Results of physiological and biochemical tests

A . W AR s AR
. BfkEs AMEE OfF 0/129
o KigEs Ho LR
1 fapE K F NT M MAE  NT
2 Ml M F NT NT NT NT
3 MmE MEF NT NT NT NT
4 MmE MK F NT NT NT NT
5 M MHEF NT NT NT NT
6 fatk e F Fabe  fabE MM RO
7 fatk MM KRB ONT NT NT NT
8 MM M R ONT NT NT NT
9 Mk MK F R AN AR R
10 M MBE F NT NT NT NT
11 fate A RFER ONT fabE  PAME NT
12 MHE  ME NT NT NT NT NT
13 M MmO rate MM A NT
14 Mkl fEk FEE AN MM RO
15 M mE F fRpE A R RAR
16 fabe MM NT NT PAME  AME NT
17 fabk Pl KBRS M ME M NT
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Fig.3 Phylogenetic relationships of the bacterial clones derived

from spoiledchilling duck meat. The clones from this study is
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