MK EmBHL

Modern Food Science and Technology

2008, Vol.24, No.6

7t REEEA I AC2005 B4 E

THE, T8, X, REE, KEW
(REFFRFAM ISR, RETIIMAMT S LT, RFE 300457)
. HESEATHE AC2005 16S rDNA K BAE AR pMDI8-T, FH45 K MisA KAFE (Escherichia coli), 25 F= /57 547
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Abstract: The 16Sr DNA sequence of Acetobacter AC2005 was transferred into plasmid pMD18-T after amplified by PCR. Then the

recombined plasmid was transformed in Escherichia coli. The analysis of 16S rDNA sequence indicated that the sequence was similar to the 16

Sr DNA sequence of Acetobactor pasteurianus with the homology up to 95%. According to the differences in biochemical characteristics,

incubation characteristics, conservative sequence contrast, the strain was further identified as A. pasteurianus subsp.lovaniensis.
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94 C AR 5 min; SR)5 94 'C 45, 55°C45s, 72°C
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HUBEAT RIVE I L A R Gt b (v

2 #R51He

2.1 FESERATTE AC2005 16S rDNA KI5t

2.1.1 BEFRFTFE AC2005 & DNA FAHEEL
WAERR G TR 14 h ESEAT B AC2005 BA, 42

HUE DNA.

B 1 BABRATES DNA [EiE
Fig.1 Agarose gel electrophoresis analysis of total DNA
M: MHindIII fragment Marker; S: total DNA of Acetobactor AC2005
Bl 1 BSERFT B AL DNA IS TIEH, BERRAT I
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Fig.2 Agarose gel electrophoresis analysis of 16s rDNA

M: MHindIII fragment Marker; S: Acetobactor AC2005 16s rDNA/PCR
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I Ex Taq DNA 5B 1S, PCR )T 1.0%
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R BRI o
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214 HHAFKRIILEE
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AZ| pMDI8 #ifdrt,
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Fig.3 Idenfication of pMD18T-16srRNA by PCR
M :1kb DNA marker; S :pMDI18T-16srRNA /PCR

XTEEH R DNA BT XUE] . MK 4 B4 ik
pMDI18T-16s rRNA X ] 3 o] HIOSU 7= A= — 2%
25T pMDIST B A/ MEFFII K Bl —265 16S
DNA K/NHFF/NBE, IEB 16S tDNA F Bl
HifE AN pMDIST #ff, g EMARIA TR M4 N
pMDI18T-16S rRNA.
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Fig.4 Identification of Recombinant Plasmid
pMD18T-16srRNA digested by two enzymes
M:1 kbDNA marker; S: pMDI18T-16SrRNA/ EcoR [ +Hind III
2.1.5 MRS R 5ot
W R TR AL IR B AR, FoI4s
R HZEREA 1571 bp, #2158 16S rDNA JE[K v B
MK, WA FYCE%E] GenBank, HFR5H
EU034024, BAERFFE AC2005 (1] 16S rDNA J¥ 415
Wi BB RAT R 16S tDNA 741 511 i) [ R PR
B, 18 95%LL k.
TR 5 He A R 2R RO AEALAE LI 5

Acetobactor peroxydans 16S rRNA gene,strain LMG1633
Uncultured Acetobactor sp.clone J22 16S ribosomal RNA gene,partial sequence

s

[

OR56-1

Uncultured Acetobactor sp.c

Acetobactor peroxydans gene for 16S ribosomal RNA partial sequence
Acetobactor pomorum16S ribosomal RNA gene
Acetobactor pomorum16S RNA gene,strain LMG 18848
_':Acetobactor sp.165D 168 ribosomal RNA gene,partial sequence
Acetobactor sp.406 16S ribosomal RNA gene,partial sequence
——Acetobactor sp.150 16S ribosomal RNA gene,partial sequence
Acetobactor pasteurianus gene for 16SrRNA gene,strain:NC1 1193
L I:Acetobactor pasteurianus strain CICCHLJQ61 16Sribosomal RNA gen...
Acetobactor pasteurianus strain CICCHLJQ40 16Sribosomal RNA gen...
Acetobactor pasteurianus strain A74 16Sribosomal RNA gene,partial sequence
Acetobactor sp.A01 gene for 16Sribosomal RNA partial sequence
— A. pasteurianus for 16Sribosomal RNA
Acetobactor pasteurianus 16S rRNA gene,strain LMG1629
Acetobactor pasteurianus gene for 16S rRNA gene,Partial sequence,isolate:

——Acetobactor pasteurianus gene for 16S ribosomal RNA gene,partial sequence

& 5 BEELHTE AC2005 ZEFE R Fh A E
Fig.5 Position of Acetobacter AC2005 in the evolutionary tree
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2.2 BEERATE AC2005 AEHEAEALRAE IRYE RS aE R, I (A KA 5w F
221 JERFFHIE VEEERRFT B AC2005 VAR A EL TR R R AT 1 27 HE VA
FEFRFT B AC2005 ZHMLAFEFEIR, G I NIEDIR, (A. pasteurianus subsp. lovaniensis) .
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A bR 2004,24(3):283-285
& 6 BEBRHFTE AC2005 A9/ MAFLAS (X 10X100) [2] AR XIF5HE16S rRNAFFHIEEME T 5401 R 505 28
Fig.6 Morphological observation of Acetobacter AC2005 under HE ] E AR DA S50 1998,25(1):12-16
optical microscope (x10x100) [3] M, 53 Bl H LA BE TR B 10 4 B 5 4 [+
222 REFRHHIE [E I 5,1993,(3):9-12.

BERRAT B AC2005 REEM OBERL AR, FFrT4afL [4] R E fRFE,E HAE A EFBA M A ST (AR IR
OB AR, WEAKTEEZ, £ YA E T BPEALEE. fAIANRRIRAT T AC2005 65T
15 °C~35 C Ay A K, feid A KIRE A 32 C. TS JUBROIS]. ALstRb H AR, 1984:362-366
1* Hoyer-frateur Bk EAER, 10%E R R - [5] Messick JB, Berent LM, Cooper SK. Development and
K, evaluation of a PCR-based assay for detection of Haemobar-
223 AL tonella felis in cat and differentiation of H.felis from related

1 BEBSATER AC2005 A 34 WHHESCISLER bacteria by restriction fragment length polymorohism analysis
Table 1 Physiological and biochemical characteristics of [J]. J Clin Microbiol.1998,36(2):462-466
Acetobacter AC2005 (6] B u, E M, e, S KT L DNA PO S22
ST A SRLER SIHIR SIsER LR S [J] WA R R R} ,2005,(4):63-66
Bl B2 MRS + R BRI + [7] BEMAET I, B%ER D W. 7SR, b
e E R - 4 BK - R AL, 1999:250-270
AR - Bk + [8] Tk AFALL,ZIRE,55.6 M WAPOE BG4I 16S
BR IR K AR - v E— R - rRNA K 5o B [T]. H [ Aok 3, 2007,(5):25-28
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