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pH 1
uv
CheniDoc XRS(BIO-RAD)
2 2 2
TA Cloning kit(invitrogen)
DNA PCR-DGGE
27 1492r
PCR-DGGE 2 OTU RFLP
Mspl
21 3
S 31
55 HRT24 pH 1 COD¢
2 2.32mol/hexose
1
2 2 CODc 45.9% 14.7%
2 2 1 PCR-DGGE D
DNA Ultra Clean Soil DNA kit(MO BIO) ) 2
PCR
DNA EUB341f-GC CeH1206+2H,0 - 4H,+2CO,+2CHCOOH @
Uni518r b CeH 1206 - 2H+2CO+CzH;COOH )
1555 COD¢

58 130V 300 DNA @
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DGGE 2
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44
PCR-DGGE
3 PCR-DGGE bandl
Thermoanarobacteriaceae T.thermosaccharolyticum
band2 Flavobacteriaceae
Flavobacterium.sp
44
4 OTU-1
T.thermosaccharolyticum 89 79
OTU-2  Flavobacterium.sp 89 7
Thermoanarobacterium
3 Flavobacterium
4
T.thermosaccharolyticum
55  HRT24 H4.9
5
55  HRT24
2.32mol/hexose

T.thermosaccharolyticum

1 Muyzer G Profiling of Complex Microbial Populations
by Denaturing Gradient Gel Electrophoresis Analsis of
Polymerase Chain Reaction-Amplified Genes Coding
16SrDNA  Applied and environmental Microbiology
Vol.59 No3 pp.695-700 1996

1 pH
H %]
P [L Hy/L/d] [L Hy/gVSS/d] | [mol Hy/mol hexoseconverted] | H,  CO, CH,
4.9 2.80 4.01 232 52 48
2 CODg
CODCr [ ]
VSS
181 00 00 17 05 15 459 00 90 182 1080
15%
S 9 22 34 44
bandl
band2
— — —
55%
2 DGGE
S
3 PCR-DGGE
bend acessionNo. closest relatives m‘e”’ermde]‘e' ed - ilrity [o4]
1 AR5 Havobacterium . 160 100
2 AR08 Thermoanaerobacterium thermosaccharolyticum 130 100
4
OTU similarity [ ] closest relatives number of clone
Orul-1 9B Thermoanaerobacterium thermosaccharolyticun 79

arul-2 98

Havobacterium sp. YOI15 7
athers -

3

2 Suzuki M.T. Bias caused by Template Annealing in the
Amplification of Mixture of 16SrRNA Genes by PCR
Applied and environmental Microbiology Vol.62 No2
pp.625-630 1996

pp.180-188 2005
4 John.GHolt Bergy’s Manua of Determinative
Bacteriology ninth edition Williams & wilkins pp.83

1994
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