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Methylocystis sp. M

TCE

M
(cells/ml) (cells/g)

MPN 1><10° 1><10° 4 weeks
ELISA 1><10° - 1 day
3%<10° 4><10° 1 day

PCR- - 1><10"* 4-5 days
oCR 310" 110 1 day

- 1><10* 2-3 days
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Methylocystis sp. M TCE

Mixing tank
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Methylocystis sp. M TCE

Cell suspension

Experimental conditions :Test 1

14 ml/min Machine oil[ .~ Cell
Soil addition (mg/kg) addition
(a/ka) 9/%9) | (maska)
Ando soil -
200mm Fine sand with silt - 95 11 or 35
(250 ml of loam) Loam -

Experimental conditions :Test 2

i | i Soil TCE Cell addition
S n i (mg/kq) ( mg/ka)
| Cell concentration (mg/L)= 250X a 2.5
Cell numbers (cells/ml)= 5.3 X 1B X a Loam 20.0 0 600
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Methylocystis sp. M TCE
D

Sampling port B +— —> Sampling port A
pling p 13
- R T TR e T e TR =
%l = o l v R ?E» 1\\
= ‘\‘\\\ ® with cell addition (A)
S N B with cell addition (B)
- i g UER O without cell addition (A)
g = O without cell addition (B)
Loam: 400 L § 001 \-\ i
Container size Water: 80L o) =
0.6 m(W)>1.2m(L)>0.6m(D) TCE: 3 mg/kg - 0y .
Bacterial cell: 4.6 g 0001 ' ' '
0 20 40 60 80 10
1093
- Time (d)
x 108;
£ :
K - S Y.
B % 107;‘*
- W ]
5 ° \
-, ]
E % 10 M
LEE.E ] \\\ //'/. PCR
g wh - MPN 2.8><108MPN/
R 140 1.1><10°MPN/
10
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Methylocystis sp. M

TCE

Lake 5 |

|
A Sewage mat

River |

J a
Raw sewade

|Synthetic sewage AS
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MDq

16 18 20

2004 6 11



U

Rhodococcus erythropolis M-13
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D
Rhodococcus erythropolis M-13

PAHSs Sphingomonas sp. P-2
1:
2.
1
2
28 2 120 rpm
—
39 W.oil 8 mg + 1.5 mg
10 mL
(N, P) + 108 cells / g — soil
(pH 7.0) PAHSs 108 cells / g — soil
_
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(PCR-DGGE, 16S rDNA V3 region)

NoO.
1. (DayO)
2. +N,P(Day14)
3. + +N,P(Day14)
4. + +N,P (DayO0)
5. + +N,P (Day14)

6. Rhodococcus erythropolis M-13
7. Sphingomonas sp. P-2

Band Closest sequence Homology (%)
1. Acinetobacter sp. W-17 (AF390089) 195/195 (100%)
2. Acinetobacter sp. W-17 (AF390089) 195/195 (100%))
3. Bacillus sp. 2(2003) (AY269865) 194/194 (100%))
4. Bacillus sp. 2(2003) (AY269865) 194/194 (100%))
5. Cytophaga sp. SAl1 (AH414444) 185/189 (97%)
6. Uncultured bacterium clone 23-6 (AJ608999) 164/166 (98%)
A. Rhodococcus sp. 67-BENO01(AY044096) 174/174 (100%)
B. Sphingomonas sp. Antl7 (AF184222) 169/169 (100%)
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