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Analysis on Yeast Population Dynamics of Simulated
Oilfield Produced Water Biotreatment System
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Abstract: The simulated activated sludge system was set up to treat the oilfield produced water after physi-
cal-chemical treatment in this study. The molecular methods such as PCR-DGGE and sequencing were ap-
plied to study population dynamics and diversity of yeast during system starting up and running. The result
indicated that both in the influent and activated sludge showed higher yeast diversity. And yeast diversity in-
creased during system running. It suggested that yeast would exist in the sludge and contribute to COD re-
moval. And also yeast would perform well in hydrocarbon transformation and pollutant removal.
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Fig. 4 Dynamic change of yeast population in aerobic system, A: Electrophoresis profile; B: Pattern
A: DGGE (S1—S5 A ; Y1-Y6: ); B: DGGE (
) ).
A: DGGE profile (S1-S5: Activated sludge samples; W: Produced water sample. Y1-Y6: Band for sequencing); B: DGGE pattern (Band num-
ber according to produced water sample, Percent for samilarity).
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