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Abstract: In the present work , the structures and diversities of the microbial communities (bacteria and archaebacteria)in
the water samples collected from the three—phase separator, the reaction tank, the filter and waterflood pump of the water
treatment system in Baolige oilfield were studied through the high—throughput 16S rDNA sequencing technique when acti-
vating agents were added between the three—phase separator and reaction tank. In addition, the distribution and content of
the oil recovery microbes in the four water samples were also analyzed. Results showed that the community structures of the
bacteria and archaebacteria varied with the site of the water sample collected. The dominant bacterial groups in three—
phase separator, reaction tank, filter and waterflood pump were Campylobacteraceae , Tepidicella , Tepidicella , Azoarcus and
Bacillus licheniformis , respectively. The dominant archaebacterial groups in the three—phase separator and the waterflood
pump were both Methanomethylovorans. The diversity of the bacteria and archaebacteria in the water sample collected from
the waterflood pump was lower than that in the previous site of sample collection , which indicates that the microbial commu-

nity structure became simple compared with the previous water sample collection site. The concentration of the oil recovery

Yk B #1:2016-06-15.
PEFRIA Wit (1972—), B, AR, W TR, 7L orse sl , Wl TP REORBISE . BER AL £ 13832729255, E-mail :
cyy_youjing@petrochina.com.cn,
SEHAER AT (1967—) , 5 WU 8082, T4, RIS : 18266636565 , E-mail : ccupc@upc.edu.cn,,
FER I+ v Ay ER R 20U A il T L 75257 800 J7 MESCHEHARMIFE 5 M HT” (2014E-3507)



234 5 i A AL S TR KA B R G A R 5 L e 2 77+

microbes in the waterflood pump was the largest, which can be beneficial to the oil recovery when they are injected into the

oil reservoir.

Key words: microbial community structure ; diversity ; high—throughput 16s rDNA sequencing technique; oil recovery mi-

crobes;activating agent
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Fig.1 Diagram of water treatment system

in Huabei Baolige oilfield
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