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 Some ammonia-oxidizing bacteria relates 

to nitrogen cycling have significant influence to 
ammonia removing in petroleum reservoirs. Although 
the presence of ammonia-oxidation bacteria (AOB) 
and ammonia-oxidation archaea (AOA) were 
detected in some sites, but the study about their 
existence in the oil reservoirs especially in the water 
injection pipeline are limited. This study investigated 
the functional diversity and abundance of AOB and 
AOA in 9 samples including solution and biofilm 
samples from a high-molecular-weight 
polyacrylamide transportation pipeline of an oil field 
by using phylogenetic analysis based on 16S r RNA 
and amoA genes. AOB was found from 3 samples 
and AOA was only found in one sample out of 9 
samples together with different physicachemical 
properties. As some ammonia was transferred from 
the amido bond of polyacrylamide, the detection of 
AOB and AOA is beneficial to reveal the linkage 
between the nitrogen cycling and polyacrylamide 
biodegradtion. Further investigation about the sample 
properties are in progress and onging work to reveal 
their correlationship with the diversity of abundance 
of AOB and AOA to help identify the key microbes 
and unveil the potential nitrogen cycling pathways for 
this special environment.   
 


