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Abstract
periment. [ Method ] Using GGE ,a monomer model of lignin, as the matrix substrate and polycyclic aromatic hydrocarbon BaA as the model pol-

(1. PowerChina Roadbridge Group Co. ,Ltd. ,Beijing 100048 ;2. School of Civil Engineering,
[ Objective | The fate of PAHs and the mechanism of microbial cometabolism in degradation process were studied by microcosm ex-

lutant, combined with techniques such as isotope tracing and selective suppression, a microcosmic culture experiment was established, using
quantitative PCR technology and expansion methods such as amplicon sequencing are used to analyze the influence of GGE on the fate of BaA
and its microbial community effect. [ Result ] During the incubation ,adding GGE as the substrate matrix failed to significantly increase the min-
eralization rate of the treatment group. The quantitative PCR and high-throughput sequencing results showed that the addition of GGE changed
the soil microbial community,and GGE had a greater impact on the bacterial community than the fungal community. Compared with the control ,
the GGE treatment increased the relative abundance of Alpha-proteobacteria and Bacteroides in the bacterial community , while Beta-proteobac-
teria and Bacillus phylum decreased. The relative abundance of ascomycetes had increased in the fungal community, while the basidiomycetes
decreased. LEfSe analysis showed that the addition of GGE promoted the enrichment of bacteria such as Hyphomicrobiaceae , Rhodospirillaceae ,
Acidobacteriaceae , Burkholderiaceae ,and promoted fungi such as Ascomycota. [ Conclusion ] The addition of GGE increased the contribution
rate of fungi in the degradation process to a certain extent. The addition of substrate matrix may cause different microbial degradation mecha-
nisms of PAHs. It also could promote the synergy of fungi and bacteria. The addition of GGE also enriched some potential PAHs degradation
microorganism. The enrichment of these bacterial genera may enhance the overall metabolism of aromatic compounds and enhance the ability of
soil to degrade PAHs.
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Fig.1 The mineralization of '*CO, during the incubation(A) and the distribution of 14C-BaA at the end of incubation (B)
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