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bacterial community structure and potential function
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Abstract: Malic acid and syringic acid are important components of tomato root exudates. In this study, malic acid and
syringic acid were continuously added to the soil of cucumber and tomato fields as exogenous substances. Quantitative PCR, 16S
rRNA amplicon sequencing and function prediction methods were used to explore the effects of malic acid and syringic acid on the
bacterial community structure and potential functions. The results showed that syringic acid could significantly reduce the total
bacterial abundance by 50.57%—56. 38%, while the effect of malic acid was not significant. Malic acid and syringic acid could

significantly change the composition of soil bacterial community, and explain 26. 53% of the bacterial community variation. Malic

acid enriched Pseudonocardia in cucumber field soil and
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tomato field soil, while syringic acid enriched Aridibacter. In

addition, the addition of exogenous malic acid can signifi-
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bility in degradation of aromatic compounds, but these effects are related to the type of land use.
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Fig.2 Differences in the composition of soil bacterial communities
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Fig.3 Effects of malic acid and syringic acid on the relative abundance of major bacterial genera (top 20%) in soil
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Fig.4 Potential functional differences of soil bacterial communities in cucumber and tomato fields based on Tax4Fun functional prediction
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