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The outcome of this research was to reveal the impact of no tillage vs.
conventional tillage systems on soil biological properties, aggregate stability, and carbon
sequestration function. Particularly, this research showed that comparing with the tillage system,
no tillage management increased the soil biomass of earthworms and fungi, altered soil fungal and
bacterial community structures, increased soil bacterial diversity, and induced the formation of
microhabitats for specific bacterial groups such as members of the phylum Acidobacteria within soil
aggregates. These findings will contribute to a better understanding of relationships between soil
microbes’ microhabitats and carbon cycle in agriculture ecosystem and further represent
environmental merits of non-tillage farming, comparing with the conventional tillage cultivation.
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