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Wildfires are a significant disturbance to ecosystems and have a
significant impact on soil microorganisms. Microbes play an important role in the recovery of soil
ecosystems after fire, but the mechanisms of recovery of microbial communities are not yet
understood.

Considering a traditional agricultural wildfire as a forest fire, bacterial community analysis of
pre- and post-fire soil showed that bacterial community composition changed dramatically after 1 day
of the fire and recovered to almost the pre-fire composition in about 10 months. To understand the
changes in the functional microbial population during this community change process, qualitative
identification) and quantitative (expression levels) of the bacterial groups responsible for the
egradative metabolic system are being conducted based on transcriptional meta-analysis (RNA-seq

analysis).
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