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Soil Eicrobial community analysis to identify syntrophic relationships between
microbes
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We conducted a bioinformatics analysis of a time-series metagenomic sequencing
data of a soil microbial community with the aromatic compounds pollution. Developing and using the
bioinformatics method to efficiently identify fluctuating genes and taxa in time-series metagenomic data,
we identified a catalog of fluctuating taxa and genes during aromatic compounds degradation in the soil.
In addition, we developed a tool VITCOMIC2 which can (i) identify 16S rRNA gene sequences in metagenome
sequence data with minimum false positive rate, (ii) assign taxonomy of the sequences, and (iii)
calculate taxonomic composition of the sample.
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