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16S metagenomics analysis of microbiome communities in soils_infected with
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Several reports suggested soil microbiome affects the transmission and

emergence of infectious disease. However, there have been no reports that investigated microbiome in
soils infected with soil rot disease or root-knot nematode. Thus, in this study, 16S metagenomic
analyses were conducted for investigating detailed microbiome communities using soils infected with
root-knot nematode and Streptomyces Ipomoeae. The V1-V2 and V3-V4 regions of 16S rRNA gene were
targeted for sequencing and taxonomic classification. PCR amplification of those regions were
performed for constructing an Illumina MiSeq sequencing library. The MiSeq reads were analyzed using
the QIIME software. Comparison analysis of microbiome in our study suggested that microbiome
communities in the same area were very similar, in contrast, those among different area were totally
different. Interestingly, our results indicated that microbiome diversity was much lower in soils
with infection.
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