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The microbial community in agricultural soils of Japan was accessed with 180 soil samples collected in
1997-1999 from the whole country (from Hokkaido to Okinawa prefecture), including paddy and upland
fields. The soil samples were classified into 6 soil great groups and stored as air dried soils before the
analysis. Based on 16S RNA and ITS RNA genes the soil bacterial and fungal community respectively were
characterized using the Illumina MiSeq 250bp techniques. In the case of bacteria, the dominant phylla
present in most of the samples were the Betaproteobacteria, Choloflexi, Deltaproteobacteria and Firmicutes.
Despite these overarching dominant taxa, the abundance, diversity, and composition of bacterial
communities were specific according to the great soil group and Region. In many cases, the estimated
microbial diversity from both bacterial and fungi were generally higher in the southern regions than in the
northern regions. About the fungal portion all samples contained the Eurotimycetes, Sordariomycetes,
Agaricomycetes and Dothideomycetes classes. The overall data suggests that many soil microbial species
could survive in stored soils, since they were detected by DNA analysis, and some correlations with
solubilized P were detected. In addition, besides the land using and location, soil type might influence the

distribution and diversity of their phylogenetic groups in agricultural areas of Japan.




