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Bacterial autecology in soil environments by using proteomics
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To detect soil-specific expressed genes, comparative proteome analysis of the
global behavior of Pseudomonas putida F1 between three soils and liquid batch culture was performed. (1)
We studied direct and indirect protein extraction methods by comparing the number of the identified
proteins and their functional and taxonomical distributions. We demonstrated the advantages and
disadvantages of the two extraction methods that can be applied to complex natural soils. (2) Two genes
and 1 operon consisted of 5 genes as a soil-specific expressed gene were identified. From expression
factor analysis, one of the genes was expressed by NO. Expression of the operon was found to be the lack
of certain soil components. It became possible to know the microenvironment surrounding the bacteria in

this study.
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