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In this study, we established an exhaustive gene expression analysis method
for pathogens in the host environment using next generation sequencer and were able to elucidate in
detail the responses of bacteria and fungi to the host environment. We also identified a
comprehensive set of virulence factors and successfully identified 20 novel factors in
Staphylococcus aureus and more than 30 in Cryptococcus neoformans. We clarified the various
functions of these genes in the pathogenicity by biological and genetical methods. Furthermore, we
established assay systems for identification of inhibitors for these gene products and identified
candidate compounds. These results give novel insight of expression of virulence mechanisms and
established a novel method to develop therapeutic options for infectious diseases.
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