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Generating proteomic _data on signalling pathways in pathogenic bacteria for the
discovery of new antibiotic target molecules.
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In recent years, the development of inhibitors of histidine kinase (HK),
which constitutes a signalling pathway involved in drug resistance, virulence development and growth
potency of pathogenic bacteria, has been pursued in Japan and abroad. The aim of this study was to
accumulate data on the comprehensive analysis of the relationship between signal activation by HK
and external environmental factors using the ‘ Fostag’ technique for analysing HK phosphorylation,

so that the target molecules of novel antibiotics such as inhibitors can emerge. We created
pseudo-E. coli in which several types of HKs, such as EvgS, which is considered to be involved in
the development of virulence in pathogenic E. coli and dysenteriae, and HKs involved in drug

resistance, were constantly expressed, and examined the transcriptome changes associated with the
expression of these HKs.
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Phos-tag SDS-PAGE
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