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Proteomic analysis for drug-resistant mechanisms of Staphylococcus aureus

KANAMOTO, Taisei
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Drug-resistant bacteria are great concern in medicine around the world. To
clarify the precise mechanism of the resistance, we attempted to establish de novo method which can
analyze the bacterial proteomics efficiently and precisely. A conventional method of 2D-PAGE
analysis revealed that the expression level of 46 proteins in methicillin-resistant Staphylococcus
aureus (MRSA) varied significantly under the cultivation with high antibiotics (oxacillin)
concentration. We are constructing a recombinant protein library of MRSA for the internal control of

the de novo proteomic analysis.
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