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Identification of redox partner for a novel arginine hydroxylase and
establishment of high level production system for anti-tubercular agent

Kumagai, Takanori
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o In the present study, in order to identify the redox partner for a novel
arginine hydroxylase, DcsA, three ferredoxins (FDXs) and two FDX reductases (FDRs) from a

D-CS-producing microorganism were obtained. However, the redox partner for DcsA could not be
determined. Considering putidaredoxin (PDX) and PDX reductase (PDR) from Pseudomonas putida as the

redox partner for DcsA, expression system for each protein was constructed using Escherichia coli as
a host, and each protein was expressed as soluble protein.
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