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lites with complex structures and various bioactivities. The industrial production of these sec-

ondary metabolites plays a vital role in medical and agricultural fields. Recent advances in

strain improvement, bioprocess optimization and control, and fermentation scale-up were re-

viewed here. The holistic viewpoints and approaches applied in industrialized production of

secondary metabolites by actinobacteria were discussed as well as the perspectives.
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Fig. 1 Effect of zwfl deletion on oxytetracycline pro-
duction and the activities of key enzymes in central
metabolic pathways
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