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Research Progress of Bioethanol from Alginate Fermentation

QIAN Long' TANG Li-wei' HUANG Shu-shi’ Chagan Irbis

(1Laboratory of Bioconvertion, Faculty of Life Science and Technology, Kunming University of Science and Technology, Kunming 650500, China)
(2Guangxi Academy of Sciences, Nanning 530007, China)

Abstract  As the third-generation biofuel, the bioethanol from macroalgae biomass fermentation have
received widespread attention. However, the present ethanol industry strains were not able to utilize alginate that
is the main ingredient in seaweed. This is one of the major technical difficulties to impede to achieve the
industrial production of alginate bio-ethanol. In recent years, the cleavage enzyme and alginate degrading bacteria
metabolic pathways have been studied in depth. The researchers constructed different alginate fermentation
strains, and provided a viable technological support for the efficient conversion from alginate to bio-ethanol. This
article reviewed resource profile of alginate and the scientific issues of bioethanol production by fermentation with
alginate.
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