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Hydrogen-rich biogas production from digested sludge
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Sewage sludge is one of major industrial wastes produced in many nations.
Anaerobic digestion is employed to convert sludge to biogas, but reduction rate is still ~30%, and
large quantity of digestion residue, called digested sludge, is yielded. In this study, we developed
anaerobic bacterial florae which can degrade digested sludge and produce biogas, and employed them

with hydrolases from digested-sludge-assimilating fungi and microalgae to produce hydrogen-rich
biogas from digested sludge.
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