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Efficient bioethanol production by the created yeast with saccharification activity
of brown algae

Urano, Naoto
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Pseudoaltermonas haloplankitis LA
LA PhLam X1, X2, X2 X

PhLam Saccharomyces cerevisiae

In this study, we aimed the creation of a yeast with saccharification activities
of brown algae and the production of bioethanol from the disposed unuseful resources. Cold-active
laminaranases were screened from coasts in order to be agreed the temperature for yeast cultivation with
that for enzyme activity and Pesudoalteromonas haloplanktis LA was isolated from The Sagami Bay in Japan.
Its laminaranase PhLam was purified and the gene was cloned in Esherichia coli. PhLam was the novel
enzyme which had repeated sequence; X1, X2, and X3 in the downstream of catalytic domain and X module was
essential for expression of the enzyme. Phlam gene was expressed on the cell surface of the yeast
Saccharomyces cerevisiae. The recomginant yeast had laminaranase activity and directly produced
bioethanol from laminaran.
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