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ABSTRACT In this paper, we transformed a gene into yeast genome so as to delete Alcohol Dehydrogenase [I
(ADHI ) by LiAc method. The mutant gene could be identified by PCR and test enzyme activity of ADHIl . The
mutant strain inheritance was well by transfer of culture in addition of G418 inhibitor.

Key words Saccharomyces cerevisiae ,gene knock-out, ADHII activity test
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