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Analysis of PKS Gene Structure of Monascus

QIU Zhen-yu'?, ZENG Jun'?, LIN Yong', YANG Yu' and WANG Ya-qin®
(1.Laohuoji Liquor Industry Co.Ltd., Renhuai, Guizhou 564501; 2.School of Bioscience and Bioengineering, South China
University of Technology, Guangzhou, Guangdong 510641, China)

Abstract: The PKS Gene structure of a lab-preserved Monascus strain with high yield of Monacolin K and its wild strain was analyzed. Then the
gene sequence of Monascus wild strain W and its mutant strain M were amplified by polymerase chain reaction (PCR). And the sequencing
products were compared with cDNA sequence. The results confirmed that such gene segment had no intron and the mutation position of mutant
strain M did not locate on such gene segment. Finally, the domain and 3D structure of the protein in such segment was predicted by ProfileScan
and SWISS-MODEL respectivley.
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