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Molecular Analysis on Diversity of Culturable Mold Isolated
from Medium Temperature Daqu
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Abstract; In this manuscript, 98 mold strains were isolated from medium temperature Daqu using
PDA culture medium. By analysis of the morphology and culture characteristic, the isolates were
clustered into 6 genotypes, and the representatives of each genotype were randomly chosen for
the determination 5. 8S-ITS region sequences. The phylogenetic analysis indicated that all of the
isolates were clustered into 6 group: Monascus, Eurotium,Rhizopus,Cladosporium, Penicillium
and Absidia, respectively. These results show that the good diversity of mold in medium
temperature Daqu.
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Fig.3 Phylogenetic tree showing the relationships among type strains and isolates from Daqu based on 5. 8S-ITS se-
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