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Research on Molds Producing Glucoamylase in the Air of Fermentation
Workshop of Multi—grains Luzhou-flavor Liquor in Yibin
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Abstract: 104 mold strains were isolated in the air of fermentation workshop of multi-grains Luzhou-flavor liquor. Among them, 14 mold strains
were capable of producing glucoamylase. According to the morphological features and ITS nu-rDNA analysis, 14 mold strains belonged to As-
pergillus (6 strains), Penicillium(2 strains), Mucor(3 strains), Rhizopus (1 strain), Gibberella(1 strain), and Cladosporium(1 strain). Aspergillus was
the dominant genera. The research results revealed that there existed diverse glucoamylase-producing mold strains in the air of fermentation work-
shop of Luzhou-flavor liquor.
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Aspergillus Z8M-12 Aspergillus fumigatus  (GU390693) 99
W8M-30 Aspergillus fumigatus HQ331439 100
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G8M-18 Aspergillus oryzae HM143899 99
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Cladosporium W8M-17 Cladosporium sp  HQ829412 100 7.14
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