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Fig. 1  Shannon index dilution curve of bag
Daqu( Al)and brick Daqu (B1)
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Fig.2 Distribution of the fungal community structure of

bag Daqu(Al)and brick Daqu(B1) at the phylum level
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Fig. 3 Distribution of the fungal community structure of bag Daqu( Al)and brick Daqu(B1) at the genus level
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Fig. 6 Cluster diagram of the top 50 OTUs with the highest abundance at the genus level
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Study on the volatile flavor components and fungal community structure
of bag Daqu and brick Daqu
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Zhengzhou Key Laboratory of Liquor Brewing Microbial Technology ,He'nan University of Animal Husbandry and Economy,
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Abstract ; This study used headspace solid-phase microextraction-gas chromatography-mass spectrometry ( HS-
SPME-GC-MS) technology to detect the volatile flavor components of bag Daqu and brick Daqu, and high-through-
put sequencing analysis was performed on them. The results showed that 24 volatile flavor components were detec-
ted, including 7 alcohols, 4 esters, 1 ketone, 1 aldehyde, 4 acids, 3 phenols and 4 hydrocarbons. 17 volatile fla-
vor components were detected in bag Daqu, mainly classified as esters and acids. 19 volatile flavor components were
detected in brick Daqu, mainly classified as alcohols. At the fungal phylum level, there were 3 dominant fungal
phyla (relative abundance >0.50%) in the bag Daqu, namely Ascomycota, Mucoromycota and Basidiomycota.
There were 2 dominant fungal phyla in the brick Daqu, namely Ascomycota and Mucoromycota. At the fungal genus
level, there were 4 dominant fungal genera (relative abundance >1.00% ) in the bag Daqu, including Thermoas-
cus, Aspergillus, Rhizopus and Candida. There were 6 dominant fungal genera in the brick Daqu, including Ther-
moascus , Aspergillus, Rhizopus, Dipodascus, Alternaria and Epicoccum. The different shapes of bag Daqu and brick
Daqu led to different fermentation temperature changes, which in turn led to different fungal community diversity
and richness, and to differences in Daqu volatile flavor components.

Key words : high-throughput sequencing ;bag Daqu; brick Daqu;fungal community structure ; volatile flavor compo-

nent
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