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JXYQ3 92 636 67 4 8 8 15 18 75 0. 88
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Fig. 1 The average relative abundance of dominant bacterium phylum and genus in medicine koji
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Fig. 2 The average relative abundance analysis of dominant fungus phylum and genus in medicine koji
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Fig. 3 Colony morphology and mycelial morphology of some bacteria strains
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Fig. 4 Phylogenetic tree of bacteria isolates constructed based on 16S rRNA gene sequence
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Fig. 5 Colony morphology and mycelial morphology of some fungus strains
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Fig. 6 Phylogenetic tree of fungus isolates constructed based on ITS gene sequence
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Microbial diversity analysis of medicinal koji based on the combined
techniques of high-throughput sequencing and pure culture

HUANG Yi'?,CAI Wenchao®, YU Peirong* , CHEN Wei*, SHAN Chunhui’, GUO Zhuang'*, WANG Yurong'’
1. Brewing Technology Industrial College ,Hubeir University of Arts and Sciences ,Xiangyang 441053, China;
2. Hubei Provincial Engineering and Technology Research Center for Food Ingredients,
Hubet University of Arts and Science , Xiangyang 441053, China;
3. School of Food Science and Technology ,Shihezi University ,Shihezi 832003, China ;
4. Xinjiang Wuwu Liquor Indusiry Co.,Lid., Huyanghe 830099, China

Abstract : MiSeq high-throughput sequencing and pure culture techniques were combined to analyze the microbial
diversity of medicinal koji samples collected from Nanchang city, Jiangxi province. The aim was to reveal the
microbial community structure within the koji. The results showed that the richness and diversity of bacterial taxa in
the medicinal koji were significantly higher than those of the fungi. The dominant bacterial genera were Pediococcus
and Levilactobacillus, with average relative abundances of 38. 04% and 13. 00% , respectively. The dominant fungal
genera were Candida and Saccharomycopsts , with average relative abundances of 78. 30% and 17.92%, respectively.
Nine strains of bacteria isolated from medicinal koji were identified as three species: Pediococcus pentosaceus, Pedi-
ococcus acidilactict, and Bacillus licheniformis. Seven strains of fungi were identified as four species: Saccharomy-
copsis fibuligera, Saccharomycopsis malanga, Pichia kudriavzevii, and Saccharomyces cerevisiae.

Key words : medicinal koji; MiSeq high-throughput sequencing; pure culture ; microbial diversity
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