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Abstract: Soybean paste is a traditional fermented bean product in China. The production of meju is the early stage of fermented soybean

paste, which provides abundant microorganisms and enzyme preparations for later fermentation, and is crucial to the quality of bean paste. In

order to explore the microbial diversity during the fermentati

used to analyze microbial diversity of four different ferme
21 fungal taxa were identified in the genus level, of whic
of 40 bacterial taxa were identified in-bacterial, of which

rocess of natural fermented meju, Illumina MiSeq sequencing technology was
of meju samples, which collected from Kaiyuan. The results showed that
icillium, Debaryomyces and Rhizopus were the dominant groups. A total
ctobacillus, Weissella and Enterococcus were the dominant groups. The diverse

fungi and rich bacteria in meju may play a specific role in the fermentation process. This study clarified the microbial community characteristics

of traditional fermented meju, revealed the community. succession of fungi and bacteria in the fermentation process of traditional meju, and laid

a theoretical foundation for conti
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Fig.2 Microbial community changes in meju samples at the

phylum level
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