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Abstract: To better understand the microbial diversity of bean paste in Badong area of Enshi City, Hubei Province, Illumina MiSeq
high-throughput sequencing technology was used to analyze the 16S rRNA gene sequence of bacteria and 18S rRNAV4 gene sequence of fungi
in bean paste. The community structure and diversity of microorganisms in bean paste was compared. A total of 117644 valid sequences and 867
OTUS was obtained from the three samples. Diversity analysis showed that there was a high degree of microbial community diversity in bean
paste. The analysis of microbial community composition indicated that Ascomycota (95.84%), Proteobacteria (47.13%), Firmicutes (32.37%)
and Actinobacteria (12.87%) were dominant bacteria, accounting for more than 10.0%. There were 311 bacterial genera and 16 fungal genera
identified in Badong bean paste samples. The average relative contents of dominant bacteria and fungi were 8.09% and 24.74%, respectively.
The diversity of bacteria and fungi was significantly different at the generic level (p < 0.05). The results deepened the understanding of microbial
community composition and diversity of bean paste, in order to provide a theoretical basis for the excavation and protection of microbial
bacterial resources in bean paste in Badong area.
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Table 1 Sequences information of primers used in the study
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Table 2 Sequencing results and numbers at different taxonomical levels of broad bean pastesample

WE HERST FIEUE OTUSRUA TUA A BIAS #AS B R SRR
DBIBDI 39751 2066 18 51 86 168 283 1495 6.38

A DBIBD2 38652 2245 15 36 62 111 162 1280 6.14
DBIBD3 27640 1628 15 42 65 123 171 942 4.48
DBIBDI 39911 246 2 9 11 11 10 1183 0.63

B DBJBD2 40808 302 2 6 7 7 5 2424 0.97
DBIBD3 36925 319 2 7 12 11 10 2698 0.68
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Fig.1 Rarefaction curves (a) and shannon index curves (b)
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Fig.2 Bean paste bacteria (a) and fungi (b) OTU number and

sequence number
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Fig.3 Comparative analysis of relative content of dominant
bacteria (a) and fungi (b) in core OTU
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Fig.4 Relative content analysis of dominant bacterial phyla (a)
and Fungus phyla (b) in bean paste samples
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Fig.5 Analysis of relative content of dominant bacterial genus (a)
and fungal genus (b) in bean paste
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Fig.6 Heat map of the genera of dominant bacteria and fungi in
bean paste
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