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Abstract: To analyze the differences in the composition of microbial community structure of rice wine koji in Vietnam, taking rice wine koji samples
(YB, Y2G, YNNB, YNGI, YNG2) from five regions in Vietnam as the research objects, the physicochemical indicators were detected by convention-
al methods, the microbial community structure was analyzed by MiSeq high-throughput sequencing technology, and principal coordinate analysis
(PCoA) and correlation analysis were conducted based on the results. The results showed that there were certain differences in saccharification power
and liquefaction power among different koji samples. The saccharification power of sample YNNB and the liquefaction power of sample YNG1 were
the highest, which were 306.63 mg/(g-h) and 1.02 g/(g-h), respectively. There were significant differences in microbial flora of different rice wine
koji samples. The richness and diversity of bacteria and fungi in sample YNG1 were the highest. A total of 10 dominant bacterial genera and 13 dom-
inant fungal genera (relative abundance>1%) were detected in 5 samples. The common dominant bacterial genus was Lactobacillus , Candida was the
common dominant fungal genera in samples YNNB and Y2G, and Aspergillus was the dominant fungal genera in the samples YNG1, YNG2 and YB.
PCoA could effectively distinguish rice wine koji samples in different regions. Analysis results of the microbial correlation network indicated that the
nodes among bacterial genera were closely connected, while the connectivity among fungal genera was relatively low. Pantoea was significantly posi-
tively correlated with liquefaction power (P<<0.05), and Acetobacter was significantly negatively correlated with liquefaction power (P<<0.05).
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Table 1 Determination results of physicochemical indexes of rice
wine Kkoji samples

b B 1/[mg- (g-h)™] WAk Ji/[g- (g-h)"]
YNGI1 274.57+1.8 1.02+0.01
YNG2 136.52+1.2 0.29+0.03
YNNB 306.63+1.2 0.46+0.08

YB 130.82+2.1 0.23+0.05

Y2G 135.66+2.1 0.25+0.08
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Fig. 1 Rarefaction curves of Shannon indexes of bacterial (a) and
fungal (b) community in rice wine koji samples
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Table 2 Alpha diversity analysis results of bacterial and fungal flora
of rice wine koji samples

WHE FEMRS  ACEfE%( Chaol#5%X Shannoni§%t Simpsonts

YNGI1 540 536 3.19 0.09
YNG2 178 163 121 0.55
M YNNB 133 146 1.58 0.30
YB 235 238 123 0.58
Y2G 132 128 221 0.18
YNG1 125 122 2.03 0.77
YNG2 77 53 1.18 0.44
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YB 65 89 1.44 0.40
Y2G 45 43 1.66 0.31
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Fig. 2 Venn diagram of operational taxonomic unit of bacteria (a) and
fungi (b) in rice wine koji samples
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Fig. 3 Bacterial (a) and fungal (b) community structure of different
rice wine koji samples based on phylum level
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