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Vector 2xTaq PCR Master Mix, b 5042 4 Wi R
R wL B/ 15 51 %) 338F/806R | ITS1F/ITS4R |
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(BB AR PR 7] 5 B 3R BIR B 97 56 (NA B
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HIRETS el sy o DRk, 24 ith 40 TR 2R A Y
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ARWFFERE - YA XS i > 1. 00% 19 1 58 2 L
oLy W Ryve e R N e W R R A )
FEPHIXT S AR 1 PR, B AR 24 20
PLHT 5350 R JEBE T ] ( Firmicutes, 79. 01%) £ TE
¥ B 1] ( Proteobacteria, 17.20%) . 1 #F 1]
( Bacteroidetes, 1. 83%) F1 i £& 7 1] ( Actinobacteria,
1.32%) s 4w DL 3 2390 0 i 3K TR & ( Pediococeus
38.04%) e A= FLAT B ( Levilactobacillus , 13.00% )
ZFAUAT R & ( Bacillus, 7. 29%) | # H L 5 & ( Xan-
thomonas ,4. 47%) 2 W J& ( Pantoea ,2. 67%) . ¥4 2
P A T ( Sphingomonas , 2. 05% ) W& Bk L 28 70 4T 1
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1.71%) EF AN E & ( Stenotrophomonas 1. 67%) |
ANHHFTH & (Acinetobacter , 1. 63%) | i #T 1 J& (Ace-
tobacter, 1.52%) . 2K 2F 4 T Wi J& ( Paenibacillus,
1. 22% ) M4 AT i )& (Agrobacterium | 1. 17%) , A%
AR MiSeq it I 5 R | & B 5 M Hi X
PRSP /)N i v 200 TR U0 B0 R ZF FE AT R | A R
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Table 1 ~ Sequencing results and classification of medicinal starter cultures
=5 N 1% % N ' :

%5@5 ES %@sﬁ O%\ﬁ A A B B R %Lé“?f” S}}%r?f“’“
JXYQ1 81 670 395 15 25 43 81 153 400 4. 82
JXYQ2 i) 77 225 371 10 28 45 86 147 384 4.55
JXYQ3 46 831 409 16 22 50 85 156 420 3.91
JXYQ1 74 265 80 6 10 10 21 26 88 0. 89
IXYQ2 =N 79 552 107 5 12 14 28 33 112 1. 61
JXYQ3 92 636 67 4 8 8 15 18 75 0. 88

i : Chaol #54UHN Shannon FEESTEMIFF 4 45 010 257 SN HHH BTG



25060000049004 oE 04 #{14. tbd
i
4.
JXYQ&........O.....-Q..
SERHRTER/%
JXYQZ—........OOO...Q... ® 2
@
JXYQI—..OO....OOOOQOOoOQ’60

/i}' L ‘<1l ‘O.é R S‘I/ (/’m R ‘ <<1l
r[b’.C(, %, " (?C[ero g, 08 e‘?ﬁoo eb{/op QQI//J, le,zo 07109 '04/,@ %, 2 {é){/Qo e, . 940[}‘ z;,e/o ey, " e, S, %,
Gy ‘90[6,7 10'@,@ ‘9(1‘[6 OOOJ [0600 V‘P %oﬁq < }’20,2 Q/o(sq foéqp ?IO,IQ %4 o, éq(,[ . QQ'//]{ (’e,[.
@ 2, & A 2 <y, Yy '),O,?% iy,
T MR
A1 b mB S el B e e F i mat e g
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 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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A, RAg A R 2R BRI, TR BE HBUAS2400
Hl HBUAS72401 1Y B 7% M EUE , 380/08, 5 11 A 83
P OB S EDE . B 6 AT, 4 g ik 7
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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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Analysis of microbial diversity in meidicinal koji based on high-throughput

sequencing and pure culture techniques
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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, aiming to reveal the microbial
composition within the koji. The results showed that the richness and diversity of bacterial taxa in the medicinal koji
included in this study were significantly higher than those of the fungus. The dominant bacterial genera were Pedio-
coccus and Levilactobacillus, with an average relative content of 38. 04% and 13. 00%, respectively. The dominant
fungus genera were Candida and Saccharomycopsis, with an average relative content of 78.30% and 17.92%,
respectively. Nine strains of bacteria isolated from medicinal koji were identified as three species: Pediococcus pen-
tosaceus , Pediococcus acidilactict, and Bacillus licheniformis. Seven strains of fungus were identified as four spe-
cies: Saccharomycopsis fibuligera, Saccharomycopsis malanga , Pichia kudriavzevii, and Saccharomyces cerevisiae.
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