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Abstract; The physicochemical indexes of bag Daqu and brick Daqu were studied. With high-throughput
sequencing technology the bacterial community structure of bag Daqu and brick Daqu samples were analyzed.
The results showed that the moisture content, acidity, starch content and other physicochemical indexes of
brick Daqu and bag Daqu were within the standard range of finished Daqu. Compared with bag Daqu, the
moisture content and fermentation power of brick Daqu were higher and the difference was significant ; the sac-
charification power, liquefaction power, esterification power and fermentation power brick Daqu were higher,
the acidity and starch content of brick Daqu were lower and the difference was very significant ;the starch con-
tent was not much different. With the average relative abundance of 0. 05% as the threshold, the dominant
bacteria of the bag Daqu and brick Daqu were Proteobacteria, Firmicutes and Actinobacteria. There was one
more Bacteroidetes in the dominant bacteria of he brick Daqu than in bag Daqu. With the average relative
abundance of 1. 00% as the threshold, the predominant bacterial genus of bag Daqu were Pseudomonas, Pan-
toea, Acinetobacter, Leuconostoc, Lactobacillus, and the predominant bacterial genus of brick Daqu were Lac-

tobacillus , Leuconostoc, Pantoea, Klebsiella, Pseudomonas, Staphylococcus, Lactococcus. In this study, Bar-

nesiella was discovered from the brick Daqu for the first time.
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Table 1 Measurement results of physicochemical indexes of bag Daqu and brick Daqu
. KorEr FREE/ TER i/ AHRERA bk WAk Befk R ‘?@ﬂﬁjj( PIKS
/% (mmol-(10 g)™") (g-(100g)™") &/ (g-kg") JI/U Ji/0 iU Ji/U BERIR, %/ vol)
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L FAREREE(P<0.05), "RRERW B FE(P<0.01).
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Table 2 Bacterial Alpha diversity index of bag Daqu and brick Daqu
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Fig.2 Alpha index dilution curve of bag
Daqu( Al)and brick Daqu(B1)

FPER 4 it AP H it e 1) R & 2K i 4
PRIV 25 A0 A A AL 3 FEL 4 TR,

HI 1 3 a] %0, TP A, el v 35
B HPEEIAINT FERE>0. 50% S0 8 1] a5 748
JE 1] ( Proteobacteria, 94. 85%) JEBERE | ( Fir-
micutes 4. 10%) FI 2 40 1 ] ( Actinobacteria ,

80 |

SFHEIHIXTEBE /%
3

~
(=)

20

Al

G

® Proteobacteria

o Firmicutes

O Actinobacteria

@ unclassified

@ Bacteroidetes

O Planctomycetes

@ Verrucomicrobia .
@ Candidatus Saccharibacteria
@ Chloroflexi

@ Euryarchaeota

B Acidobacteria

@ Thermotogae

@ Tenericutes

@ Spirochaetes

B Chlamydiae

B Gemmatimonadetes

O Deferribacteres

@ Ignavibacteriae

@ Fibrobacteres

B Deinococcus-Thermus

O Fusobacteria

W Parcubacteria

B Synergistetes

@ Elusimicrobia

B Armatimonadetes

B candidate division WPS-2
@ Pacearchaeota

B Crenarchaeota

B3 aad(Al) R PR (Bl) ETNKF LemE 2L LMo H A
Fig.3 Distribution of bacterial community structure of bag Daqu( Al)and brick Daqu(B1) at the door level



XFE % G G AR 32 L FE AT K 4 A R S A AT R

- 15 -

100

(o) o]
(=] (=]

FIAER B /%

20

Al Bl

m unclassified

o Pseudomonas

o Lactobacillus

@ Leuconostoc

m Pantoea

o Acinetobacter

m Klebsiella

] Staiphylococcus

B Enterobacter

m Lactococcus

L] :S;fhingomonas

B Arthrobacter

m Streptococcus

@ Kocuria

B Pediococcus

m Serratia

o C ‘orynebacterium
B Erwinia

B Curtobacterium

@ Bacillus

o Barnesiella

u Stenotrophomonas
® Chryseobacterium
B Weissella

8 Acetobacter

m Cronobacter

o gphingobacterium

| dlreptomyces

m Methylobacterium

m Saccharopolyspora
m Clostridiun Sensu stricto
m Massilia

m Comcmonas

B Rhizobium

B Rahnella
 Brochothrir

B Empedobacter

a Delfia .

@ Paracoccus

® Brevundlimonas

® Buttiauxella

a Carnobacterium

8 Azomioras

a Lscherichia/Shigella
& Oscillibacter

8 Lachnospiracea_incertae sedis
@ Ochrobactrum

8 Alloprevotella

8 Morganella

o other

Fedh

A 4

6 (A1) Ao F At (B1) 2B AT L4 2m B BE 35 25 # o A I

Fig. 4 Distribution of bacterial community structure of bag Daqu( Al)and brick Daqu(B1) at the genus level
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