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Analysis of microbial community diversity in medium temperature Daqu based

on high-throughput sequencing technology
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Abstract: The diversity and structure of fungal and bacterial communities in Qupi and Quxin of medium tem-

perature Daqu from one wine corporation located in He'nan were analyzed based on the high-throughput

sequencing technology. The results showed that:1) The diversity and abundance of fungal community in Qupi

were higher than those in Quxin samples,and Ascomycetes was the only dominant fungi detected both in Qupi

and Quxin. A total of 15 species of fungi was detected in Daqu,of which Saccharomycopsis fibuligera , Eurotium

niveoglaucum , Pichia spl were the dominant fungi in Qupi and Quxin samples. Among them, the content of

Saccharomucopsis fibuligera in Qupi was similar to that in Quxin, however,the contents of Eurotium niveoglau-

cum and Pichia spl in Qupi and Quxin samples were quite different. 2) The diversity of bacterial community in

Quxin of medium temperature Daqu was higher than that of Qupi,but its abundance was lower than that of

Qupi. A total of 28 genera was detected in the Qupi and Quxin samples, of which Enterobacter , Lactobacillus ,

Lactococcus , Brucella , Enterococcus and Erwinia were dominant bacteria of Daqu samples. Expect for Brucella,

the content of other dominant bacteria had a large difference in Qupi and Quxin.
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Fig. 1 The rarefaction curve of fungal

community of Daqu
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Fig.2 The fungal community composition on Qupi and Quxin of Daqu samples
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community in Daqu

J& K B A i 22 5

TE“TT7 K- (B 4a) ) ek IR S A4S 3
HASTE TR ] ( Proteobacteria ) FJEERE R[] ( Firmi-
cutes ) 4y i Bz RO b FR B D0 AR 17T, A
Bz AR R il R RSP X 0O 79. 6% il
17. 1% . B2 T ML il iR H A2 T 18 1 TAR
X A JERRE DA T AR B s A, TR A I
IS B A i v mT ARSI 3]

FE“ 7 K- (& 4b) ), FLA i 1) 10 444,
Hrp oy — 25K W 44 ( Gammaproteobacteria ) | % %1
FF 40 ( Bacilli) F1 « — 28 JE B 40 ( Alphapro-
teobacteria) R FE 5 T A DL RV R . B2 T
AR A, B ARGy — AR TE R AR X R 4
15, T 28 F T B AR AR &5 1 (9. 9% ) Bl AR T
B0 (24.2% ). 11t Ab, Deltaproteobacteria, Hol-
ophagae ,vadinHA17 FI§5 I8 FT 7 4 ( Sphingobac-
terita ) 4 P ARACAE T B ity v RT LA I ).

1E“ KB 4e) ) 3EAGI0E] 12 4~ H
Hoph i #F B B ( Enterobacteriales ) | ¥ AT 1 H
( Lactobacillales ) FIARIRI 15 H ( Rhizobiales) k7
ke AR R B A H A il BCRE A
FRAEDRS 25 B (82. 7% ) iy 7 MO A o v ) A



WA, S ETHEENFHA N PR A & PR RS BN =27 -
100 = Acidobacteria 100 Sphingobacteriia
= Bacteroidetes * vadinHA17
90 = Actinobacteria 90 ¢ Holophagae
w Firmicutes © Deltaproteobacteria
80 1 = Proteobacteria 80 1 - Negativicutes
»Unclassified = Clostridia
70 70 t * Actinobacteria
s = = Unclassified
W]ﬂ 60 + Uﬁ{ 60 = Alphaproteobacteria
& 50 & 50 L] Gamlr;zaproteobacteria
L L Bacilli
= & acilli
E 40t EF 40t
30 30 +
20 20
10 10 +
| 0
it s i e i
a)iwE 177 KR b)Y " KA
100 Propionibacteriales 100 Snhincobacteri
- “Subgroup_10 - Aijé?l%o aeternaceac
“Sphingobacteriales 90 E—— Nocardioidaceae
" Selenomonadales Ruminococcaceae
“43F1404R 80 ® Acidaminococcaceae
= Clostridiales * Ambiguous_taxa
= Pseudomonadales 70 * Family XI
IS = Corynebacteriales & * Lachnospiraceae
ﬂﬂTEH = Rhizobiales HTHH 60 " Pseudomonadaceae
= Unclassified “ Corynebacteriaceae
o « Bacillales 4T 50 Rhizobiaceae
= ; 7 Bacillaceae
= Lactobacillales = 40 " Enterococcaceae
= Enterobacteriales " [ euconostocaceae
30 " Brucellaceae
" Streptococcaceae
20 ® Lactobacillaceae
® Staphylococcaceae
“ Enterobacteriaceae
10 “ Unclassified
0
il i il e i
diTE “H” KL AN B KPR
100 =Lactococcus 100 =Lactococcus garvieae
=Lactobacillus =Erwinia gerundensis
90 =Erwinia 90 =Enterococcus gallinarum
Enterococcus Enterobacter tabaci
80 ']gnter%?twler 80 | -gnter(;lbacter cloacae
"Brucella =Brucella microti
70 Others 70 b ] =Others
S =Unclassified < =Unclassified
~ 60 S~ L
& 3 o0
QI Q1!
) 50
=< =
Z 40 Z 40
30 30
20 20
10 10
0
ith iz o ith (W

e “JE” KUK

DA “FP” KK

B4 Kol g e il s AR S P 2 A R LR,

Fig.4 The bacterial community composition in Qupi and Quxin of Daqu samples
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