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Abstract: The Suantangzi is a traditional ethnic food with good nutritional properties and unique flavor, which is popular
among Manchu people and northeastern Chinese people. The diverse microbes in corn sourdough for Sutangzi play an
extremely important role in the development of its nutritional quality. However, the microbial community diversity is still
unclear today. This study aimed to study the diversity of the microflora in nine samples of Suantangzi sourdough collected
from different regions by polymerase chain reaction-denaturing gradient gel electrophoresis (PCR-DGGE). The results
showed that a total of 14 species of fungi were identified from these samples, including Saccharomyces castellii, Geotrichun
candidum, Simplicillium lanosoniveum, Rhizochaete sulphurosa, Guehomyces pullulans, Debaryomyces hansenii,
Fusarium culmorum, Trichoderma brevicompactum, Oryza longistaminata, Geotrichun fraqrans, Galactomyces candidum,
Galactomyces geotrichum, Geotrichum sp. and Galactomyces sp. S. castellii was detected in most samples. Based on this
observation, S. castellii was predicted to be the dominant fungal species in Suantangzi. Moreover, 4 species of bacteria were
also identified, including Bacillus pumilu, Lactobacillus tucceti, Lactobacillus plantarum and Weissella paramesenteroides.
Weissella paramesenteroides was supposed to be the dominant species for the widest distribution in the samples.
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4 pL High Pure dNTPs. 1.5 uL F338-GC.
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Fig.1  Agarose gel electrophoresis of PCR amplified products from

bacterial DNA from Suantangzi sourdough
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Fig.2  Agarose gel electrophoresis of PCR-amplified DNA fragments

from fungi in Suantangzi sourdough
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Fig.3 DGGE profiles of PCR-amplified DNA from the total bacterial

population in each sourdough

R1  LREREDBER T H R & P 4IHE16S rDNA V3XPCR-
DGGER KM LLI LR
Table1 Identification of the bands obtained by PCR-DGGE of
bacterial populations based on 16S rDNA sequence

e HoEsik A P51/ % FFo s

A A

B ARATI

C Bacillus pumilus 100 HM216572.1
D Lactobacillus tucceti 99 KC787552.1
E Lactobacillus plantarum 100 KT626386.1
F Weissella paramesenteroides 100 KT982257.1
H uncultured bacterium clone 98 KC570917.1
1 uncultured bacterium clone 100 JQO013040.1
J uncultured bacterium clone 100 KU031269.1

DGGE B % 2517 (1955 H AT LW S 5 ot v 240 T
W HIRAE Z R BT R, BRI T AR N4
B PCR-DGGE &1 1 3L R 39 ANRp g 1 5675, 19301
A B A BE W A I LA AR, XU R
B P AR A A B/ BRI Z R . B B AT DA R R
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plantarum) , TEFEfH4. 5. 6. SHIPHEM HE; 477D
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FAMAE R AAFEERNRAREE. KA. BRI
HE5.
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TEILAS < AR 25 W0 82 R0 A8 T A= A 5256 43 1) 48 52 W)
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(AR 54N B @ Zhang Guohua:"F flTllumina Hiseq
2000 R GE N 7 456 DUBS ZREVE A0 BT, RO o i A SRR
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Fig.4 DGGE profiles of PCR-amplified DNA from the total fungal

population in each Suantangzi sourdough

#2 AFEXERETEE RS HEE26S DI/D2 rDNAX PCR-DGGE
A AR
Identification of the bands obtained by PCR-DGGE of fungal
populations based on 26S rDNA sequence

Table 2

KRS HEAR [F IR/ % Eelke]
A Saccharomyces castellii 99 AY007880.1
B Geotrichun candidum 99 KF112070.1
C Simplicillium lanosoniveum 97 KT878334.1
D Rhizochaete sulphurosa 100 KT003520.1
E Guehomyces pullulans 78 EU637078.1
F Geotrichum sp. 99 EF025925.1
G Debaryomyces hansenii 79 JQ277241.1
H Fusarium culmorum 86 JN938910.1
1 Geotrichum sp. 100 EF025925.1
J Galactomyces sp. 99 GU904190.1
K Trichoderma brevicompactum 82 KR094463.1
L Oryza longistaminata 95 AY097328.1
M Geotrichum fraqrans 97 GQ222355.1
N At
(6] Galactomyces candidum 99 KM391959.1
P Galactomyces geotrichum 99 JF262190.1

it a5 R A, ERERL6 NRHE %
i, LRI 4 FEE, e T8 ARE. H
o KA G L. KA HBL RS R B 7 SORE R
H)55.6% A b o oo 2kl AR S8 45 O8N SF A I BE A
(Saccharomyces castellii) , HIBIBIR TR, (HFE R
Hf88.9%; B F. I. MRS e YR T 1%
(Geotrichun sp.) , B FHEMEMLLHIHN25%, Hrp
By MAKTI 4 nl sk T A (G candidum)
G. fraqrans; 247G KRN &5 50 ) A 70Eh 4 B2 70 1t
(Debaryomyces hansenii) F KT (Trichoderma
brevicompactum) . 27D+ Fv PRI HBLAEA HEE b
o, AN EIHBIX BR V) R i R RFAE 5T o BRG] HE R,
1R 171 Th] A v )AL 35 0 08 18 J8 D % BF 1 B AN 2 TR R
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