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Abstract: Douchi is atraditional fermented food with a unique flavor. Studying microbial diversity within douchi is important to improve
the quality and food safety related to consumption of douchi. Inthis study, two kinds of douchi samples were collected from Jinghong (JH) and
Menghai (MH) regions of Xishuangbanna Dai autonomous-prefecure in the Yunnan Province. After DNA extraction, the bacterial 16S
ribosomal DNA (rDNA) and fungal internal transcribed spacer (IT S).region were amp lified and bar-coded pyrosequencing was carried out. The
diversity of bacterial and fungal communities in'the two samples was analyzed and compared based on the sequencing data The results
indicated that the predominant bacterium inthe JH sample was Leuconostoc mesenteroides, followed by L. fallax. The most abundant bacterium
in the MH sample was Staphylococcus gallinarum, followed by Tetragenococcus halophilus. The results for both samples showed a small
number of sequences, which showed high similarity with those of salt-tolerant Candida etchellsii and bacteriocinproducing C. versatilis, both of
which were the dominant fungi in both samples. In conclusion, the douchi from Xishuangbanna showed high microbial diversity and the
predominant microorganismswere salt tolerant.
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Table 1 Bacterial and fungal richness in the douchi with cutoff of 0.03

Target Samples NO. ofreads  Averagelength/bp

NO. OTUs NO. Singletons

Coverage /% Chaol ACE

621 563 23 54 91.3 199 270

16SrDNA
427 570 17 29 93.21 119 149
s JH 7134 359 16 24 99.66 83 238
MH 5236 362 24 23 99.56 92 103
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strain HKG199) (KF947108) Al %75 77 B - AT 14
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IR RF, E NG A 2 s, e T IR
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e RECE IR SR R e e A4 R, ARG
RIEESRRPA] e B AP MR A = e . Rl
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N =R e P R = O A = ey s CE N i bl
BRA OTUJH_16S_5(8.37%), 54 B AiEkE S.
sciuri strain Zagazig 9)  (KJ000305) AL L
FT& A /0 OTUJH 16S 2, 45 40 4% (6.44%)
FH), SRS E (W. confusastrain 313302)
(KF598945) A1 W. cibaria strain SD2S4L4( KJ095644 )
HR s A = FARLRE, #Rd MH H ) MH_16S_4
(11.71%) F1 MH_16S 5 (7.26%) 1> OTU 1) 16S

rDNA JPoIt 5 R HRE 230 BRI AR . A
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VUBLERE (T. halophilusstrain 1AM 1673)-(EU689054)
S ULHBRIARUEE, vk PUBCERE 1F 8 —Fh Beie &
JS7 e 2 A5 B PR LR 1, 8 RE T R 0
SR B, RME SR B S E et s,

X IR N, B 24 %758 T OTU
MH_16S_3, 5 & 5 % ¥ 562% , © 5 Lb.
acidipiscis strain Ni1465 (AB598991) H. 4 % AH{bL
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Fig.4 Bacterial phylogenetic tree based on 16S rDNA sequences

and their phylogenetic relationships
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¥ B Lt , DR T v 8 R Geidt AR - LA 0.03 Ay cutoff,
P JH133] 16 /> OTU, Ffih MH33] 24 4~ OTU.
EFFFEOCT 1% OTU, KBl —4AARMF71,
7t NCBI [ GenBank #E4T Blast Hbxf, LA E&E
OTU 1532545 Bo 78 JH 1 MH XPIAMEE i, BLH
BB R E ) — 8, FERSM OTU 5
Candida etchellsii ‘2 7 RFARLIE (R 2) o B
PR, RS mK OTU HR I 5L E T40IR 1R
2[Rt (C. versatilis) . C. etchellsii FI4 IR 22 Bt
HORMERE, 7B A KRS B EmE S P, T
yd L e/ iyt SEE W S I S (B | S S o5 ]
D, 7E X TG DU 4RI 55 55 P U e R i S 85
MEBEAREKEEE. B2, & K

(Zygosaccharomyces rouxii). 7 AR i 545 16
MF] o & IR RHE LR WK 9 2 )5 I 7 OB
M CIERTE T, SR L4 FERERT C. etchellsii BERE
AT FRACEY), BT S8R KR R, 7R
PSRRI, 2B <S%IRFITE 32K FAEE— 2 R
FEf JH, BRI 2.61%)8 T C. apicola, {HFEFE
i MH R R R) . R TR EE AR BE (Pichia
farinosa) FHPGE S F)E%£E (Debaryomyces hansenii)
5 RAEREG MH R 2], 230 o5 S 51
2.60%H1 2.48% . Kim £ H] DGGE #7772 AMU A
F T HEATH AR BEK 8 AN R EVR 254, RIS
LA TR S8 LB B AN, RN AET
(R Il A AR RE S R, DR T e I3 oK ith 25

(Aspergillus oryzae) FHIE& [REZ BERAAAE o IS ARSLES
(2 SRmT DU, PRIASFE S ) AR B K il 22554

66

g, (H2 & REEEREM MR S h Bl 2], R
U EAL, JARMABRE G, FER NS
P R it 3 ) R SR R A IR M 24 e B AT
C.etchellsii, JX T Z R SO i 1) & B BB
r, T AEIRIRZZ I REAN C. etchellsii #RA2 M #h 1, A%
g R BRILZ A, GORIR LR, C.
etchellsii A FRRE RER 0T 2 8 R 47 KR TR AR A
A
*2 HFE OTU REDEER

Table 2 Fungal OTUs andtheir closest taxonomicannotations

Sequence . Related .
Closest taxonomic GenBank Identity

OTU  percent annotations 1%
1% sequence

AB196222 97
AB196222 97
AB196242 97
AB196222 97

JH_ITS 1 30.61  Candida etchellsii
JH_ITS 2 30.61
JH_ITS 3 16.82

JH_ITS 4 13.74

Candida etchellsii
Candida versatilis
Candida etchellsii

Zygosaccharomyces
JH_ITS 5 2.68 - AMO943655 98
rouxii
JH_ITS 6/ 2.61 Candida apicola EU926485 99

MH_ITS 1 41.71
MH_ITS.2 41.71

AB196222 97
AB196222 97

Candida etchellsii

Candida etchellsii

MH_ITS'3 5.84 Candida versatilis  AB196242 99
MH_ITS 4 2.60 Pichia farinosa GU256765 97
Debaryomyces
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