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THBMEMN, BRAN ZRERNAE S HRBRAAIEHREGTHERPELRER . BHHI9A
¥ &%, #HATHE DNA W F ¥ 2 % 14 % ;Clostridium XIVa,Aminobacterium 3 R £ # # & & F 4 3 2| ; & &
Foe B E RS Lactococcus Lactobacillus .8 B IS BEEM X, Z R ER S Clostridiales 2R OB LER

TREEEMX,

XA ZR;HEHE ;L E M E B K ® K (denaturing gel gradient electrophoresis, DGGE) ; & B 4 &
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MP R FEVIHX, BB EBRE SR, AEX HEFEIL
SR BEEHSERNEM. EXELT . HEE
REHEHR HAOWNRBRETRRMEE, ZER
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BOEMTHFBERY>™ L., BFREAEAIHREE,
SEZBFRHEEZNEWE., HI, KEHEFR EEZR
HERMEABERNWHERELER, TRASEEAN
MR B A HLBRER & B AH G, X T 22 1l {8 #E 5T & 1
A AP ERMBERFEERE L,

RN HA R ARG, RS HAE Y LS
F RN EYEREARFEE —ERRE, Hik
TLRE SCEE IS M B R B2 1k ( denaturing gel gradient
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1.1 BHRRE

2015 4E 11 FECA W) BEHEE,6 MHEAY
RERE FER BERABRANZAEREESS
B0 B B R LA R B BT B, & R TR
FE2EWERFIT, RS AANAFER(1a #1 1b,5
FEW) BEAE (2a F12b,10 FEH) ERE
Je(3a F13b,50 4E &M ) , R AR EREE,RE
B5) e vk &g L8 =, 37 B4R HUE DNA,

1.2 XBHE
1.2.1 % RH 5% DNA $2IE PCR 4 3%

& F Soil DNA Kit( Omega Bio-Tek,USA) £ W&
JREES, & DNA, 214" P2(5'-ATTACC GCGGCT-
GCTGG-3") 1 P3(5'-CGCCCGCCGCGCECGGCGGGC-
GGGGCGGGGGCACGGGGGGCLT ACGGGAGGCAG-
CAG-3") X 4E 16S rDNA |y V3 X479 3% 158 A
Bt R/ % 233 bp, PCR R Nifk & £ % LIANG™,
3% A touch-down B2 JF:94 C WA 4 min;94 CAF
# 1 min,65 C3B 2k 1 min,72 CZ M 1 min,20 &
B, EMEHRBEL 0.5 C; B4 94 CAH 1 min, 55
CiB A1 min,72 CHEAH 1 min, 10 MEH, Fis PCR
F=YI R 2% B R BB I v vk R
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REDEREH LA - EEZR BEERAFRMAL
FERMBEZAERENZE, FEECTSALEY
SO FEREMMBRFEZHUN - RE, AXFE
PEREMRN SO FEEHER, #—BIELTEEE. 7
REREER LA E Y, HAEBELEHWHETEH
SIRFRARYSE, BEZRPI 0 EBE KR
ZEREALBRE NN SHERMBERER
RERETHEEN,
2.2 RBEFTUFIH

V1B DGGE & L # %4 , W ¥ /5 4 NCBI A1l
RDP [FRPE L, G5 R 0K 2 Frm , 158 14 2%, %
RPAHEEANHEE REBRAREE. H
H, & 4 ( Clostridium XIVa) .5 ( unclassified Bacte-
roidetes) , 23 ( unclassified Syntrophomonadaceae ) . 34
(Aminobacterium ) ¥ 2k 24 39 (unclassified Clostridi-
ales) REZBRER PR IME], Clostridium XIVa Ami-
nobacterium %L F- T oW E R B BB RIEH H,
LIU % 55745 B B 7R Aminobacterium B4 F& 3L # 1
g, #55 DGGE B R HEETLUE N, ER
ZIRH Lactococcus( 545 1 F12) 5 Lactobacillus ( % 75%

R4S TRETHERMGERER. X5
TAO™ W BF R & R K, BHE LM, Lactobacillus
(& 1.2,12.14.15 M 21) A=Y RIAKR, KEZ
MMAEESMHCTERY AR . 55, Clostridiales
HEXRFHEEZPIEEZH A, 481808 R X
REROBEESWEBES FFEENEM LEE
Rt =W REC M. TRAME ", WEINER i & i
Clostridium kluyceri HJC BRI B E AP T 12.9 g/
L', MEMKMBEN EREFECRIE, ARAA
ROBHEBTEREMEZEA S, HIEILBRANAR
ZEEXTHBRMABMKRERAEL W, B,
FERSGBEZRENARES TEERITERSH
EETRORERLTHENENRE,
HIKBRMZB] T Petrimonas J& (54 7.13.,17 .18
F020) #0 unclassified Syntrophomonadaceae ( 545 23 Hl
27) , Petrimonas 7T B 71 A 4 7= 2.8 H, 1 CO,
%M Syntrophomonas 5 R 5% B 3t A2 i AT 7 A 2R
1 H, , T B e B IE 47 57 AR A Z B0 F H, 120k
FMEEERRERH AL ERF FCRE R,

#2 W 16S IDNA ) DGGE REEHMF 4R

Table 2 Identities of 16S rDNA sequences of bands excised from DGGE gel by using BLAST and RDP search tools
& /% Genebank AH{I B # (/&) x5
1,2,21 Lactococcus LC158002,LC158003,LC158030
12,14,15 Streptococcaceac Lactobacillus LC158018,LC158020,LC158021
31 Clostridiaceae Clostridium sensu stricto LC158042
4,19 Lachnospiraceae Clostridium XlVa LC158005,LC158027
LC158024, LC158032,
LC158034LC158035, LC158039,

16,22,24,25,28,29,30,33,37,39 unclassified Clostridiales

35,36 unclassified Clostridiaceae
6,8,10

7,13,17,18.20 Porphyromonadaceae

5 unclassified Bacteroidetes
23,27 Syntrophomonadaceae
32,34 ,38 Synergistaceae

11 Enterobacteriaceae

26 Sphingomonadaceae

3,9 -

Unclassified Porphyromonadaceae

Petrimonas

unclassified Syntrophomonadaceae
Aminobacterium

Pantoea sp.

unclassified Sphingomonadaceae

Candidatus cloacamonas

LC158040 LC158041, LC158044,
LC158048 ,LC158051
LC158046,LC158047
LC158008,LC158013,LC158015
LC158011, LC158019, LC158025,
LC158026,LC158029

LC158007

LC158033,LC158038
LC158043,LC158045,LCI58050
LC158016

LC158036

LC158004 ,LC158014
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Analysis of bacterial community and acid, ester contents
in pit mud with different characteristics
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ABSTRACT To further understand bacterial community structure, metabolism of acids and esters differences among
new, aging and aged pit mud of Chinese Luzhou-flavor liquor, V3 region of bacterial 16S rDNA and the major organic
acids and esters in pit mud were analyzed through a combination of PCR-DGGE and canonical correlation analysis.
The results showed that the bacterial diversity index and evenness index of aged pit mud were higher than those of the
others. 39 preponderant bands were obtained, which could be divided into 14 categories by sequencing. Clostridium
XIVa and Aminobacterium were only detected in aged pit mud. New and aging pit mud were positive correlation with
contents of Lactococcus, Lactobacillus, lactic acid and ethyl lactate, while aged pit mud was positive correlation with
contents of Clostridiales, caproic acid, butyric acid and caproate.
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