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Abstract: The changing laws of bacteria community in different pit ages of luzhou-flavor liquor pit
were analyzed using PCR-SSCP technique. The results were as follows: bands from No. 9 to No. 22
were showed clearly in all pit mud samples, which included 7 bands with higher dominant degree. But
the changing laws of dominant degree among bands were different. Besides, the mean diversity index of
all samples kept between 1.93 and 2.82. With the increasing pit age, the diversity index of samples from
the same spots generally showed increasing trend. The similarity index of PCR-SSCP pattern of samples
from different spots in the same pit was higher, between 0.63 and 1.00. While the similarity index of
samples from different pit ages was lower, between 0.34 and 0.76.
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ACGGGTGAGTAA-3', 5| ERI11 (XN E. coli
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ER11 ¥ #2407 16S tDNA, 133 255 bp 224 H
Bt 1),
2.2 #AH 16S rDNA PCR-SSCP [&i

AR B X A i 40 B 16S 1DNA iE 17 T
PCR-SSCP 4i#r, 45 AM: BAUKEL T 9-22
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BB S (B 2), REAZAETIT 16S tDNA 1Y
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BEl1 ZEH4E 16S rDNA PCR ¥ 45 R
Fig. 1 PCR amlification of 16S rDNA fragments of bacteria in the pit
¥E: M: DL500™ DNA marker; 1: 20 fE 23 B |2 2: 20 fEALBE N 2 3: 20 4 23 ; 4: 100 AEALBE [ 5: 100 FE & BE T 2, 6: 100 4EEE; 7:
200 fEEFEE 12 8: 200 FEEEE T2 9: 200 FEAFJK; 10: 300 FEEE 2 11: 300 FEHE T 2; 12: 300 4F 2K,
Note: M: DL500™ DNA marker; 1: Upper layer of pit wall with 20 years; 2: Under layer of pit wall with 20 years; 3: Bottom of pit with 20
years; 4: Upper layer of pit wall with 100 years; 5: Under layer of pit wall with 100 years; 6: Bottom of pit with 100 years; 7: Upper layer of
pit wall with 200 years; 8: Under layer of pit wall with 200 years; 9: Bottom of pit with 200 years; 10: Upper layer of pit wall with 300 years;

11: Under layer of pit wall with 300 years; 12: Bottom of pit with 300 years.

1 2 3 4 5 6 7 8 9 10 11 12

2 EERE SSCP EiE

Fig. 2 SSCP pattern of bacteria community in the pit

TE: 1 20 4R BE 1R 20 20 4R HE TR, 3: 20 SR & IE; 40 100 4R
BE 1) 5: 100 SR ABE T J2; 6: 100 4E A IR; 7: 200 4RFRE )2 8:
200 4EELBET R 9: 200 44 IR; 10: 300 4R47BE F 22 11: 300 4%
BETR 2 12: 300 AE B K.

Note: 1: Upper layer of pit wall with 20 years; 2: Under layer of pit
wall with 20 years; 3: Bottom of pit with 20 years; 4: Upper layer
of pit wall with 100 years; 5: Under layer of pit wall with 100 years;
6: Bottom of pit with 100 years; 7: Upper layer of pit wall with
200 years; 8: Under layer of pit wall with 200 years; 9: Bottom of
pit with 200 years; 10: Upper layer of pit wall with 300 years; 11:
Under layer of pit wall with 300 years; 12: Bottom of pit with
300 years.
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42, 43 S50, RAE R R .
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Table 1 Abundance and dominance of SSCP bands of bacteria in the pit

20 4F 100 4 200 4§ 300 4§
B 20 years 100 years 200 years 300 years
Sample L2 T2 B EE TR i rE TR i EROTR e
o layer Botom R Botom PR e Botom PR e Botiom
Abjzfnce 14 9 9 13 10 19 14 14 17 22 16 16
1 / / / / / / / / / 3.14 / /
2 / / / / / / / / / 3.10 / /
3 / / / / / / 4.84 3.74 4.60 / / /
4 / / / / / / / / / 3.19 /
5 / / / / / / / / / 2.80 / /
6 4.28 / / / / / 6.10 4.72 / / / /
7 4.02 / 5.81 / / / / / / / / 5.32
8 6.33 7.29 7.61 5.44 6.07 6.80 6.67 6.35 7.00 3.77 6.46 6.89
9 15.03 2048 1282 1249 2353 1426 1257 1442 1460 1721 2022  19.92
10 1879 2330 21.06 1534 1545 1558 1595 1697 1514 1374 1621  16.34
11 1138 1249 1299  13.63  13.02 9.86 1126  12.12 8.89 5.84 6.45 7.90
12 3.12 3.48 7.87 8.29 5.06 3.89 7.71 6.95 5.47 2.68 5.95 5.37
13 / / / 3.54 / 3.26 / / / / / /
14 3.56 3.55 3.52 / 5.21 / 4.91 435 3.01 2.65 3.11 3.17
15 / / / 2.64 / / / / 2.82 2.55 2.99 2.98
16 3.71 / / / / / / / / / / /
17 / / / 1.87 / 6.24 / / / / / /
18 7.05 3.63 6.92 5.23 4.03 6.42 5.12 4.07 4.50 2.94 6.70 6.19
~ 19 1482 2165 2138 1311 2473 372 1758 1686 1299 1123  17.50  17.37
% 20 6.19 4.14 / / / / 1.83 2.53 3.97 / 1.97 2.13
. %0 21 / / / 15.89 / 10.17 / / / 2.53 1.88 221
HT 22 / / / / / 0.67 / / 1.47 / / /
S8 23 / / / / / / / / / 359 /
£ 24 090  / / / / / / / / / / /
2 s / / / / 1.86 0.55 2.64 3.12 4.12 / / /
26 / / / / / / / / / 3.85 1.17 1.01
27 0.78 / / / / 0.69 / / / / / /
28 / / / / / / / / / / 1.07 1.00
29 / / / / / / / / 3.84 / / /
30 / / / / / / 2.05 2.72 2.74 / / /
31 / / / / / / 0.77 1.08 / 2.92 / /
32 / / / / / 0.25 / / 2.42 / / /
33 / / / / / / / / / / 431 1.46
34 / / / / / / / / 2.41 / / /
35 / / / / / / / / / 2.59 / /
36 / / / 1.44 / 1.33 / / / / / /
37 / / / / / / / / / 3.80 0.80 0.75
38 / / / 1.06 1.04 2.58 / / / / / /
39 / / / / / / / / / 2.56 / /
40 / / / / / 5.33 / / / / / /
41 / / / / / / / / / 2.28 / /
42 / / / / / 2.83 / / / 2.11 / /
43 / / / / / 5.57 / / / 2.12 / /
E 0 RAG .

Note: /: No detected.
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Fig. 3 Changing laws of dominant degree of bacteria com-
munity in the pit with different ages
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Note: A: Upper layer of pit wall; B: Under layer of pit wall; C:
Bottom of pit.
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Fig. 4 Changing laws of diversity index of bacteria com-
munity in the pit
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Note: A: Upper layer of pit wall; B: Under layer of pit wall; C:
Bottom of pit.
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Fig. 5 Dendrogram of homology coefficient of bacteria
community in the pit
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