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Fig.2 DGGE profiles from bacteria of hindguts in piglets. The distribution of samples on the gels is showed in the above table.
M stands for Marker S1 stands for probiotic strain S1 M1-3 and M4-6 stand for caecal samples in control and treatment groups

respectively C1-3 and C4-6 stand for colonic samples in control and treatment groups respectively. The same as follows.
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Fig.3 DGGE profiles from high G+ C% bacteria of hindguts in piglets

on D 21. Bands numerated with arrows in gels were identified as showed
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Fig. 4  Identification of specific bands in DGGE profiles. M.

Marker.
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1 GC
Table 1  Identification of high G+ C mol% bacteria of hindguts in piglets

Closest known species found Percentage of

No. in the GenBank database Length bp Sequence accession numbers similarity
1 Lactobacillus vaginalis 1502 DQ318870 99%
2 Lactobacillus amylovorus 1501 DQ487214 99%
3 Lactobacillus johnsonii 1538 DQ238616 99%
4 Lactobacillus amylovorus 1501 DQ318869 99%
5 Lactobacillus delbrueckii subsp . 1522 DQ318871 98%
6 Lactobacillus pontis 1521 DQ318875 99%
7 Lactobacillus delbrueckii subsp . 1290 DQ480422 97%
8 Lactobacillus amylovorus 1501 DQ318873 97%
9 Ruminococcus obeum 1501 DQ238615 96 %
10 Lactobacillus reuteri 1525 DQ487215 99%
4-B 11 DGGE 3
3 L. amylovorus Sl
14
Clostridium disporicum DQ238611 95%
35
Streptococcus suis  DQ256404 99 % 7
2.5 1.30
21d 3 # * Sl
35d 2 #
DGGE
5 I L. amylovorus
C. glycolicum DQ238609 97% S1
1.14
1.27 o DGGE
14 C.
disporicum
17
—C. glycolicum
35
2
5 2005
Fig.5  Comparison of DGGE profiles between healthy and diarrheal
piglets.
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Changes of bacterial flora from hindguts of piglets after oral administration
of Lactobacillus amylovorus S1 as a probiotic strain

SU Yong YAO Wen ZHU Wei-yun"
Laboratory of Gastrointestinal Microbiology — Nanjing Agricultural University ~Nanjing 210095 China

Abstract Changes of bacterial flora from hindguts of piglets from 7 to 35 days of age two weeks after weaning were
studied after oral administration of L. amylovorus S1 using molecular techniques based on 16S rDNA gene. Six litters of
neonatal piglets were divided randomly into control group and treatment group. At 7 9 11 days of age piglets in
treatment group received 1 2 and 3mL preparation of S1 5 x 10° CFU/mL  through oral administration respectively.
OnD7 14 21 24 and 35 one piglet from each litter was slaughtered and samples of hindguts were collected for
analysis. The results showed that high G + C. mol% bacteria in hindguts of piglets disappeared after weaning and restored
gradually two weeks later. Sequencing analysis indicated that most of these high G + C mol% bacteria blonged to
Lactobacillus spp. . Statistical analysis showed that treatment with S1 had no marked effect on diversity index of
predominant bacteria from hindguts in piglets. By comparing the bands in DGGE profiles between two groups a specific
band in treatment group was found in profiles from piglets at 14 days of age sequence matched with that showed 95%
similarity to Clostridium disporicum . At 35 days of age another specific band appeared in control group which was
identified to be Streptococcus suis 99 %
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