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The objective of the present work was to investigate the diversity of Lactic Acid Bacteria (LAB)
and screen for probiotic LAB. The number of LAB isolated from piglet facces ranged from
8.03 to 8.79 log cfu/g. A total of 317 LAB were isolated from 136 samples of piglet faeces.
Identification of LAB was preliminarily performed using PCR-RFLP of 16S rDNA. Restriction
patterns generated by digestion of 16S rDNA with the Haelll enzyme could differentiate 317 LAB
into 8 groups. Representative isolates from each group were further identified by sequencing the
V1-V3 region of the 16S rRNA gene. The results showed that 8 groups with distinct PCR-RFLP
profiles were identified as Lactobacillus reuteri, L. amylovorus, Streptococcus alactolyticus,
L. mucosae, L. plantarum, L. johnsonii, Lactococcus lactis subsp. lactis and Enterococcus cecorum.
The results also revealed a strong dominance of isolates belonging to L. reuferi and
L. amylovorus in piglet faeces. Preliminary screening of probiotic was based on antimicrobial
activity against eight pathogenic bacteria. Of the 317 isolates, 171 isolates exhibited antimicrobial
activity against at least 3 indicator strains. However, only 35 isolates, one _identiﬁed as
L. amylovorus and 4 identified as L. reuteri, were selected as they showed high survival under
simulated gastric and intestinal conditions. These 5 selected isolates also exhibited bile salt
hydrolase activity, amylolytic activity and possed the ability to adhere to the epithelial cell. The
results of antibiotic susceptibility testing showed that all isolates were resistant to penicillin G,
oxytetracycline, neomycin, lincomycin and vancomycin, but sensitive to rifampicin and bacitracin.

Based on their probiotic properties, these 5 LAB isolates could have a potential application as

probiotic used in animal feed, especially for pig.





