Influence of a live yeast on the faecal microflora of gestating and lactating sows.
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Live yeast products have been shown to have significant effects on the health and performance of production farm animals, both ruminants and monogastrics. This may occur due to the balance of the normal microflora being stabilized, particularly during periods of stress, resulting in the competitive exclusion of opportunistic pathogens which may proliferate when the normal balance is disturbed. As a result, incidences of diarrhea may be reduced. The use of Saccharomyces cerevisiae subsp. boulardii (CNCM I-1079) as a feed additive for improving the health and performance of monogastric animals has been well documented. The aim of the current work was to determine whether the inclusion of CNCM I-1079 in two different diets had any effect upon the faecal microflora of gestating sows and whether a stress event like farrowing altered the structure and composition of the gut microbial community.
Eighty sows were randomly assigned to four different treatment groups: group1, Corn-soy diet; group 2, Corn-soy diet plus yeast; group 3, high fibre diet and group 4, high fibre diet plus yeast. Faecal samples were collected 21 and 3 days before farrowing and on the day following farrowing. Total DNA was extracted from each sample, pooled from each treatment group and the V6 to V8 region of the 16S rDNA gene was amplified. The resulting amplicons were separated by TTGE to generate a DNA fingerprint of the faecal bacterial community for each day and treatment. Gel analysis was performed using GelCompar II.

Not surprisingly, 2 distinct clusters due to diet were observed, indicating a dietary effect on the microbial bacterial community fingerprint profile. Within each diet, in the days before farrowing, control and yeast treated groups clustered together, indicating an effect of yeast on the composition of the microbial population. Farrowing caused a dramatic change in the fingerprint profile for each treatment indicating that this stress event had a direct effect on the microbial community and that the normal balance of the microflora had been disturbed. It should be noted however that the yeast treated animals tended to have a population which was more closely related to the original microflora prior to farrowing, indicating a degree of stabilization.
To conclude, several different factors eg diet, inclusion of yeast and stress events may influence the composition of the gut microflora. The inclusion of yeast in the diet may help to stabilize the normal microflora during periods of stress, which may result in a more stable, balanced gut microbial community thus potentially reducing the proliferation of opportunistic pathogens and thereby leading to improved host health and productivity.
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