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Analysis of fecal microbiota in specific-pathogen-free

chicken
Cheng-Hsueh, Wu

Abstract

Animal gut microbial communities aid in protecting the hosts from pathogens and
contribute to the development of the immune system of the hosts. The fecal
microbiota from the gut were believed to represent those of the digestive system
microbial communities. Antibiotics administered to animals may affect the gut
microbiota, depending on the dose of the antibiotics used. To understand the gut
microbiota in specific-pathogen-free chicken, we investigated the gut fecal microbiota
in different ages of specific-pathogen-free chickens using culture-independent
techniques through analysis of 16S rRNA gene sequences. Enterococcus spp. was the
most abundant in the feces of chicks under 5-week-old, whereas Lactobacillus spp.
was the most abundant species in 24 and 77-week-old chickens.



