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Structure and diversity of intestinal flora in infant and aged rats
SUN Yiyang'» GU Chaoguang' » HUA Xiaoging' » WANG Kaizuan® » SHENG Qing" s NIE Zuoming' » WANG Dan'
(1a. College of Life Sciences and Medicine; 1b. Zhejiang Provincial Key Laboratory of Silkworm
Bioreactor and Biomedicine, Zhejiang Sci-Tech University, Hangzhou 310018, China;

2. Zhabei Central Hospital, Jingan District, Shanghai 200040, China)

Abstract: In order to study the structure and diversity of intestinal flora between infant and aged rats,
the composition of intestinal flora in 7 infant rats (1. 5 months old) and 5 aged rats (24 months old) was
compared. Feces of infant and aged rats fed under the same environment were collected. The V3 + V4
region of 16S ribosomal RNA gene was sequenced to analyze the composition of intestinal flora. The results
showed that the intestinal flora structure of the infant group was significantly different, while that of the
aged group was relatively concentrated. The relative abundance of intestinal flora in the two groups was
similar at the phylum level. The abundance of microorganism under lactobacillus in infant rats was higher
than that in aged rats (p < 0. 05), while that of microorganism under clostridium rumen bacteria was
lower than that in aged rats (p <C 0. 05). The intestinal biodiversity of the aged rat group was higher than
that of the infant rat group. The intestinal flora diversity of the aged rat group was higher, and the species
of intestinal flora were rich, but the proportion of harmful bacteria significantly increased. It makes up for
the blank of the research on intestinal flora structure of rats at different age, and provides certain reference
for improving the health conditions of experimental rats to extend their lives.

Key words: infant rat; aged rat; structure of intestinal flora; diversity analysis
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