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Study on the association between estrus in New Zealand rabbits and
microbiota in the colon

ZHANG Mingrui, ZHANG Xinyue, CHEN Siqi, GU Mingke, JIANG Xinghui, CHEN Jing, GAN Qianfu”
(College of Animal Science, Fujian Agriculture and Forestry University, Fuzhou 350002, China)

Abstract; The aim of this study was to investigate the relationship between estrogen related to estrus and gut microbiota in New Zealand
white rabbits. Female rabbits in diestrus (UN) and estrus (ES) were selected by visual estrus detection based on vulval changes, plasma es-
tradiol was measured by enzyme—linked immunosorbent assay ( ELISA), and metagenomic detection methods were used to determine the
composition and function of colonic microorganisms and estrus status, and the correlation between them was analyzed. The result were as fol-
lows: After conducting species annotation and functional analysis on the samples through metagenomic sequencing, it was found that the
abundance of the colonic microbiota in New Zealand white rabbits UN was significantly higher than that in ES (P<0.05). Among them, Al-
phaproteobacteria was the representative species of the ES group, Pseudoflavonifractor and Acetatifactor muris were the representative species
of the UN group. The KEGG functional difference analysis showed that the abundance of microorganisms related to amino acid metabolism and
carbohydrate metabolism was higher in the UN group, while the relative abundance of glycan biosynthesis and metabolism, cell growth and
death, and signal transduction was higher in the ES group. The difference analysis of CAZy showed that glycoside hydrolases were significant-
ly enriched in the UN group ( P<0.05) , while polysaccharide lyase, glycoesterase, and oxidoreductases were significantly enriched in the ES
group (P<0.05). The correlation analysis showed that colonic microbial composition and function were significantly correlated with estrous
status and plasma E, levels (P<0.05). In summary, this study preliminarily demonstrated that there were significant differences in colonic
microbial composition in different estrus states, which might serve as a direction for further research on the mechanism of estrus in New Zeal-

and white rabbits.
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B A4 ¥ & B ( flavone and flavonol biosynthesis,
ko00944) (r=-0.69) Hl ABC #:i2# H (ABC trans-
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8 IM¥ E,kKFMEFRSS KEGG BHEMHEXERERE S

2.7.3 R EKFFREEREL CAZy AR
J TV B A ) CAZy 5 RIEZ MR,
ffiFH STAMP F3Hr i e 45 (1) 22 5% CAZy 5 E, fi k1

REFHET Spearman A KT Ky, AT IREE 3By, S04
WiEUEY CAZy X 1E E RGBTk, 45 R anE 9 fr
~, E,5 AA9 (r=0.8) FlCBM1 (r=0.8) 2



BHEEE 20264 H58% HS5H -7
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