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Abstract: Objective

trends of intestinal flora related research at home and abroad in the past 30 years, so as to provide visual a-

To comprehensively analyze the development status, research hotspots and frontier
nalysis data for the research in this field. Methods The literatures related to intestinal flora were searched
with China Knowledge Network and Web of Science as the source databases. The authors, institutions, key-
words and cited literatures were analyzed with CiteSpace (5. 5. R2) for co-occurrence analysis, cluster analy-
sis and visual expression, and the keywords were highlighted. Results A total of 912 Chinese articles and
10 249 English articles were included. The visual analysis of the literatures showed that the annual volume of
articles related to intestinal flora showed an overall upward trend in the past 30 years, and the volume of
Chinese literatures was significantly lower than that of English literatures. Among the countries with Eng-
lish literatures, the United States ranked first and had the highest influence. China ranked second in the vol-
ume of articles, but with low influence. The foreign core researchers were Rob Knight and Patrice D Cani,
domestic core researchers were Wang Jun and Zhao Li-ping; the authors with a high volume of Chinese liter-

atures were Duan Jin-ao, Tan Zhoujin and Yu Qian; the main foreign institutions were the University of Co-
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penhagen and INRA, while the main domestic research institution was the Chinese Academy of Sciences.
which ranked first in the volume of English literatures. Some universities of traditional Chinese medicine had the
largest volume of Chinese literatures. The main research contents included three aspects: flora structure, the rela-
tionship between intestinal flora and diseases, and flora detection technology. In recent years, studies on intestinal
flora mainly focused on the correlation with diseases and new technologies and methods. Compared with Chinese
and English hot keywords, English keywords were various, involving all aspects of physiology and pathology,
among which there were a lot of research achievements on intestinal flora and immunity. Conclusion As a research
hotspot in the field of biomedicine, the field of intestinal flora research has seen outstanding achievements in the
past 30 years. Improving the detection technology of intestinal flora and paying attention to the application value of
intestinal flora research results are the key to the future research in this field,
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