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Study of Interdisciplinary Hot Topic Discovery and Evolution Research:
A Case of Animal Resources and Breeding Field

WU Lei, SUN Wei
(Agricultural Information Institute of Chinese Academy of Agricultural Sciences, Beijing 100081, China)

Abstract: In order to discover the interdisciplinary and multidisciplinary cooperation intersection, and reveal the law of development and evolution. The paper takes
the field of animal genetics breeding as an example to extract agriculture and genetics documents dataset with the subject categories, analyses the co-occurrence of words,
and clusters the static topics. At the same time, the paper analyses and explains the dynamic evolution process of topics during different periods with the help of experts
in the field of animal genetics breeding. The results show that the analysis discovers cross topics and the law of evolution in the field of animal genetics breeding. The
method can be extended to other researches. The interpretation can predict new intersections, and assist scientific researchers and managers in making strategic decisions.

Keywords: Interdisciplinary; Hot Topic Discovery; Evolutionary Analysis; Animal Genetics Breeding
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