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Analysis of International Development Trend of Gene Editing
Technology Based on Bibliometrics

CAO Xue-wei, GAO Xiao-song, CHEN Rui

(National Academy of Innovation Strategy, China Association for science and Technology Beijing 100012)

Abstract: In recent years, a series of programmable nuclease-based genome editing technologies have been
developed, enabling targeted and efficient modification of a variety of eukaryotic and particularly mammalian
species. In order to know the development status quo of this field in China, this paper analyzes the international
research progress of gene editing technology from 2007 to 2017 with the method of bibliometrics. Taking Scopus
as data source, this paper analyzes the total volume of papers during this period, core authors, core journals,
research countries and institutes, major subject distribution, economic impact (patent analysis) and research
frontier and hotspot. The results of this analysis can help us know the trend of gene editor technology better,
and show the research level of China in world. It provides a global perspective to grasp the opportunities and
challenges of emerging industry innovation.

Key words: gene editor; bibliometrics; core authors; research institutes; patent analysis; research frontier and

hotspot
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