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Abstract: With the advent of the post-genome era, gene chip technology has become one of the most promising high-end
biotechnologies due to its high throughput, high efficiency and high automation. The knowledge map provides a means of
extracting structured knowledge from massive text data and is currently used in many fields. The article uses the SCIE database
of Web of Science platform as the data source, applying content analysis method and word frequency analysis method by using
the Citespace knowledge mapping software, to analyze the research progress, research status and research frontiers in the field
of gene chip from the perspectives of research time series, research hotspots, research topics, knowledge structure, research
institutions, etc. The results showed that the number of gene chip literature increased first and then decreased; the research

content showed a phase change; the emergence of prominent words was more extensive; the keyword clustering characteristics
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were more obvious; the literature was cited more clustering dimensions; the organization cooperation was closer Harvard

University and other major high-yield institutions.
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