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(Abstract] By using CiteSpace, a visual analysis software, the paper analyzes 7 747 literatures on metagenomics in the Web of Sci-
ence Database from the perspectives like literature quantity, area and institution, author, study foundation and keywords, draws pertinent

visual knowledge map and summarizes study hotspots, organizing study force, important literatures and academic representatives to dem-

onstrate the scientific study status in the metagenomics filed more intuitively.
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