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Bibliometric Analysis of Plant Proteomics Research Literature Based on SCI-EXPANDED
CAO Yan et al
Abstract [ Objective | To understand the progress in plant proteomics research over the last 14 years by bibliometric approach. [ Method ] The
literature was searched in SCI-EXPANDED database (1999 —2012) by using the following terms: “proteome * and (rice or plant or Arabidop-
sis)”. The results were analyzed according to the article numbers and the total citations by countries, institutes, authors, and journal distribu-
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tion, in an effort to discover plant proteomics research progress in and outside China. [ Result] Plant proteomics research literature published in
the past five years increased sharply. The US played a leading role in the field of Plant proteomics research in the world. It had made a great pro-
gress in Plant proteomics research in the past years in China, but was still lagging behind developed countries. Structural proteomics, subcellular
proteomics, plant response to stress proteomics, and protein-protein interaction proteomics, post-translational modifications proteomics were the
focuses of plant proteomics research in the world. Meanwhile, subcellular proteomics and modification-specific proteomics were the focuses of re-
search in China. [ Conclusion] The research of plant proteomics in China has been progressing rapidly, but is still lagging behind its international

peers.
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