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Analysis of citation features in bioinformatics database literature studies
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Abstract ; Using literature data from Web of Science as the research sample, we briefly summarize the trend of
bioinformatics database research to provide reference for theory research and practice activities and to promote the
development of bioinformatics database research. Then we use information visualization tools named CiteSpace to
display the knowledge sources and research focuses. The results show that the earliest literature was Basic local
alignment search tool by Altschul SF in 1990; the research focuses include sequence databases, genome database,
classification database, protein database, database updates, integration system, etc.
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Fig.3 The time sequence knowledge map of early founding documents in bioinformatics database study
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Fig4 The knowledge map of highly cited documents in bioinformatics database study
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Table 1 The literatures with high centrality in bioinformatics database study
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1 254 0.87 1997 Altschul SF Gapped BLAST and PSI-BLAST: a new generation of protein database search programs
2 68 0.45 2004 Batema A The Pfam protein families database
3 207 0.40 2000 Ashburne M Gene ontology ; tool for the unification of biology. The Gene Ontology Consortium
4 17 0.37 2008 Finn RD The Pfam protein families database
5 34 0.35 2013 Apweiler R Gene Ontology annotations and resources.
6 43 0.33 2009 Bairoch The Universal Protein Resource ( UniProt) 2009.
7 57 0.31 2010 Finn RD The Pfam protein families database
8 44 0.30 2011 Rose PW The RCSB Protein Data Bank; redesigned web site and web services
9 164 0.29 2000 Berman HM The Protein Data Bank.
10 54 0.29 2003 Mulder NJ The InterPro Database, 2003 brings increased coverage and new features
11 55 0.25 2012 Punta M The Pfam protein families database
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