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13 KEGG as a reference resource for gene and protein annotation. Nucleic Acids Research, 2016, 44,
D457-D462. 6.5 5,435
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26 Molecular Network Analysis of Diseases and Drugs in KEGG. Methods in Molecular Biology, 2013, 939,
263-275. 0.4 79

27 Modular Architecture of Metabolic Pathways Revealed by Conserved Sequences of Reactions. Journal
of Chemical Information and Modeling, 2013, 53, 613-622. 2.5 73
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34 KEGG for integration and interpretation of large-scale molecular data sets. Nucleic Acids Research,
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Genomics, 2012, 13, 699. 1.2 65

36 Using the KEGG Database Resource. Current Protocols in Bioinformatics, 2012, 38, Unit1.12. 25.8 232
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41 iPath2.0: interactive pathway explorer. Nucleic Acids Research, 2011, 39, W412-W415. 6.5 322
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