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Journal of Chemical Information and Modeling, 2016, 56, 510-516. 2.5 17
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21 Data, information, knowledge and principle: back to metabolism in KEGG. Nucleic Acids Research, 2014,
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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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35 Evaluation method for the potential functionome harbored in the genome and metagenome. BMC
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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Journal of Lipid Research, 2008, 49, 183-191. 2.0 150
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Protein Architecture. Molecular Biology and Evolution, 2008, 25, 1395-1404. 3.5 48
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133 Application of a new probabilistic model for recognizing complex patterns in glycans. Bioinformatics,
2004, 20, i6-i14. 1.8 13

134 The KEGG resource for deciphering the genome. Nucleic Acids Research, 2004, 32, 277D-280. 6.5 4,093

135 Response to Oxidative Stress Involves a Novel Peroxiredoxin Gene in the Unicellular Cyanobacterium
Synechocystis sp. PCC 6803. Plant and Cell Physiology, 2004, 45, 290-299. 1.5 110

136 Integrative Annotation of 21,037 Human Genes Validated by Full-Length cDNA Clones. PLoS Biology,
2004, 2, e162. 2.6 290

137 Clustering under the line graph transformation: application to reaction network. BMC
Bioinformatics, 2004, 5, 207. 1.2 14

138 Computational Assignment of the EC Numbers for Genomic-Scale Analysis of Enzymatic Reactions.
Journal of the American Chemical Society, 2004, 126, 16487-16498. 6.6 120

139 KCaM (KEGG Carbohydrate Matcher): a software tool for analyzing the structures of carbohydrate
sugar chains. Nucleic Acids Research, 2004, 32, W267-W272. 6.5 95

140 Using protein motif combinations to update KEGG pathway maps and orthologue tables. Genome
Informatics, 2004, 15, 266-75. 0.4 6

141 Extraction of species-specific glycan substructures. Genome Informatics, 2004, 15, 69-81. 0.4 5

142 Clustering of database sequences for fast homology search using upper bounds on alignment score.
Genome Informatics, 2004, 15, 93-104. 0.4 7

143 Extraction of phylogenetic network modules from prokayrote metabolic pathways. Genome
Informatics, 2004, 15, 249-58. 0.4 12

144
Development of a Chemical Structure Comparison Method for Integrated Analysis of Chemical and
Genomic Information in the Metabolic Pathways. Journal of the American Chemical Society, 2003, 125,
11853-11865.

6.6 423



10

Minoru Kanehisa

# Article IF Citations
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