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30 Procleave: Predicting Protease-specific Substrate Cleavage Sites by Combining Sequence and
Structural Information. Genomics, Proteomics and Bioinformatics, 2020, 18, 52-64. 6.9 71

31
Twenty years of bioinformatics research for protease-specific substrate and cleavage site prediction:
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39 HSEpred: predict half-sphere exposure from protein sequences. Bioinformatics, 2008, 24, 1489-1497. 4.1 53

40 On the approximation of largest common subtrees and largest common point sets. Theoretical
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Letters, 2010, 110, 565-569. 0.6 24
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95
Convolutional neural network approach to lung cancer classification integrating protein
interaction network and gene expression profiles. Journal of Bioinformatics and Computational
Biology, 2019, 17, 1940007.

0.8 21

96 Tree Edit Distance Problems: Algorithms and Applications to Bioinformatics. IEICE Transactions on
Information and Systems, 2010, E93-D, 208-218. 0.7 20
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125 Branch-and-Bound Algorithms for Enumerating Treelike Chemical Graphs with Given Path Frequency
Using Detachment-Cut. Journal of Chemical Information and Modeling, 2010, 50, 934-946. 5.4 15

126 Probabilistic controllability approach to metabolic fluxes in normal and cancer tissues. Nature
Communications, 2019, 10, 2725. 12.8 15



9

Tatsuya Akutsu

# Article IF Citations
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