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30 Procleave: Predicting Protease-specific Substrate Cleavage Sites by Combining Sequence and
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Twenty years of bioinformatics research for protease-specific substrate and cleavage site prediction:
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37 Algorithms for Finding Small Attractors in Boolean Networks. Eurasip Journal on Bioinformatics and
Systems Biology, 2007, 2007, 1-13. 1.4 58
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42 ON CONSTRUCTION OF STOCHASTIC GENETIC NETWORKS BASED ON GENE EXPRESSION SEQUENCES.
International Journal of Neural Systems, 2005, 15, 297-310. 3.2 49

43 Prediction of RNA secondary structure with pseudoknots using integer programming. BMC
Bioinformatics, 2009, 10, S38. 1.2 49
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71 Network control principles for identifying personalized driver genes in cancer. Briefings in
Bioinformatics, 2020, 21, 1641-1662. 3.2 29
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Bioinformatics, 2003, 19, ii58-ii65. 1.8 23

84 Identification of novel DNA repair proteins via primary sequence, secondary structure, and homology.
BMC Bioinformatics, 2009, 10, 25. 1.2 23

85 A grammatical approach to RNAâ€“RNA interaction prediction. Pattern Recognition, 2009, 42, 531-538. 5.1 23

86 Determining Associations between Human Diseases and non-coding RNAs with Critical Roles in
Network Control. Scientific Reports, 2015, 5, 14577. 1.6 23

87 A Mathematical Model for the Detection Mechanism of DNA Double-Strand Breaks Depending on
Autophosphorylation of ATM. PLoS ONE, 2009, 4, e5131. 1.1 22

88 Approximation and parameterized algorithms for common subtrees and edit distance between
unordered trees. Theoretical Computer Science, 2013, 470, 10-22. 0.5 22

89 On control of singleton attractors in multiple Boolean networks: integer programming-based
method. BMC Systems Biology, 2014, 8, S7. 3.0 22

90 Critical evaluation of<i>in silico</i>methods for prediction of coiled-coil domains in proteins.
Briefings in Bioinformatics, 2016, 17, 270-282. 3.2 22



7

Tatsuya Akutsu

# Article IF Citations

91 On determining the congruence of point sets in d dimensions. Computational Geometry: Theory and
Applications, 1998, 9, 247-256. 0.3 21

92 Title is missing!. Journal of Combinatorial Optimization, 1999, 3, 321-336. 0.8 21

93 Two complementary representations of a scale-free network. Physica A: Statistical Mechanics and Its
Applications, 2005, 349, 349-363. 1.2 21

94 A probabilistic model for mining labeled ordered trees: capturing patterns in carbohydrate sugar
chains. IEEE Transactions on Knowledge and Data Engineering, 2005, 17, 1051-1064. 4.0 21

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.

0.3 21

96 Tree Edit Distance Problems: Algorithms and Applications to Bioinformatics. IEICE Transactions on
Information and Systems, 2010, E93-D, 208-218. 0.4 20
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100
Circulating Exosomal miRNA Profiles Predict the Occurrence and Recurrence of Hepatocellular
Carcinoma in Patients with Direct-Acting Antiviral-Induced Sustained Viral Response. Biomedicines,
2019, 7, 87.

1.4 20

101 Efficient tree-matching methods for accurate carbohydrate database queries. Genome Informatics,
2003, 14, 134-43. 0.4 20

102 Fast and accurate database homology search using upper bounds of local alignment scores.
Bioinformatics, 2005, 21, 912-921. 1.8 19

103 Inferring a graph from path frequency. Discrete Applied Mathematics, 2012, 160, 1416-1428. 0.5 19

104 COMPARISON AND ENUMERATION OF CHEMICAL GRAPHS. Computational and Structural Biotechnology
Journal, 2013, 5, e201302004. 1.9 19

105 Prediction of heterotrimeric protein complexes by two-phase learning using neighboring kernels. BMC
Bioinformatics, 2014, 15, S6. 1.2 19

106 Network controllability analysis of intracellular signalling reveals viruses are actively controlling
molecular systems. Scientific Reports, 2019, 9, 2066. 1.6 19

107 Stochastic simulation of Boolean rxncon models: towards quantitative analysis of large signaling
networks. BMC Systems Biology, 2015, 9, 45. 3.0 18

108 Identifying a Probabilistic Boolean Threshold Network From Samples. IEEE Transactions on Neural
Networks and Learning Systems, 2018, 29, 869-881. 7.2 18



8

Tatsuya Akutsu

# Article IF Citations

109 Approximate string matching with don't care characters. Information Processing Letters, 1995, 55,
235-239. 0.4 17

110 Structure of n-clique networks embedded in a complex network. Physica A: Statistical Mechanics and
Its Applications, 2007, 380, 665-672. 1.2 17

111 COMPOUND ANALYSIS VIA GRAPH KERNELS INCORPORATING CHIRALITY. Journal of Bioinformatics and
Computational Biology, 2010, 08, 63-81. 0.3 17

112 A clique-based method for the edit distance between unordered trees and its application to analysis of
glycan structures. BMC Bioinformatics, 2011, 12, S13. 1.2 17

113 Rtips: fast and accurate tools for RNA 2D structure prediction using integer programming. Nucleic
Acids Research, 2012, 40, W29-W34. 6.5 17

114 A Clique-Based Method Using Dynamic Programming for Computing Edit Distance Between Unordered
Trees. Journal of Computational Biology, 2012, 19, 1089-1104. 0.8 17

115 Finding optimal degenerate patterns in DNA sequences. Bioinformatics, 2003, 19, ii206-ii214. 1.8 16

116 A relation between edit distance for ordered trees and edit distance for Euler strings. Information
Processing Letters, 2006, 100, 105-109. 0.4 16

117 Prediction of Protein Folding Rates from Structural Topology and Complex Network Properties. IPSJ
Transactions on Bioinformatics, 2010, 3, 40-53. 0.2 16

118 Comparing biological networks via graph compression. BMC Systems Biology, 2010, 4, S13. 3.0 16

119 Efficient Enumeration of Stereoisomers of Outerplanar Chemical Graphs Using Dynamic Programming.
Journal of Chemical Information and Modeling, 2011, 51, 2788-2807. 2.5 16

120 Analysis on critical nodes in controlling complex networks using dominating sets. , 2013, , . 16

121 Complex network-based approaches to biomarker discovery. Biomarkers in Medicine, 2016, 10, 621-632. 0.6 16

122 Algorithms for Inference, Analysis and Control of Boolean Networks. Lecture Notes in Computer
Science, 2008, , 1-15. 1.0 16

123 Inferring a Graph from Path Frequency. Lecture Notes in Computer Science, 2005, , 371-382. 1.0 15

124 Approximating Tree Edit Distance through String Edit Distance. Algorithmica, 2010, 57, 325-348. 1.0 15
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Scientific Reports, 2017, 7, 14361. 1.6 8

171 Analysis of Critical and Redundant Vertices in Controlling Directed Complex Networks Using
Feedback Vertex Sets. Journal of Computational Biology, 2018, 25, 1071-1090. 0.8 8

172
Identification of the Structure of a Probabilistic Boolean Network From Samples Including
Frequencies of Outcomes. IEEE Transactions on Neural Networks and Learning Systems, 2019, 30,
2383-2396.

7.2 8
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186 A Mixed Integer Linear Programming Formulation to Artificial Neural Networks. , 2019, , . 7

187 On the approximation of largest common subtrees and largest common point sets. Lecture Notes in
Computer Science, 1994, , 405-413. 1.0 7

188 An Improved Algorithm for Detecting a Singleton Attractor in a Boolean Network Consisting of
AND/OR Nodes. Lecture Notes in Computer Science, 2008, , 216-229. 1.0 7

189 Integer Programming-Based Method for Designing Synthetic Metabolic Networks by Minimum Reaction
Insertion in a Boolean Model. PLoS ONE, 2014, 9, e92637. 1.1 7

190 Recent Advances in Predicting Functional Impact of Single Amino Acid Polymorphisms: A Review of
Useful Features, Computational Methods and Available Tools. Current Bioinformatics, 2013, 8, 161-176. 0.7 7

191 Enumerating Stereoisomers of Tree Structured Molecules Using Dynamic Programming. Lecture Notes
in Computer Science, 2009, , 14-23. 1.0 7

192 Point matching under non-uniform distortions and protein side chain packing based on an efficient
maximum clique algorithm. Genome Informatics, 2002, 13, 143-52. 0.4 7

193 Matching of Spots in 2D Electrophoresis Images. Point Matching Under Non-uniform Distortions.
Lecture Notes in Computer Science, 1999, , 212-222. 1.0 6

194 Dynamic Programming Algorithms and Grammatical Modeling for Protein Beta-Sheet Prediction.
Journal of Computational Biology, 2009, 16, 945-957. 0.8 6

195 Flux balance impact degree: a new definition of impact degree to properly treat reversible reactions in
metabolic networks. Bioinformatics, 2013, 29, 2178-2185. 1.8 6

196
Finding optimal control policy in probabilistic Boolean Networks with hard constraints by using
integer programming and dynamic programming. International Journal of Data Mining and
Bioinformatics, 2013, 7, 321.

0.1 6

197 On the complexity of finding a largest common subtree of bounded degree. Theoretical Computer
Science, 2015, 590, 2-16. 0.5 6

198 Comparison of Pseudoknotted RNA Secondary Structures by Topological Centroid Identification and
Tree Edit Distance. Journal of Computational Biology, 2020, 27, 1443-1451. 0.8 6



13

Tatsuya Akutsu

# Article IF Citations

199 A New Integer Linear Programming Formulation to the Inverse QSAR/QSPR for Acyclic Chemical
Compounds Using Skeleton Trees. Lecture Notes in Computer Science, 2020, , 433-444. 1.0 6

200 Integer programming-based method for grammar-based tree compression and its application to pattern
extraction of glycan tree structures. BMC Bioinformatics, 2010, 11, S4. 1.2 5

201 Discriminative random field approach to prediction of protein residue contacts. , 2011, , . 5

202 A quadsection algorithm for grammar-based image compression. Integrated Computer-Aided
Engineering, 2012, 19, 23-38. 2.5 5

203 Singleton and 2-periodic attractors of sign-definite Boolean networks. Information Processing
Letters, 2012, 112, 35-38. 0.4 5

204 BREADTH-FIRST SEARCH APPROACH TO ENUMERATION OF TREE-LIKE CHEMICAL COMPOUNDS. Journal of
Bioinformatics and Computational Biology, 2013, 11, 1343007. 0.3 5

205 Survival Analysis by Penalized Regression and Matrix Factorization. Scientific World Journal, The,
2013, 2013, 1-11. 0.8 5

206 Novel Bioinformatics Approaches for Analysis of High-Throughput Biological Data. BioMed Research
International, 2014, 2014, 1-3. 0.9 5

207 Discrimination of singleton and periodic attractors in Boolean networks. Automatica, 2017, 84,
205-213. 3.0 5

208 On the number of driver nodes for controlling a Boolean network when the targets are restricted to
attractors. Journal of Theoretical Biology, 2019, 463, 1-11. 0.8 5

209 Controllability Methods for Identifying Associations Between Critical Control ncRNAs and Human
Diseases. Methods in Molecular Biology, 2019, 1912, 289-300. 0.4 5

210 An FVS-based Approach to Attractor Detection in Asynchronous Random Boolean Networks. IEEE/ACM
Transactions on Computational Biology and Bioinformatics, 2020, PP, 1-1. 1.9 5

211 An Inverse QSAR Method Based on a Two-Layered Model and Integer Programming. International
Journal of Molecular Sciences, 2021, 22, 2847. 1.8 5

212 A Polynomial-Time Algorithm for Computing the Maximum Common Subgraph of Outerplanar Graphs
of Bounded Degree. Lecture Notes in Computer Science, 2012, , 76-87. 1.0 5

213 A Method for the Inverse QSAR/QSPR Based on Artificial Neural Networks and Mixed Integer Linear
Programming. , 2020, , . 5

214 An O(1.787 n )-Time Algorithm for Detecting a Singleton Attractor in a Boolean Network Consisting of
AND/OR Nodes. Lecture Notes in Computer Science, 2007, , 494-505. 1.0 5

215 On the approximation of protein threading. , 1997, , . 4

216 Managing and analyzing carbohydrate data. SIGMOD Record, 2004, 33, 33-38. 0.7 4



14

Tatsuya Akutsu

# Article IF Citations

217 Identification of metabolic units induced by environmental signals. Bioinformatics, 2006, 22, e375-e383. 1.8 4

218 Analyses and Algorithms for Predecessor and Control Problems for Boolean Networks of Bounded
Indegree. IPSJ Transactions on Bioinformatics, 2008, 1, 23-34. 0.2 4

219 Finding optimal control policy in Probabilistic Boolean Networks with hard constraints by using
integer programming and dynamic programming. , 2010, , . 4

220 An Improved Clique-Based Method for Computing Edit Distance between Unordered Trees and Its
Application to Comparison of Glycan Structures. , 2011, , . 4

221 Efficient Exponential Time Algorithms for Edit Distance between Unordered Trees. Lecture Notes in
Computer Science, 2012, , 360-372. 1.0 4

222
Theoretical estimation of metabolic network robustness against multiple reaction knockouts using
branching process approximation. Physica A: Statistical Mechanics and Its Applications, 2013, 392,
5525-5535.

1.2 4

223 Archaeal<i>Î²</i>diversity patterns under the seafloor along geochemical gradients. Journal of
Geophysical Research G: Biogeosciences, 2014, 119, 1770-1788. 1.3 4

224 Discrimination of attractors with noisy nodes in Boolean networks. Automatica, 2021, 130, 109630. 3.0 4

225 A novel method for inference of acyclic chemical compounds with bounded branch-height based on
artificial neural networks and integer programming. Algorithms for Molecular Biology, 2021, 16, 18. 0.3 4

226 Algorithms for determining the geometrical congruity in two and three dimensions. Lecture Notes in
Computer Science, 1992, , 279-288. 1.0 4

227 On the Complexity of the Maximum Common Subgraph Problem for Partial k-Trees of Bounded Degree.
Lecture Notes in Computer Science, 2012, , 146-155. 1.0 4

228 Breast Cancer Subtype by Imbalanced Omics Data through A Deep Learning Fusion Model. , 2020, , . 4

229 An Overview of Bioinformatics Methods for Analyzing Autism Spectrum Disorders. Current
Pharmaceutical Design, 2020, 25, 4552-4559. 0.9 4

230 On the complexity of deriving score functions from examples for problems in molecular biology.
Lecture Notes in Computer Science, 1998, , 832-843. 1.0 3

231 Selecting Informative Genes for Cancer Classification Using Gene Expression Data. , 2003, , 79-91. 3

232 FAST ALGORITHMS FOR COMPARISON OF SIMILAR UNORDERED TREES. International Journal of
Foundations of Computer Science, 2006, 17, 703-729. 0.8 3

233 Genetic Regulatory Networks. Eurasip Journal on Bioinformatics and Systems Biology, 2007, 2007, 1-2. 1.4 3

234 DYNAMIC PROGRAMMING ALGORITHMS FOR RNA STRUCTURE PREDICTION WITH BINDING SITES. , 2009, ,
98-107. 3



15

Tatsuya Akutsu

# Article IF Citations

235 Predicting functional impact of single amino acid polymorphisms by integrating sequence and
structural features. , 2011, , . 3

236 An Efficient Method of Computing Impact Degrees for Multiple Reactions in Metabolic Networks with
Cycles. IEICE Transactions on Information and Systems, 2011, E94-D, 2393-2399. 0.4 3

237 Analysis of the impact degree distribution in metabolic networks using branching process
approximation. Physica A: Statistical Mechanics and Its Applications, 2012, 391, 379-387. 1.2 3

238 Stability and restoration phenomena in competitive systems. Progress of Theoretical and Experimental
Physics, 2013, 2013, . 1.8 3

239 An Efficient Data Assimilation Schema for Restoration and Extension of Gene Regulatory Networks
Using Time-Course Observation Data. Journal of Computational Biology, 2014, 21, 785-798. 0.8 3

240 Efficient exponential-time algorithms for edit distance between unordered trees. Journal of Discrete
Algorithms, 2014, 25, 79-93. 0.7 3

241 Grammar-based compression approach to extraction of common rules among multiple trees of
glycans and RNAs. BMC Bioinformatics, 2015, 16, 128. 1.2 3

242 Enumeration method for tree-like chemical compounds with benzene rings and naphthalene rings by
breadth-first search order. BMC Bioinformatics, 2016, 17, 113. 1.2 3

243 Weighted minimum feedback vertex sets and implementation in human cancer genes detection. BMC
Bioinformatics, 2021, 22, 143. 1.2 3

244 New and improved algorithms for unordered tree inclusion. Theoretical Computer Science, 2021, 883,
83-98. 0.5 3

245
A Novel Method for the Inverse QSAR/QSPR to Monocyclic Chemical Compounds Based on Artificial
Neural Networks and Integer Programming. Transactions on Computational Science and
Computational Intelligence, 2021, , 641-655.

0.3 3

246 On determining the congruity of point sets in higher dimensions. Lecture Notes in Computer Science,
1994, , 38-46. 1.0 3

247 Extracting boolean and probabilistic rules from trained neural networks. Neural Networks, 2020, 126,
300-311. 3.3 3

248 INFERRING A CHEMICAL STRUCTURE FROM A FEATURE VECTOR BASED ON FREQUENCY OF LABELED PATHS
AND SMALL FRAGMENTS. , 2007, , . 3

249 Efficient extraction of mapping rules of atoms from enzymatic reaction data. , 2003, , . 3

250 On Finding a Fixed Point in a Boolean Network with Maximum Indegree 2. IEICE Transactions on
Fundamentals of Electronics, Communications and Computer Sciences, 2009, E92-A, 1771-1778. 0.2 3

251
On the Complexity of Inference and Completion of Boolean Networks from Given Singleton
Attractors. IEICE Transactions on Fundamentals of Electronics, Communications and Computer
Sciences, 2013, E96.A, 2265-2274.

0.2 3

252 Logic-based approach to expert systems in chemistry. Knowledge-Based Systems, 1991, 4, 103-116. 4.0 2



16

Tatsuya Akutsu

# Article IF Citations

253 On PAC learnability of functional dependencies. New Generation Computing, 1994, 12, 359-374. 2.5 2

254 Rapid protein fragment search using hash functions based on the Fourier transform. Bioinformatics,
1997, 13, 357-364. 1.8 2

255 A Simple Greedy Algorithm for Finding Functional Relations: Efficient Implementation and Average
Case Analysis. Lecture Notes in Computer Science, 2000, , 86-98. 1.0 2

256 Performance Analysis of a Greedy Algorithm for Inferring Boolean Functions. Lecture Notes in
Computer Science, 2003, , 114-127. 1.0 2

257 Integer programming-based approach to allocation of reporter genes for cell array analysis.
International Journal of Bioinformatics Research and Applications, 2008, 4, 385. 0.1 2

258 Efficient computation of impact degrees for multiple reactions in metabolic networks with cycles. ,
2009, , . 2

259 Kernel Methods for Chemical Compounds: From Classification to Design. IEICE Transactions on
Information and Systems, 2011, E94-D, 1846-1853. 0.4 2

260 Exact and Heuristic Methods for Network Completion for Time-Varying Genetic Networks. BioMed
Research International, 2014, 2014, 1-13. 0.9 2

261 Network Completion for Static Gene Expression Data. Advances in Bioinformatics, 2014, 2014, 1-9. 5.7 2

262 Domain-Based Approaches to Prediction and Analysis of Protein-Protein Interactions. International
Journal of Knowledge Discovery in Bioinformatics, 2014, 4, 24-41. 0.8 2

263 Genomic data assimilation using a higher moment filtering technique for restoration of gene
regulatory networks. BMC Systems Biology, 2015, 9, 14. 3.0 2

264 Host-Pathogen Protein Interaction Prediction Based on Local Topology Structures of a Protein
Interaction Network. , 2016, , . 2

265 Finding Influential Genes Using Gene Expression Data and Boolean Models of Metabolic Networks. ,
2016, , . 2

266 Maximum margin classifier working in a set of strings. Proceedings of the Royal Society A:
Mathematical, Physical and Engineering Sciences, 2016, 472, 20150551. 1.0 2

267 A likelihood-free filtering method via approximate Bayesian computation in evaluating biological
simulation models. Computational Statistics and Data Analysis, 2016, 94, 63-74. 0.7 2

268 Computing Minimum Reaction Modifications in a Boolean Metabolic Network. IEEE/ACM Transactions
on Computational Biology and Bioinformatics, 2018, 15, 1853-1862. 1.9 2

269 Optimal string clustering based on a Laplace-like mixture and EM algorithm on a set of strings.
Journal of Computer and System Sciences, 2019, 106, 94-128. 0.9 2

270 ReCGBM: a gradient boosting-based method for predicting human dicer cleavage sites. BMC
Bioinformatics, 2021, 22, 63. 1.2 2



17

Tatsuya Akutsu

# Article IF Citations

271 Approximate string matching with don't care characters. Lecture Notes in Computer Science, 1994, ,
240-249. 1.0 2

272 An Efficient Algorithm for Generating Colored Outerplanar Graphs. , 2007, , 573-583. 2

273 Constant Factor Approximation of Edit Distance of Bounded Height Unordered Trees. Lecture Notes in
Computer Science, 2009, , 7-17. 1.0 2

274
Exact Algorithms for Finding a Minimum Reaction Cut under a Boolean Model of Metabolic Networks.
IEICE Transactions on Fundamentals of Electronics, Communications and Computer Sciences, 2010,
E93-A, 1497-1507.

0.2 2

275 Domain-Based Prediction and Analysis of Protein-Protein Interactions. , 2009, , 29-44. 2

276 On PAC learnability of functional dependencies. Lecture Notes in Computer Science, 1993, , 229-239. 1.0 2

277 Attractor detection and enumeration algorithms for Boolean networks. Computational and
Structural Biotechnology Journal, 2022, 20, 2512-2520. 1.9 2

278 ALGORITHMS FOR POINT SET MATCHING WITH k-DIFFERENCES. International Journal of Foundations of
Computer Science, 2006, 17, 903-917. 0.8 1

279 A Grammatical Approach to RNA-RNA Interaction Prediction. AIP Conference Proceedings, 2007, , . 0.3 1

280 On the complexity of deriving position specific score matrices from positive and negative sequences.
Discrete Applied Mathematics, 2007, 155, 676-685. 0.5 1

281 Measuring the Similarity of Protein Structures Using Image Compression Algorithms. IEICE
Transactions on Information and Systems, 2011, E94-D, 2468-2478. 0.4 1

282 Protein complex prediction via improved verification methods using constrained domain-domain
matching. International Journal of Bioinformatics Research and Applications, 2012, 8, 210. 0.1 1

283 Predicting protein-RNA residue-base contacts using two-dimensional conditional random field. , 2012, ,
. 1

284 Network Completion for Time Varying Genetic Networks. , 2013, , . 1

285 Measuring the similarity of protein structures using image local feature descriptors SIFT and SURF. ,
2014, , . 1

286 Chapter 5: Theory and Method of Completion for a Boolean Regulatory Network Using Observed Data.
Science, Engineering, and Biology Informatics, 2014, , 123-145. 0.1 1

287 Parallelization of enumerating tree-like chemical compounds by breadth-first search order. BMC
Medical Genomics, 2015, 8, S15. 0.7 1

288 Intelligent Informatics in Translational Medicine. BioMed Research International, 2015, 2015, 1-2. 0.9 1



18

Tatsuya Akutsu

# Article IF Citations

289 Similar Subtree Search Using Extended Tree Inclusion. IEEE Transactions on Knowledge and Data
Engineering, 2015, 27, 3360-3373. 4.0 1

290 Enumeration Method for Structural Isomers Containing User-Defined Structures Based on
Breadth-First Search Approach. Journal of Computational Biology, 2016, 23, 625-640. 0.8 1

291 Intelligent Informatics in Translational Medicine 2016. BioMed Research International, 2017, 2017, 1-2. 0.9 1

292 Deep Learning with Evolutionary and Genomic Profiles for Identifying Cancer Subtypes. , 2018, , . 1

293 Resource Cut, a New Bounding Procedure to Algorithms for Enumerating Tree-Like Chemical Graphs.
IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2019, 16, 77-90. 1.9 1

294 Improved Hardness of Maximum Common Subgraph Problems on Labeled Graphs of Bounded Treewidth
and Bounded Degree. International Journal of Foundations of Computer Science, 2020, 31, 253-273. 0.8 1

295 An Inverse QSAR Method Based on Decision Tree and Integer Programming. Lecture Notes in Computer
Science, 2021, , 628-644. 1.0 1

296 On the Distribution of Successor States in Boolean Threshold Networks. IEEE Transactions on Neural
Networks and Learning Systems, 2022, 33, 4147-4159. 7.2 1

297 Uncovering and classifying the role of driven nodes in control of complex networks. Scientific
Reports, 2021, 11, 9627. 1.6 1

298 On the Complexity of Deriving Position Specific Score Matrices from Examples. Lecture Notes in
Computer Science, 2002, , 168-177. 1.0 1

299 Finding Minimum Reaction Cuts of Metabolic Networks Under a Boolean Model. , 0, , 240-258. 1

300 Latent Topic Extraction from Relational Table for Record Matching. Lecture Notes in Computer
Science, 2009, , 449-456. 1.0 1

301 Approximation and Exact Algorithms for RNA Secondary Structure Prediction and Recognition of
Stochastic Context-Free Languages. Lecture Notes in Computer Science, 1998, , 338-347. 1.0 1

302
A Fixed-Parameter Algorithm for Detecting a Singleton Attractor in an AND/OR Boolean Network with
Bounded Treewidth. IEICE Transactions on Fundamentals of Electronics, Communications and
Computer Sciences, 2015, E98.A, 384-390.

0.2 1

303 Identification of periodic attractors in Boolean networks using a priori information. PLoS
Computational Biology, 2022, 18, e1009702. 1.5 1

304 Integer programming-based method for completing signaling pathways and its application to analysis
of colorectal cancer. Genome Informatics, 2010, 24, 193-203. 0.4 1

305 Molecular Design Based on Artificial Neural Networks, Integer Programming and Grid Neighbor
Search. , 2021, , . 1

306 Computational and Statistical Methods in Bioinformatics. Lecture Notes in Computer Science, 2005, ,
11-33. 1.0 0



19

Tatsuya Akutsu

# Article IF Citations

307 Selecting Informative Genes for Cancer Classification Using Gene Expression Data. , 2006, , 75-88. 0

308 Finding Incoming Global States in Boolean Networks. , 2007, , . 0

309 INTEGER PROGRAMMING-BASED METHOD FOR COMPLETING SIGNALING PATHWAYS AND ITS APPLICATION TO
ANALYSIS OF COLORECTAL CANCER. , 2010, , . 0

310 A Variational Bayesian EM Algorithm for Tree Similarity. , 2010, , . 0

311 Matrix Network: A New Data Structure for Efficient Enumeration of Microstates of a Genetic
Regulatory Network. Journal of Information Processing, 2015, 23, 804-813. 0.3 0

312 On observability of attractors in Boolean Networks. , 2015, , . 0

313 Similar subtree search using extended tree inclusion. , 2016, , . 0

314 On the parameterized complexity of associative and commutative unification. Theoretical Computer
Science, 2017, 660, 57-74. 0.5 0

315 Selected Papers from the 16th International Conference on Bioinformatics (InCoB 2017). Journal of
Bioinformatics and Computational Biology, 2017, 15, 1702003. 0.3 0

316 Euler String-Based Compression of Tree-Structured Data and its Application to Analysis of RNAs.
Current Bioinformatics, 2018, 13, 25-33. 0.7 0

317 Algorithms for Analysis and Control of Boolean Networks. Lecture Notes in Computer Science, 2018, ,
3-7. 1.0 0

318 Enumerating Chemical Mono-Block 3-Augmented Trees with Two Junctions. , 2018, , . 0

319 On the Compressive Power of Boolean Threshold Autoencoders. IEEE Transactions on Neural
Networks and Learning Systems, 2023, 34, 921-931. 7.2 0

320 An Improved Integer Programming Formulation for Inferring Chemical Compounds with Prescribed
Topological Structures. Lecture Notes in Computer Science, 2021, , 197-209. 1.0 0

321 Probabilistic Critical Controllability Analysis of Protein Interaction Networks Integrating Normal
Brain Ageing Gene Expression Profiles. International Journal of Molecular Sciences, 2021, 22, 9891. 1.8 0

322 Inferring a Union of Halfspaces from Examples. Lecture Notes in Computer Science, 2002, , 117-126. 1.0 0

323 Algorithms for Point Set Matching with k-Differences. Lecture Notes in Computer Science, 2004, ,
249-258. 1.0 0

324 Algorithmic Aspects of Protein Threading. , 2006, , 118-135. 0



20

Tatsuya Akutsu

# Article IF Citations

325 A NOVEL CLUSTERING METHOD FOR ANALYSIS OF BIOLOGICAL NETWORKS USING MAXIMAL COMPONENTS
OF GRAPHS. , 2007, , . 0

326 Prediction of Protein Beta-Sheets: Dynamic Programming versus Grammatical Approach. Lecture Notes
in Computer Science, 2008, , 66-77. 1.0 0

327 ANALYSIS AND PREDICTION OF NUTRITIONAL REQUIREMENTS USING STRUCTURAL PROPERTIES OF
METABOLIC NETWORKS AND SUPPORT VECTOR MACHINES. , 2010, , . 0

328 A Quadsection Algorithm for Grammar-Based Image Compression. Lecture Notes in Computer Science,
2010, , 234-248. 1.0 0

329 A DYNAMIC PROGRAMMING ALGORITHM TO PREDICT SYNTHESIS PROCESSES OF TREE-STRUCTURED
COMPOUNDS WITH GRAPH GRAMMAR. , 2010, , . 0

330 Finding Conserved Regions in Protein Structures Using Support Vector Machines and Structure
Alignment. Lecture Notes in Computer Science, 2012, , 233-242. 1.0 0

331 On the Complexity of Finding a Largest Common Subtree of Bounded Degree. Lecture Notes in
Computer Science, 2013, , 4-15. 1.0 0

332 Algorithms for Inferring Genetic Networks.. Seibutsu Butsuri, 1999, 39, 381-385. 0.0 0

333 Enumerating Naphthalene Isomers of Tree-like Chemical Graphs. , 2016, , . 0

334 Grammar-based Compression for Directed and Undirected Generalized Series-parallel Graphs using
Integer Linear Programming. , 2018, , . 0

335 Domain-Based Approaches to Prediction and Analysis of Protein-Protein Interactions. , 2019, , 406-427. 0

336 Analysis of Boolean Networks and Boolean Models of Metabolic Networks. , 2019, , 141-158. 0

337 Finding Minimum Reaction Cuts of Metabolic Networks Under a Boolean Model Using Integer
Programming and Feedback Vertex Sets. , 0, , 774-791. 0

338 æ©Ÿæ¢°å¦ç¿’QSARã•®æ•´æ•°è¨ˆç”»æ³•ã•«åŸºã•¥ã••é€†è§£æž•æ³•. Journal of Computer Chemistry Japan, 2021, 20, 106-111.0.0 0

339 A Method for Molecular Design Based on Linear Regression and Integer Programming. , 2022, , . 0

340 A new approach to the design of acyclic chemical compounds using skeleton trees and integer linear
programming. Applied Intelligence, 0, , . 3.3 0


