FiR-FEBUXL
EAXKT
ARERKE RPHEMR Y 7 — BEERZIMA £HiFRHNARRE
*M7FE9A1H

Publishing and activities, Daisuke Tominaga, Meiji Pharmaceutical University, 2025 February 1.
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« "Logarithmic Quadratic Regression Model for Early Periods of COVID-19 Epidemic Count
Data", Daisuke Tominaga, Archives of Clinical and Biomedical Research, Vol. 5, No. 5, pp.
763-793, 2021.10.

- "Mathematical Model for Small Size Time Series Data of Bacterial Secondary Metabolic
Pathways", Daisuke Tominaga, Hideo Kawaguchi, Yoshimi Hori, Tomohisa Hasunuma, Chi-
aki Ogino and Sachiyo Aburatani, Bioinformatics and Biology Insights, Vol. 12, pp. 1-7,
2018.5.

- "Linear and Nonlinear Regression for Combinatorial Optimization Problem of Multiple
Transgenesis", Daisuke Tominaga, Kazuki Mori, Sachiyo Aburatani, IPSJ Transactions on
Bioinformatics, Vol. 9, pp. 7-11, 2016.3.

- "Statistical stage transition detection method for small sample gene expression time se-
ries data", Daisuke Tominaga, Mathematical Biosciences, Vol. 254, pp. 58-63, 2014.7.

- "Periodicity detection method for small-sample time series datasets", Daisuke Tominaga,
Bioinformatics and Biology Insights, Vol. 4, pp. 127-136, 2010.11.

- "Judgment Algorithm for Periodicity of Time Series Data based on Bayesian Information
Criterion", Daisuke Tominaga, Katsuhisa Horimoto, Journal of Bioinformatics and Compu-
tational Biology, Vol. 6, No. 4, pp 747-757, 2008.8.

- "High-throughput Automated Image Processing System for Cell Array Observations”,
Daisuke Tominaga, Fukumi Iguchi, Katsuhisa Horimoto, Yutaka Akiyama, IPSJ Transac-
tions on Bioinformatics, Vol. 48, No. SIG 17(TBIO 3), pp. 1-7, 2007.11.

- "Inference of Scale-free Networks From Gene Expression Time Series", Daisuke Tomina-
ga, Paul Horton, Journal of Bioinformatics and Computational Biology, Vol. 4, No. 2, pp.
503-514, 2006.4.

[EffEE EZHAD BIEEE]
- "Estimate hidden dynamic profiles of siRNA effect on apoptosis”, Takanori Ueda, Daisuke
Tominaga, Noriko Araki, Tomohiro Yoshikawa, BMC Bioinformatics, vol. 14, 97, 2013.3.
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- "Inter-tissue glycan heterogeneity: site-specific glycoform analysis of mouse tissue N-gly-
coproteomes using MS1-based glycopeptide detection method assisted by lectin mi-
croarray", Chiaki Nagai-Okatani, Azusa Tomioka, Daisuke Tominaga, Hiroaki Sakaue, At-
sushi Kuno, Hiroyuki Kaji, Analytical and Bioanalytical Chemistry, 417:973-988, 2025.2.

- "GRable Version 1.0: A Software Tool for Site-Specific Glycoform Analysis With Improved
MS1-Based Glycopeptide Detection With Parallel Clustering and Confidence Evaluation
With MS2 Information”, Chiaki Nagai-Okatani, Daisuke Tominaga, Azusa Tomioka, Hiroaki
Sakaue, Norio Goda, Shigeru Ko, Atsushi Kuno, and Hiroyuki Kaji, Molecular and Cellular



Proteomics, volume 23, issue 9, 100833, https://doi.org/10.1016/j.mcpro.2024.100833,
2024.9.

- "Rapid Quantification of Microvessels of Three-Dimensional Blood-Brain Barrier Model
Using Optical Coherence Tomography and Deep Learning Algorithm", Huiting Zhang,
Dong-Hee Kang, Marie Piantino, Daisuke Tominaga, Takashi Fujimura, Noriyuki Nakatani,
J. Nicholas Taylor , Tomomi Furihata, Michiya Matsusaki, Satoshi Fujita, Biosensors, vol-
ume 13, 818, https://doi.org/10.3390/bios13080818, 2023.8.

. "Cortical transcriptome analysis after spinal cord injury reveals the regenerative mecha-
nism of central nervous system in CRMP2 knock-in mice", Ayaka Sugeno, Wenhui Piao,
Miki Yamazaki, Kiyofumi Takahashi, Koji Arikawa, Hiroko Matsunaga, Masahito Hosokawa,
Daisuke Tominaga, Yoshio Goshima, Haruko Takeyama, Toshio Ohshima, Neural Regener-
ation Research, vol. 16, issue 7, pp. 1258-1265, 2020.12.

« "MFSPSSMpred: identifying short disorder-to-order binding regions in disordered pro-
teins based on contextual local evolutionary conservation”, Chun Fang, Tamotsu Noguchi,
Daisuke Tominaga and Hayato Yamana, BMC Bioinformatics, vol. 14, 300, 2013.10.

- "Two-way AIC: detection of differentially expressed genes from large scale microarray
meta-dataset’, Koki Tsuyuzaki, Daisuke Tominaga, Yeondae Kwon, Satoru Miyazaki, BMC
Genomics, vol. 14(Suppl 2), S9, 2013.2.

- "Dynamic modeling of genetic networks using genetic algorithm and S-system", Shinich
Kikuchi, Daisuke Tominaga, Masanori Arita, Katsutoshi Takahashi, Masaru Tomita, Bioin-
formatics, vol. 19, No. 5, pp. 643-650, 2003.3.

- "Detecting outlying samples in microarray data: A critical assessment of the effect of
outliers on sample classification", Koji Kadota, Daisuke Tominaga, Yutaka Akiyama, Katsu-
toshi Takahashi, CBI Journal, Vol. 3, No. 1, pp. 30-45, 2003.7.

- "Nonlinear Numerical Optimization with Use of a Hybrid Genetic Algorithm Incorporated
the Modified Powell Method", Masahiro Okamoto, Taisuke Nonaka, Shuichiro Ochiai,
Daisuke Tominaga, Applied Mathematics and Computation, Vol. 91, pp. 63-72 1998.

- "Design of Virtual-Labo-System for Metabolic Engineering: Development of Biochemical
Engineering System Analyzing Tool-KIT(BEST-KIT)", Masahiro Okamoto, Yoshimitsu Mori-
ta, Daisuke Tominaga, Kouji Tanaka, Noriaki Kinoshita, Jun-lchi Ueno, Yuichi Miura, Yukihi-
ro Maki, Yukihiro Eguchi, Computers Chemical Engineering, Vol. 21, S745-S750, 1997.

[EREE EHED FHE]
- "FERE (inverse problem) ROz DEBEEMNF7ILTY X L%z AW L RITIERFBERELF
EDRE", EXKN, MAER, (EFEITEHXE, Vol. 25, No. 2, pp. 220-225, 1999.3.
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. "Analysis of network dynamics including hidden variables by symbolic-numeric approach”,
Daisuke Tominaga, Yasuhito Tokumoto, Masahiko Nakatsui, Fuyan Sun, Jun Miyake, Kat-
suhisa Horimoto, Proceedings of the 2nd International Symposium on Optimization and
Systems Biology, pp. 243-248, 2008.10.

- "Judgment algorithm for detection of periodicity and its application", Daisuke Tominaga,
Katsuhisa Horimoto, Proceedings of the 3rd Moscow Conference on Computational Mol-
ecular Biology, pp. 296-297, 2007.7.

« "Symbolic approach for dynamical analysis of biological network modules", Daisuke Tomi-
naga, Katsuhisa Horimoto, The 11th World Multi-Conference on Systemics, Cybernetics
and Informatics Proceedings, Vol. 4, pp. 25-29, 2007.7



- "Development of automated image processing procedure for cell-arrays"”, Daisuke TOMI-
NAGA, Fukumi Iguchi, Yutaka Akiyama, Katsuhisa HORIMOTO, The 11th World Multi-Con-
ference on Systemics, Cybernetics and Informatics Proceedings, Vol. 4, pp. 19-24,
2007.7.

« "Non-Arbitrary Judgment Algorithm for Periodicity of Time Series", Daisuke Tominaga,
Paul Horton, The 10th World Multi-Conference on Systemics, Cybernetics and Informat-
ics Proceedings, Vol. 4, pp. 17-22, 2006.7.

. "Optimization of S-system models for quantitative time-developing gene networks",
Daisuke Tominaga, Paul Horton, Proceedings of the Moscow Conference on Computa-
tional Molecular Biology, pp. 82-83, 2005.7.

- "Distributed Genetic Algorithm for Inference of Biological Scale-Free Network Structure”,
Daisuke Tominaga, Katsutoshi Takahashi, Yutaka Akiyama, High Performance Computing,
LNCS 2858, No. 214, pp. 214-221, 2003.10.

- "Towards a System for the Inference of Large Scale Genetic Networks: Efficient Numeri-
cal Optimization Algorithm Based on Genetic Algorithm for Inverse Problem"”, Daisuke
Tominaga, Masahiro Okamoto, Nobuto Koga, Yukihiro Maki, Shoji Watanabe, Yukihiro
Eguchi, IPSJ Symposium Series, Vol. 2000, No. 5, pp. 29-37, 2000

- "Efficient Numerical Optimization Algorithm Based on Genetic Algorithm for Inverse Prob-
lem", Daisuke Tominaga, Nobuto Koga, Masahiro Okamoto, Proceedings of Genetic and
Evolutionary Computation Conference (GECCO 2000), pp. 252-258, 2000.

- "Inference Algorithm for Interaction Mechanism in Genetic Network Using Experimentally
Observed Time-course Data", Daisuke Tominaga, Masahiro Okamoto, Yukihiro Maki, Shoji
Watanabe, Yukihiro Eguchi, Proceedings of the 2nd International Workshop on Advanced
Genomics, Vol. 1, pp. 76-76, 1999.

- "Nonlinear Numerical Optimization Technique Based on a Genetic Algorithm for Inverse
Problems: Towards the Inference of Genetic Networks", Daisuke Tominaga, Masahiro
Okamoto, Yukihiro Maki, Shoji Watanabe, Yukihiro Eguchi, Proceeding of German Confer-
ence on Bioinformatics '99, pp. 127-140, 1999.

- "Design of Canonical Model Describing Complex Nonlinear Dynamics", Daisuke Tominaga,
Masahiro Okamoto, Proceeding of 7th International Conference on Computer Ap-
plications in Biotechnology, pp. 85-90, 1998.

- "Discovery of a Skeletal Network Describing Complex Nonlinear Dynamics: Optimized Es-
sential Model for Temporal Input-Output Matching”, Daisuke Tominaga, Jun-Ichi Ueno,
Yuichi Miura, Masahiro Okamoto, In: Proceedings of fourth International Conference on
Soft Computing (lizuka ‘96), Tutorials, Vol. 2, pp. 65-80, World Scientific, New Jersey,
1996.
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.- "Development of a System for the Inference of Large Scale Genetic Networks", Yukihiro
Maki, Daisuke Tominaga, Masahiro Okamoto, Shoji Watanabe, Yukihiro Eguchi, Proceed-
ings of Pacific Symposium on Biocomputing 2001 (PSB2001) pp. 446-458, 2001.

- "Towards a System for the Inference of Large Scale Genetic Networks: Efficient Numeri-
cal Optimization Algorithm Based on Genetic Algorithm for Inverse Problem”, Masahiro
Okamoto, Daisuke Tominaga, Nobuto Koga, Yukihiro Maki, Shoji Watanabe, Yukihiro
Eguchi, IPSJ Symposium Series, Vol. 2000, No. 5, pp. 29-37, 2000.

- "Toward a Virtual-Labo-System for Metabolic Engineering: Development of Biochemical
Engineering System Analyzing Tool-KIT(BEST-KIT)", Masahiro Okamoto, Yoshimitsu Mori-
ta, Daisuke Tominaga, Kouji Tanaka, Noriaki Kinoshita, Jun-lchi Ueno, Yuichi Miura, Yukihi-



ro Maki, Yukihiro Eguchi, Proceeding of Pacific Symposium on Biocomputing '97 (ed. by
R.B. Altman, A.K. Dunker, L. Hunter, T.E. Klein, World Scientific, New Jersey, pp. 304-315,
1997.1.

- "Nonlinear Numerical Optimization with Use of a Hybrid Genetic Algorithm Incorporated

[E

the Modified Powell Method", Masahiro Okamoto, Taisuke Nonaka, Shuichiro Ochiai,
Daisuke Tominaga, Proceedings of International Symposium on Artificial Life and
Robotics, pp. 89-92, 1996.
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"BIHBEOERMA AERETIVIC K DEIT", EXKRN, BRUWEBZSMAFTERS, Vol.2012-BIO-
30, No.6, pp. 1-6, 2012.

- "A symbolic-numeric approach for estimation of kinetic constants in a bi-fan network

module from gene expression time series", Daisuke Tominaga, Yasuhito Tokumoto,
Masahiko Nakatsui, Fuyan Sun, Jun Miyake, Katsuhisa Horimoto, Proceesings of The
2008 Annual Conference of the Japanese Society for Bioinformatics (JSBi2008), 2008.

- "R LA DI DARREBEGRLIES AT LD, XK, BABX, BRLBEZMFTERS,

Vol. 2007, No. 21, pp. 57-62, 2007.3.

- "BENBHIMEEZ KL RWERIT — 5 OFHEHIEE", EKKM, Paul Horton, IR HRALEZ S

RS, Vol. 2006, No. 13, pp. 17-23, 2006.5.

MY UNRNVBRBERRINT IS DELCFEDHEEETY V", BKRN, BAICHEIEZSE

LEEFHE, pp. 346-347, 2004.9.

< "EEAR Y T =0 OEIEHETE DT DS-systemETIL DOFEEHIRN ERBIL", ERKKN, BEHRL

HERMEER S, vol. 2003, No. 122, pp. 25-28, 2003.12.

- "ERRRIGR D Tc 6 DERNIFRZERBERBLE", BXKRN, BB, MPSY VRY U LARXE,

[

Vol. 2003, No. 2, pp. 185-188, 2003.1.

ALSEBREH BEHGL JEEE @EH)
"Two-wayAIC: ¥4V A7 LA T—F ICE DK RIRELHBECETFRBOHFR", BIHIARK, BXK
N, BEX, BIBE, BRMEZSMMERS, Vol.2011-BIO-27, No.4, pp. 1-6, 2011.

"REBINGA =Y ZFEY 5S-systemZz AW RARE FAI", FitE—, BRKN, BHIER, B

3

RLBZSMRRS HEEET )L EHERR) |, No. 37, pp. 13-18, 2001.11.
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"EFREROBEREEE", EXAN, WaERKEMRLE, 545, 2025.

- "Statistical stage transition detection method for small sample gene expression time se-

ries data", Daisuke Tominaga, Global Medical Discovery, February 5, 2015.

"BEROEOSDOBRIE", EXKRN, NAAYAITVREAVF AR —, Vol. 71, No. 3, p. 239,

2013.5.

< "ERRATEEILSNTVS/INRY o1 DHEE", EXAN, BABX, BITRA, =%, BRI =—1—

2, No. 207 BIff#, pp. 4-5, 2009.5.

- "Symbolic Computation Approach for Dynamics Gene Regulatory Network Modules",

Daisuke Tominaga, Hiroshi Yoshida, Katsuhisa Horimoto, The FEBS Journal Vol. 275 (Spe-
cial issue for the Joint Symposium of 33rd FEBS Congress and 11th IMBMB
Conference), Supplement 1, p. 433, 2008.

- "B TFHEEOHIEREROBBIETE -SRITIFHRERERBCF EDORFE-", EXKRMN, AIST Today,

Vol. 3, No. 12, 2003.3.
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- "Efficient numerical optimization method for inference of interaction network structure”,
EAXKAN, BIEEF, Proceedings of the Australian Society for Biochemistry and Molecular
Biology, pp. POS-2-017, 2001.10.
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- The 11th World Multi-Conference on Systemics, Cybernetics and Informatics Proceed-
ings, 2007.7, International Institute of Informatics and Systemics

FRER

[OsEHRFK EE =]

- "Estimation of a virtual active pathway from time series data and metabolic pathway
maps", Daisuke Tominaga, Hideo Kawaguchi, Yoshimi Hori, Tomohisa Hasunuma, Sachiyo
Aburatani, The 39th annual meeting of the molecular biology society of Japan (MBS;]
2016), Yokohama, Japan. (2016.12, Poster)

- "Prediction of gene combinations to produce high performance micro-organisms",
Daisuke Tominaga, Kabuki Mori, Sachiyo Aburatani, The 38th annual meeting of the mol-
ecular biology society of Japan (MBSj 2015), Kobe, Japan. (2015.12, Oral/Poster)

- "Prediction of gene combinations for optimal transgenics", Daisuke Tominaga, Kazuki
Mori and Sachiyo Aburatani, Informatics in Biology, Medicine and Pharmacology 2015
(IBMP2015), Kyoto, Japan. (2015.10, Poster)

- "RBF network model for combinatorial problems of multiple transgenes", Daisuke Tomi-
naga, Kazuki Mori and Sachiyo Aburatani, Synthetic Metabolic Pathway, Mathematical
System Analysis and Design of Bio-inspired System, Joint 14th Symposium of Biochemi-
cal Systems Theory (BST2015), Fukuoka, Japan. (2015.9, Oral)

- "Prediction of gene combinations for optimal transgenics”, Daisuke Tominaga, Kazuki
Mori and Sachiyo Aburatani, GIW/InCoB 2015, Tokyo, Japan. (2015.9, Poster)

- "Multi-omics estimation on comprehensive measurement of gene expression levels to
identify stress response pathways", Daisuke Tominaga, Sachiyo Aburatani, Healthinfor-
matics 2015, Valencia, Spain. (2015.7, Oral)

- "Statistical stage transition detection method for small sample gene expression time se-
ries data", Daisuke Tominaga, GIW/ISCB Asia 2014, Tokyo, Japan. (2014.12, Poster)

- "Statistical Detection of Stage Transitions in development of Caenorhabditis Elegans”,
Daisuke Tominaga, The 37th annual meeting of the molecular biology society of Japan
(MBSj 2014), Yokohama, Japan. (2014.11, Poster)



- "A Mathematical Approach to Analyze Dynamic Structural Changes of Gene Regulatory
Networks", Daisuke Tominaga, Metabolomics 2014, Tsuruoka, Japan. (2014.3, Poster)

- "Effects of Hyper Gravity on Stress Response Pathways in Mouse Brain", Daisuke Tomi-
naga, Sachiko Inubushi, Atsuko Homma, Toshimasa Ochiai, Yoshinobu Ohira, Mitsuhiro
Yoshioka, The 34th Annual International Gravitational Physiology Meeting, Toyohashi,
Japan. (2013.6, Oral)

- "Analysis of Dynamic Changes of Regulatory Intensities in Gene Networks", Daisuke Tom-
inaga, FSSB’13 (Frontiers in Systems and Synthetic Biology '13), Atlanta, U.S.A. (2013.3,
Oral)

- "Estimation of the Optimal Stage Division on Gene Expression Time Series", Daisuke Tom-
inaga, ISCB-Asia/SCCG 2012 (Joint symposium of the International Society for Computa-
tional Biology and ShenZhen Conference on Computational Genomics), ShenZhen, China.
(2012.12, Poster)

- "An algorithm for the optimal differentiation of stages of gene expression time series",
Daisuke Tominaga, Systems Biology: Global Regulation of Gene Expression, Cold Spring
Harbor, U.S.A. (2012.3, Poster)

- "Using Bayesian Network for the S-system Network Inference Method to Oscillating Time
Series Data", Daisuke Tominaga, Masahiko Nakatsui, The Xll International Congress on
Molecular Systems Biology, Lleida, Spain. (2011.5, Oral)

- "Optimal modeling method for small sample time series data for detection of state transi-
tion of cells", Daisuke Tominaga, SIG-BIO 2010 (The 23rd meeting of the special interest
group of bioinformatics, IPSJ), Fukuoka, Japan. (2010.12, Oral)

- "One Stop Detection System for Periodicity on Short Length Time Series Data", Daisuke
Tominaga, JSBi 2010 (The annual meeting of Japanese society of bioinformatics), Fukuo-
ka, Japan. (2010.12, Poster)

- "Periodicity detection method for short length time series data", Daisuke Tominaga,
Sachiyo Aburatani, BMB 2010 (Joint symposium of the 33rd annual meeting of Molecular
Biology Society of Japan and The 83rd annual meeting of the Japanese biochemical so-
ciety), Kobe, Japan. (2010.12, Poster)

- "Periodicity Detection Method for Small Sampled Time Series Data of Gene Expression
Levels", Daisuke Tominaga, CBI 2010 (Chem-Bio Informatics Society annual meeting),
Tokyo, Japan. (2010.10, Oral and Poster)

- "Fourier Based Periodicity Detection Method for Short Length Time Series Data", Daisuke
Tominaga, Computational Biology Research Center Workshop 2010 (in BiWO (Bioinfor-
matics Week in Odaiba) 2010), Tokyo, Japan. (2010.7, Oral and Poster)

- "Comparison of Detection Methods for Circadian Periodicity of Gene Expression Levels",
Daisuke Tominaga, BIT Life Sciences’ 2nd Annual World Vaccine Congress 2010, Beijing,
China. (2010.3, Poster)

- "Comparison of Fourier Based Methods for Detection of Periodic Gene Expression”,
Daisuke Tominaga, Asian Young Researchers' Conference on Computational and Omics
Biology, Tainan, Taiwan, R. O. C.. (2010.3, Poster)

. "Periodicity judgment based on Bayesian information criterion and discrete Fourier trans-
form", Daisuke Tominaga, Paul Horton, Katsuhisa Horimoto, CBRC 2009, Tokyo, Japan.
(2009.12, Poster)

- "A symbolic-numeric approach for estimation of kinetic constants in a bi-fan network
module from gene expression time series", Daisuke Tominaga, Yasuhito Tokumoto,
Masahiko Nakatsui, Fuyan Sun, Jun Miyake, Katsuhisa Horimoto, The 2008 Annual Con-



ference of the Japanese Society for Bioinformatics (JSBi2008), Toyonaka, Japan.
(2008.12, Poster)

- "Analysis of network dynamics including hidden variables by symbolic-numeric approach”,
Daisuke Tominaga, Yasuhito Tokumoto, Masahiko Nakatsui, Fuyan Sun, Jun Miyake, Kat-
suhisa Horimoto, The 2nd International Symposium on Optimization and Systems Biology,
Lijiang, China. (2008.10, Oral)

« "Symbolic Computation Approach for Dynamics Gene Regulatory Network Modules",
Daisuke Tominaga, Hiroshi Yoshida, Katsuhisa Horimoto, The Joint Symposium of 33rd
FEBS Congress and 11th IMBMB Conference, Athens, Greece. (2008.6, Poster)

- "Judgment algorithm for detection of periodicity and its application", Daisuke Tominaga,
Katsuhisa Horimoto, Moscow Conference on Computational Molecular Biology (MCCMB
'07), Moscow, Russia. (2007.7, Oral)

« "Symbolic approach for dynamical analysis of biological network modules", Daisuke Tomi-
naga, Katsuhisa Horimoto, The 11th World Multi-Conference on Systemics, Cybernetics
and Informatics, Orlando, U.S.A. (2007.7, Oral)

- "Development of automated image processing procedure for cell-arrays", Daisuke TOMI-
NAGA, Fukumi Iguchi, Yutaka Akiyama, Katsuhisa HORIMOTO, The 11th World Multi-Con-
ference on Systemics, Cybernetics and Informatics, Orlando, U.S.A. (2007.7, Oral)

- "An S-system Application for Mammalian Circadian Clock System", Daisuke Tominaga,
Katsuhisa Horimoto, The 17th International Conference on Genome Informatics (GIW
2006), Yokohama, Japan. (2006.12. Poster)

- "Non-Arbitrary Judgment Algorithm for Periodicity of Time Series", Daisuke Tominaga,
Paul Horton, The 10th World Multi-Conference on Systemics, Cybernetics and Informat-
ics, Orlando, U.S.A. (2006.7, Oral)

+ "Non-arbitrary Judgment Algorithm for Periodicity of Time Series Data", Daisuke Tomina-
ga, Paul Horton, The Fourth Asia Pacific Bioinformatics Conference, Taipei, Taiwan.
(2006.2, Poster)

- "Analysis for time-course profiles of transcription arrays", Daisuke Tominaga, 15th In-
ternational Workshop on Genome Informatics, Yokohama, Japan. (2004.12, Poster)

- "Piccolo: Non-arbitrary periodicity judgment of time-series data based on BIC and DFT",
Daisuke Tominaga, Paul Horton, The Pacific Symposium on Biocomputing 2006. Maui,
U.S.A. (2006.1, Poster)

- "Non-arbitrary judgment for periodicity of time-series data by an information criterion
and discrete Fourier transform", Daisuke Tominaga, Paul Horton, The 16th International
Conference on Genome Informatics, Yokohama, Japan. (2005.12, Poster)

- "Non-arbitrary judgment for periodicity of time-series data", Daisuke Tominaga, Paul Hor-
ton, International Symposium on Computational Biology Bioinformatics 2005, Tokyo,
Japan. (2005.10, Poster)

- "Non-arbitrary judgment for periodicity of time-series data", Daisuke Tominaga, Paul Hor-
ton, CBRC 2005 (CBRC Annual Meeting), Tokyo, Japan. (2005.10, Poster)

- "Optimization of S-system models for quantitative time-developing gene networks”,
Daisuke Tominaga, Paul Horton, MCCMB '05, Moscow, Russia, (2005.7, Oral)

- "Analysis system for gene expression time-series data", Daisuke Tominaga, Beyond the
Identification of Transcribed Sequences: Functional, Expression and Evolutionary Analysis
-14th International Workshop, Kisarazu, Japan. (2004.10, Poster)

- "Analysis System for Gene Expression Time-series Data", Daisuke Tominaga, 8th In-
ternational Conference on Molecular Systems Biology, California, U.S.A. (2004.8, Poster)



- "Network Analysis and Data Processing System for Gene Expression Time-series Data",
Daisuke Tominaga, 12th International Symposium on Intelligent Systems for Molecular
Biology, Glasgow, UK. (2004.7, Poster)

- "Distributed Genetic Algorithm for Inference of Biological Scale-Free Network Structure”,
Daisuke Tominaga, Katsutoshi Takahashi, Yutaka Akiyama, 5th International Symposium
on High Performance Computing, Tokyo, Japan. (2003.10, Oral)

- "Nonlinear numerical optimization algorithm using system dynamics", Daisuke Tominaga,
Katsutoshi Takahashi, The VIIth International Symposium for Biochemical Systems Theo-
ry, Averoy, Norway. (2002.6, Poster)

. "Inference algorithm for gene regulatory network from time-course data based on real
value genetic algorithm", Daisuke Tominaga, Katsutoshi Takahashi, Pacific symposium on
biocomputing 2002, Kauai, U.S.A. (2002.1, Poster)

. "Efficient numerical optimization method for inference of interaction network structure”,
Daisuke Tominaga, Katsutoshi Takahashi, 2nd Pacific Rim Conference on Proteomics,
Canberra, Australia (2001.10, Poster)

- "Inference Algorithm for Interaction Mechanism in Genetic Network Using Experimentally
Observed Time-course Data", Daisuke Tominaga, Masahiro Okamoto, Yukihiro Maki, Shoji
Watanabe, Yukihiro Eguchi, The 2nd International Workshop on Advanced Genomics,
Chiba, Japan. (1999, Poster)

- "Nonlinear Numerical Optimization Technique Based on a Genetic Algorithm for Inverse
Problem: Towards the Inference of Genetic Networks", Daisuke Tominaga, Masahiro
Okamoto, Yukihiro Maki, Shoji Watanabe, Yukihiro Eguchi, German Conference on Bioin-
formatics '99, Hannover, Germany. (1999, Oral)

- "Design of Canonical Model Describing Complex Nonlinear Dynamics", Daisuke Tominaga,
Masahiro Okamoto, The 7th Internationall Conference on Computer Applications in
Biotechnology, Osaka, Japan. (1998, Oral)

« "Optimization Method for Nonlinear System Model in Power-law formalism: Towards the
Estimation of Large Number of Real valued Parameters for Inverse Problem", Daisuke
Tominaga, Masahiro Okamoto, International Symposium on Power-Law Modeling of Bio-
logical Systems, Oeiras, Portugal. (1998, Oral)

- "Discovery of Reaction Network Describing Complex Nonlinear Dynamics: Essential Model
for Temporal Input-Output Matching", Daisuke Tominaga, Masahiro Okamoto, The 9th
Symposium on Chemical Engineering: Kyushu-Tagjon/Chungnam, Miyazaki, Japan. (1997,
Oral)

- "Discovery of a Skeletal Network Describing Complex Nonlinear Dynamics: Optimized Es-
sential Model for Temporal Input-Output Matching”, Daisuke Tominaga, Jun-ichi Ueno,
Yuchi Miura, Masahiro Okamoto, Tutorials of the 4th International Conference on Soft
Computing (IZUKA '96), lizuka, Japan. (1996, Oral)
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- "Investigation of placental barrier mechanism against SARS-CoV-2 infection during the
second trimester by tandem mass tag system", Kazuhide Takada, Yuichiro Hirata, Ryo
Maekawa, Seiya Ozono, Quang Duy Trinh, Yoshinori Takeda, Daisuke Tominaga, Noriko M
Tsuji, Hideto Yamada, Tadaki Suzuki, Satoshi Hayakawa, Shihoko Komine-Aizawa, The
44th Annual Meeting of the Americal Society for Reproductive Immunology, St. Paul,
Minnesota, U. S. A (2025.5.17).

- "Roles of IFI6 and G3BP1 in placenta against SARS-CoV-2 infection during the second
trimester”, Kazuhide Takada, Yuichiro Hirata, Ryo Maekawa, Seiya Ozono, Quang Duy



Trinh, Yoshinori Takeda, Daisuke Tominaga, Noriko M Tsuji, Hideto Yamada, Tadaki Suzuki,
Satoshi Hayakawa, Shihoko Komine-Aizawa, The 4th International Symposium of Clinical
Immunology, Shizuoka, Japan (2025.5.15).
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