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249 communications Biology, 2021, 4, 343 74
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3 Estimation of linear and cyclic electron flows in photosynthesis based on C-metabolic flux analysis.
29 Journal of Bioscience and Bioengineering, 2021, 131, 277-282 33 4
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Thioredoxin pathway in Anabaena sp. PCC 7120: activity of NADPH-thioredoxin reductase C.
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Flux balance analysis of cyanobacteria reveals selective use of photosynthetic electron transport

220 components under different spectral lightltonditions. Photosynthesis Research, 2020, 143, 31-43 37 12
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Effect of precise control of flux ratio between the glycolytic pathways on mevalonate production in
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Magnesium starvation improves production of malonyl-CoA-derived metabolites in Escherichia coli.
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Targeted proteome analysis of microalgae under high-light conditions by optimized protein
extraction of photosynthetic organisms. Journal of Bioscience and Bioengineering, 2019, 127, 394-402 33 4

Application of adaptive laboratory evolution to overcome a flux limitation in an Escherichia coli
production strain. Biotechnology and Bioengineering, 2018, 115, 1542-1551

Metabolic flux of the oxidative pentose phosphate pathway under low light conditions in L
Synechocystis sp. PCC 6803. Journal of Bioscience and Bioengineering, 2018, 126, 38-43 59 4

Metabolic engineering of mevalonate-producing Escherichia coli strains based on thermodynamic
analysis. Metabolic Engineering, 2018, 47, 1-9

Expression of Saccharomyces cerevisiae cDNAs to enhance the growth of non-ethanol-producing
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Integrated Analysis of the Transcriptome and Metabolome of Corynebacterium glutamicum during
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Transcriptome analysis of the cyanobacterium Synechocystis sp. PCC 6803 and mechanisms of
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Optimal C-labeling of glycerol carbon source for precise flux estimation in Escherichia coli. Journal
of Bioscience and Bioengineering, 2018, 125, 301-305 5
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S-adenosyl-L-methionine production. Microbial Cell Factories, 2018, 17, 82 49
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metabolomics and C-labeling. Applied Microbiology and Biotechnology, 2018, 102, 8909-8920

Omics-Integrated Approach for Metabolic State Analysis of Microbial Processes 2017, 213-236

Control of Microbial Processes 2017, 237-258
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Metabolic engineering of Synechocystis sp. PCC 6803 for enhanced ethanol production based on

188 flux balance analysis. Bioprocess and Biosystems Engineering, 2017, 40, 791-796 37 31

Metabolic impact of nutrient starvation in mevalonate-producing Escherichia coli. Bioresource
Technology, 2017, 245, 1634-1640

The RB-IL-6 axis controls self-renewal and endocrine therapy resistance by fine-tuning

186 mitochondrial activity. Oncogene, 2017, 36, 5145-5157 92 24

Heterologous expression of bacterial phosphoenol pyruvate carboxylase and Entner-Doudoroff
pathway in Saccharomyces cerevisiae for improvement of isobutanol production. Journal of
Bioscience and Bioengineering, 2017, 124, 263-270

Prediction of Cross-resistance and Collateral Sensitivity by Gene Expression profiles and Genomic

184 Mutations. Scientific Reports, 2017, 7, 14009 49 21

Identification of alcohol stress tolerance genes of sp. PCC 6803 using adaptive laboratory
evolution. Biotechnology for Biofuels, 2017, 10, 307

Pulmonary Tumor Thrombotic Microangiopathy - Antemortem Diagnosis With Pulmonary Artery
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Learning from quantitative data to understand central carbon metabolism. Biotechnology Advances,
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Metabolic engineering of isopropyl alcohol-producing Escherichia coli strains with C-metabolic flux

180 analysis. Biotechnology and Bioengineering, 2017, 114, 2782-2793 49 15

Metabolic Flux Analysis of the Synechocystis sp. PCC 6803 BrtABCD Mutant Reveals a Mechanism
for Metabolic Adaptation to Nitrogen-Limited Conditions. Plant and Cell Physiology, 2017, 58, 537-545

3 C-metabolic Flux analysis for mevalonate-producing strain of Escherichia coli. Journal of Bioscience
17 and Bioengineering, 2017, 123, 177-182 335
Prediction of Hopeless Peptides Unlikely to be Selected for Targeted Proteome Analysis. Mass

Spectrometry, 2017, 6, AO056

16 Targeted proteome analysis of single-gene deletion strains of Saccharomyces cerevisiae lacking ;
7% enzymes in the central carbon metabolism. PLoS ONE, 2017, 12, e0172742 37 13
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Journal of Cardiology, 2016, 223, 337-339

Enhancement of 1,5-diaminopentane production in a recombinant strain of Corynebacterium

174 glutamicum by Tween 40 addition. Journal of General and Applied Microbiology, 2016, 62, 42-5 5 12

GC-MS/MS survey of collision-induced dissociation of tert-butyldimethylsilyl-derivatized amino
acids and its application to (13)C-metabolic flux analysis of Escherichia coli central metabolism.
Analytical and Bioanalytical Chemistry, 2016, 408, 6133-40

Positive effects of proline addition on the central metabolism of wild-type and lactic

172 acid-producing Saccharomyces cerevisiae strains. Bioprocess and Biosystems Engineering, 2016, 39, 171 1-67

Glutamic Acid Fermentation: Discovery of Glutamic Acid-Producing Microorganisms, Analysis of the

Production Mechanism, Metabolic Engineering, and Industrial Production Process 2016, 339-360
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170 Metabolic Adaptation to Nutritional Stress in Human Colorectal Cancer. Scientific Reports, 2016, 6, 38415.9 39

Recent advances in amino acid production by microbial cells. Current Opinion in Biotechnology, 2016
,42,133-146

Investigation of useful carbon tracers for C-metabolic flux analysis of by considering five

168 experimentally determined flux distributions. Metabolic Engineering Communications, 2016, 3, 187-195
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Combinatorial deletions of glgC and phaCE enhance ethanol production in Synechocystis sp. PCC
6803. Journal of Biotechnology, 2016, 239, 13-19

Metabolome analysis of Saccharomyces cerevisiae and optimization of culture medium for

166 S-adenosyl-L-methionine production. AMB Express, 2016, 6, 38 41 17

(13)C-metabolic flux analysis in S-adenosyl-L-methionine production by Saccharomyces cerevisiae.
Journal of Bioscience and Bioengineering, 2015, 120, 532-8 33
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experiments and computer-aided simulations. Journal of Bioscience and Bioengineering, 2015, 120, 725-3343 9
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Absolute quantitation of glycolytic intermediates reveals thermodynamic shifts in Saccharomyces
cerevisiae strains lacking PFK1 or ZWF1 genes. Journal of Bioscience and Bioengineering, 2015, 120, 280-67

Effect of malic enzyme on ethanol production by Synechocystis sp. PCC 6803. Journal of Bioscience

160 and Bioengineering, 2015, 119, 82-4 33 13

Phenotypic convergence in bacterial adaptive evolution to ethanol stress. BMC Evolutionary Biology
, 2015, 15, 180

In Silico Metabolic Pathway Design and 13C-Based Metabolic Flux Analysis for Bio-Production.
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Metabolomic analysis of acid stress response in Saccharomyces cerevisiae. Journal of Bioscience and
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156 reaction monitoring mode based quantitative platform for analyzing multiple enzymes associated 55 W
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Construction of a Genome-Scale Metabolic Model of Arthrospira platensis NIES-39 and Metabolic

154 Design for Cyanobacterial Bioproduction. PLoS ONE, 2015, 10, e0144430 37 20

13 C-metabolic flux analysis in heterologous cellulase production by Bacillus subtilis

genome-reduced strain. Journal of Biotechnology, 2014, 179, 42-9
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coli. Applied and Environmental Microbiology, 2014, 80, 564-73
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in Escherichia coli. Microbial Cell Factories, 2014, 13, 64

3 Reliable Metabolic Flux Estimation in Escherichia coli Central Carbon Metabolism Using Intracellular
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Enhanced acetic acid and succinic acid production under microaerobic conditions by
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Anin silico platform for the design of heterologous pathways in nonnative metabolite production. 6
BMC Bioinformatics, 2012, 13, 93 3 9
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Improving protein secretion of a transglutaminase-secreting Corynebacterium glutamicum
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116 oligonucleotide microarrays. Journal of Bioscience and Bioengineering, 2010, 110, 602-7 33 27
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108 stress in Saccharomyces cerevisiae. FEMS Yeast Research, 2009, 9, 32-44 31 171

Analysis of stochasticity in promoter activation by using a dual-fluorescence reporter system.
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copolyester poly(3-hydroxybutyrate-co-4-hydroxybutyrate) production. Journal of Industrial
Microbiology and Biotechnology, 2008, 35, 1205-15
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3P354 Analysis of the relationship between noise in gene expression and the regulatory sturucture
in amino acid biosynthesis pathway(Others,Poster Presentations). Seibutsu Butsuri, 2007, 47, S291

Identification of target genes conferring ethanol stress tolerance to Saccharomyces cerevisiae

86 based on DNA microarray data analysis. Journal of Biotechnology, 2007, 131, 34-44 37

158

Physiological analysis of yeast cells by flow cytometry during serial-repitching of low-malt beer
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Analysis of Responses of Complex Bionetworks to Changes in Environmental Conditions. Lecture
Notes in Computer Science, 2004, 13-27 09

Nonisothermal Crystallization Kinetics of Biodegradable Random
Poly(3-hydroxybutyrate-co-3-hydroxyvalerate) and Block One. Journal of Chemical Engineering of
Japan, 2003, 36, 639-646

Clustering gene expression pattern and extracting relationship in gene network based on artificial

64 neural networks. Journal of Bioscience and Bioengineering, 2003, 96, 421-8 33 21

Interactions between Lactobacillus kefiranofaciens and Saccharomyces cerevisiae in mixed culture
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Classification of fermentation performance by multivariate analysis based on mean hypothesis
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