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development in cassava. Plant Molecular Biology, 2022, 109, 249-269. 2.0 26
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4 Cassava mosaic disease and its management in Southeast Asia. Plant Molecular Biology, 2022, 109,
301-311. 2.0 18

5 Suppressed expression of starch branching enzyme 1 and 2 increases resistant starch and amylose
content and modifies amylopectin structure in cassava. Plant Molecular Biology, 2022, 108, 413-427. 2.0 8

6 Agrobacterium-mediated cassava transformation for the Asian elite variety KU50. Plant Molecular
Biology, 2022, 109, 271-282. 2.0 0

7 Sustained defense response via volatile signaling and its epigenetic transcriptional regulation. Plant
Physiology, 2022, 189, 922-933. 2.3 8

8 Transcriptional Association between mRNAs and Their Paired Natural Antisense Transcripts Following
Fusarium oxysporum Inoculation in Brassica rapa L.. Horticulturae, 2022, 8, 17. 1.2 8

9 Jasmonates and Histone deacetylase 6 activate Arabidopsis genome-wide histone acetylation and
methylation during the early acute stress response. BMC Biology, 2022, 20, 83. 1.7 5

10 Ethanol induces heat tolerance in plants by stimulating unfolded protein response. Plant Molecular
Biology, 2022, 110, 131-145. 2.0 6

11 Advances in Chemical Priming to Enhance Abiotic Stress Tolerance in Plants. Plant and Cell
Physiology, 2021, 61, 1995-2003. 1.5 46

12 Acetic-acid-induced jasmonate signaling in root enhances drought avoidance in rice. Scientific
Reports, 2021, 11, 6280. 1.6 23

13 Genome-wide analysis of long noncoding RNAs, 24-nt siRNAs, DNA methylation and H3K27me3 marks in
Brassica rapa. PLoS ONE, 2021, 16, e0242530. 1.1 8
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15 Transcriptome Analysis of Arabidopsis thaliana Plants Treated with a New Compound Natolen128,
Enhancing Salt Stress Tolerance. Plants, 2021, 10, 978. 1.6 6

16 Characterization of Histone H3 Lysine 4 and 36 Tri-methylation in Brassica rapa L.. Frontiers in Plant
Science, 2021, 12, 659634. 1.7 9
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Overexpression of nicotinamidase 3 (NIC3) gene and the exogenous application of nicotinic acid (NA)
enhance drought tolerance and increase biomass in Arabidopsis. Plant Molecular Biology, 2021, 107,
63-84.

2.0 14

18 Exogenous ethanol treatment alleviates oxidative damage of &lt;i&gt;Arabidopsis thaliana&lt;/i&gt;
under conditions of high-light stress. Plant Biotechnology, 2021, 38, 339-344. 0.5 8
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19 Roles of subcellular metal homeostasis in crop improvement. Journal of Experimental Botany, 2021, 72,
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Defective cytokinin signaling reprograms lipid and flavonoid gene-to-metabolite networks to mitigate
high salinity in <i>Arabidopsis</i>. Proceedings of the National Academy of Sciences of the United
States of America, 2021, 118, .

3.3 34

21 An efficient method of propagating cassava plants using aeroponic culture. Journal of Crop
Improvement, 2020, 34, 64-83. 0.9 5

22
Raf-like kinases CBC1 and CBC2 negatively regulate stomatal opening by negatively regulating plasma
membrane H+-ATPase phosphorylation in Arabidopsis. Photochemical and Photobiological Sciences,
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23 Transcriptomic analysis of root specific drought mediated response of G. arboreum and G. hirsutum.
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24 CIPK23 regulates blue lightâ€•dependent stomatal opening in <i>Arabidopsis thaliana</i>. Plant Journal,
2020, 104, 679-692. 2.8 18

25 Inhibition of mitochondrial complex I by the novel compound FSL0260 enhances high salinity-stress
tolerance in Arabidopsis thaliana. Scientific Reports, 2020, 10, 8691. 1.6 11

26 Cassava breeding and agronomy in Asia: 50 years of history and future directions. Breeding Science,
2020, 70, 145-166. 0.9 67

27 Metabolite and Phytohormone Profiling Illustrates Metabolic Reprogramming as an Escape Strategy of
Deepwater Rice during Partially Submerged Stress. Metabolites, 2020, 10, 68. 1.3 17

28 Comparative functional analyses of DWARF14 and KARRIKIN INSENSITIVEÂ 2 in drought adaptation of
<i>Arabidopsis thaliana</i>. Plant Journal, 2020, 103, 111-127. 2.8 58

29 Histone Modifications Form Epigenetic Regulatory Networks to Regulate Abiotic Stress Response.
Plant Physiology, 2020, 182, 15-26. 2.3 132

30 Cytosolic GLUTAMINE SYNTHETASE1;1 Modulates Metabolism and Chloroplast Development in Roots.
Plant Physiology, 2020, 182, 1894-1909. 2.3 25

31 The Dynamic Kaleidoscope of RNA Biology in Plants. Plant Physiology, 2020, 182, 1-9. 2.3 11

32 Editorial. Plant Molecular Biology, 2019, 100, 1-2. 2.0 0

33 Intracellular localization of histone deacetylase HDA6 in plants. Journal of Plant Research, 2019, 132,
629-640. 1.2 7

34 Long noncoding RNAs in Brassica rapa L. following vernalization. Scientific Reports, 2019, 9, 9302. 1.6 42

35 The histone modification H3 lysine 27 tri-methylation has conserved gene regulatory roles in the
triplicated genome of Brassica rapa L.. DNA Research, 2019, 26, 433-443. 1.5 25

36 Histone acetylation orchestrates wound-induced transcriptional activation and cellular
reprogramming in Arabidopsis. Communications Biology, 2019, 2, 404. 2.0 65
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37 RNA-Mediated Plant Behavior. Plant and Cell Physiology, 2019, 60, 1893-1896. 1.5 3

38 Transcriptome analysis of soybean (Glycine max) root genes differentially expressed in rhizobial,
arbuscular mycorrhizal, and dual symbiosis. Journal of Plant Research, 2019, 132, 541-568. 1.2 22

39 Recent advances in the characterization of plant transcriptomes in response to drought, salinity,
heat, and cold stress. F1000Research, 2019, 8, 658. 0.8 74

40 Biological Function of Changes in RNA Metabolism in Plant Adaptation to Abiotic Stress. Plant and
Cell Physiology, 2019, 60, 1897-1905. 1.5 27

41 Acetic Acid Treatment Enhances Drought Avoidance in Cassava (Manihot esculenta Crantz). Frontiers
in Plant Science, 2019, 10, 521. 1.7 65

42 Primed histone demethylation regulates shoot regenerative competency. Nature Communications,
2019, 10, 1786. 5.8 52

43 The Involvement of Long Noncoding RNAs in Response to Plant Stress. Methods in Molecular Biology,
2019, 1933, 151-171. 0.4 15

44 Transcriptome Analysis of the Hierarchical Response of Histone Deacetylase Proteins That Respond in
an Antagonistic Manner to Salinity Stress. Frontiers in Plant Science, 2019, 10, 1323. 1.7 13

45 The transport of essential micronutrients in rice. Molecular Breeding, 2019, 39, 1. 1.0 25

46 A regulatory module controlling stress-induced cell cycle arrest in Arabidopsis. ELife, 2019, 8, . 2.8 86

47 Cassava microRNAs and storage root development. Biologia Plantarum, 2019, 63, 193-199. 1.9 1

48 Identification of DNA methylated regions by using methylated DNA immunoprecipitation sequencing in
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49 Transcriptomic analysis of Arabidopsis thaliana plants treated with the Ky-9 and Ky-72 histone
deacetylase inhibitors. Plant Signaling and Behavior, 2018, 13, e1448333. 1.2 19
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Identifying the target genes of <scp>SUPPRESSOR OF GAMMA RESPONSE</scp> 1, a master transcription
factor controlling <scp>DNA</scp> damage response in <i>Arabidopsis</i>. Plant Journal, 2018, 94,
439-453.
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51 Monitoring Transcriptomic Changes in Soil-Grown Roots and Shoots of Arabidopsis thaliana
Subjected to a Progressive Drought Stress. Methods in Molecular Biology, 2018, 1761, 223-230. 0.4 3

52 Arabidopsis molybdenum cofactor sulfurase ABA3 contributes to anthocyanin accumulation and
oxidative stress tolerance in ABA-dependent and independent ways. Scientific Reports, 2018, 8, 16592. 1.6 43

53 RNA Regulation in Plant Cold Stress Response. Advances in Experimental Medicine and Biology, 2018,
1081, 23-44. 0.8 11

54 PtWOX11 acts as master regulator conducting the expression of key transcription factors to induce
de novo shoot organogenesis in poplar. Plant Molecular Biology, 2018, 98, 389-406. 2.0 21
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55 A rationally designed JAZ subtype-selective agonist of jasmonate perception. Nature Communications,
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56 The modulation of acetic acid pathway genes in Arabidopsis improves survival under drought stress.
Scientific Reports, 2018, 8, 7831. 1.6 59

57 AtPep3 is a hormone-like peptide that plays a role in the salinity stress tolerance of plants.
Proceedings of the National Academy of Sciences of the United States of America, 2018, 115, 5810-5815. 3.3 89

58 Regulation and Modification of the Epigenome for Enhanced Salinity Tolerance in Crop Plants. , 2018, ,
77-91. 10

59 The duration of ethanol-induced high-salinity stress tolerance in <i>Arabidopsis thaliana</i>. Plant
Signaling and Behavior, 2018, 13, 1-3. 1.2 3

60 Versatility of HDA19-deficiency in increasing the tolerance of Arabidopsis to different environmental
stresses. Plant Signaling and Behavior, 2018, 13, 1-4. 1.2 20

61 Genome-wide characterization of DNA methylation, small RNA expression, and histone H3 lysine nine
di-methylation in <i>Brassica rapa</i> L.. DNA Research, 2018, 25, 511-520. 1.5 25

62 Sustainable Management of Invasive Cassava Pests in Vietnam, Cambodia, and Thailand. , 2018, , 131-157. 4

63 Overexpression of oligouridylate binding protein 1b results in ABA hypersensitivity. Plant Signaling
and Behavior, 2017, 12, e1282591. 1.2 15

64 Paralogs and mutants show that one DMA synthase functions in iron homeostasis in rice. Journal of
Experimental Botany, 2017, 68, 1785-1795. 2.4 47

65 Live imaging of H3K9 acetylation in plant cells. Scientific Reports, 2017, 7, 45894. 1.6 15

66 The Distinct Roles of Class I and II RPD3-Like Histone Deacetylases in Salinity Stress Response. Plant
Physiology, 2017, 175, 1760-1773. 2.3 76

67
A Highly Specific Genome-Wide Association Study Integrated with Transcriptome Data Reveals the
Contribution of Copy Number Variations to Specialized Metabolites in Arabidopsis thaliana
Accessions. Molecular Biology and Evolution, 2017, 34, 3111-3122.
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68 Novel Stress-Inducible Antisense RNAs of Protein-Coding Loci Are Synthesized by RNA-Dependent RNA
Polymerase. Plant Physiology, 2017, 175, 457-472. 2.3 16

69 Acetate-mediated novel survival strategy against drought in plants. Nature Plants, 2017, 3, 17097. 4.7 232

70 Ethanol Enhances High-Salinity Stress Tolerance by Detoxifying Reactive Oxygen Species in Arabidopsis
thaliana and Rice. Frontiers in Plant Science, 2017, 8, 1001. 1.7 86

71 Formation of friable embryogenic callus in cassava is enhanced under conditions of reduced nitrate,
potassium and phosphate. PLoS ONE, 2017, 12, e0180736. 1.1 20

72 The karrikin receptor KAI2 promotes drought resistance in Arabidopsis thaliana. PLoS Genetics, 2017, 13,
e1007076. 1.5 140
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73 Transcriptomic Analysis of Soil-Grown Arabidopsis thaliana Roots and Shoots in Response to a
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74 Oligouridylate Binding Protein 1b Plays an Integral Role in Plant Heat Stress Tolerance. Frontiers in
Plant Science, 2016, 7, 853. 1.7 43

75 Sm-Like Protein-Mediated RNA Metabolism Is Required for Heat Stress Tolerance in Arabidopsis.
Frontiers in Plant Science, 2016, 7, 1079. 1.7 26

76 Regulating Subcellular Metal Homeostasis: The Key to Crop Improvement. Frontiers in Plant Science,
2016, 7, 1192. 1.7 118

77
Cassava (Manihot esculenta) transcriptome analysis in response to infection by the fungus
Colletotrichum gloeosporioides using an oligonucleotide-DNA microarray. Journal of Plant
Research, 2016, 129, 711-726.

1.2 28

78 Drought stress differentially regulates the expression of small open reading frames (sORFs) in
Arabidopsis roots and shoots. Plant Signaling and Behavior, 2016, 11, e1215792. 1.2 13

79 Genome sequence and analysis of the Japanese morning glory Ipomoea nil. Nature Communications,
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80 A Stress-Activated Transposon in Arabidopsis Induces Transgenerational Abscisic Acid Insensitivity.
Scientific Reports, 2016, 6, 23181. 1.6 106

81 Control of root cap maturation and cell detachment by BEARSKIN transcription factors in
<i>Arabidopsis</i>. Development (Cambridge), 2016, 143, 4063-4072. 1.2 45
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<i>Arabidopsis</i> type B cytokinin response regulators ARR1, ARR10, and ARR12 negatively regulate
plant responses to drought. Proceedings of the National Academy of Sciences of the United States of
America, 2016, 113, 3090-3095.

3.3 186

83 Knocking down mitochondrial iron transporter (MIT) reprograms primary and secondary metabolism
in rice plants. Journal of Experimental Botany, 2016, 67, 1357-1368. 2.4 36

84 Ky-2, a Histone Deacetylase Inhibitor, Enhances High-Salinity Stress Tolerance in<i>Arabidopsis
thaliana</i>. Plant and Cell Physiology, 2016, 57, 776-783. 1.5 58

85 The Histone Deacetylase Inhibitor Suberoylanilide Hydroxamic Acid Alleviates Salinity Stress in
Cassava. Frontiers in Plant Science, 2016, 7, 2039. 1.7 47

86
Wheat germ-based protein libraries for the functional characterisation of the Arabidopsis E2
ubiquitin conjugating enzymes and the RING-type E3 ubiquitin ligase enzymes. BMC Plant Biology, 2015,
15, 275.

1.6 40

87
Comparative analysis of root transcriptomes from two contrasting drought-responsive Williams 82
and DT2008 soybean cultivars under normal and dehydration conditions. Frontiers in Plant Science,
2015, 6, 551.
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88 Loss of Arabidopsis 5â€²â€“3â€² Exoribonuclease AtXRN4 Function Enhances Heat Stress Tolerance of Plants
Subjected to Severe Heat Stress. Plant and Cell Physiology, 2015, 56, 1762-1772. 1.5 57

89 Members of the Plant CRK Superfamily Are Capable of Trans- and Autophosphorylation of Tyrosine
Residues. Journal of Biological Chemistry, 2015, 290, 16665-16677. 1.6 46

90 Genome-wide analysis reveals phytohormone action during cassava storage root initiation. Plant
Molecular Biology, 2015, 88, 531-543. 2.0 46
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94 Transcriptomic analysis of rice in response to iron deficiency and excess. Rice, 2014, 7, 18. 1.7 74

95 tasiRNA-ARF Pathway Moderates Floral Architecture in<i>Arabidopsis</i>Plants Subjected to Drought
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De-acclimation in Arabidopsis. Molecular and Cellular Proteomics, 2014, 13, 3602-3611. 2.5 78
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Communications, 2013, 4, 2219. 5.8 142
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<i>Arabidopsis</i> AHP2, AHP3, and AHP5 histidine phosphotransfer proteins function as redundant
negative regulators of drought stress response. Proceedings of the National Academy of Sciences of
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Arabidopsis. Nature Communications, 2013, 4, 2247. 5.8 43
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105 DNA-binding domains of plant-specific transcription factors: structure, function, and evolution.
Trends in Plant Science, 2013, 18, 267-276. 4.3 229

106 Arabidopsis Non-Coding RNA Regulation in Abiotic Stress Responses. International Journal of
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The Cold Signaling Attenuator HIGH EXPRESSION OF OSMOTICALLY RESPONSIVE GENE1 Activates
<i>FLOWERING LOCUS C</i> Transcription via Chromatin Remodeling under Short-Term Cold Stress in
<i>Arabidopsis</i> Â  Â . Plant Cell, 2013, 25, 4378-4390.
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108 HsfA1d, a Protein Identified via FOX Hunting Using Thellungiella salsuginea cDNAs Improves Heat
Tolerance by Regulating Heat-Stress-Responsive Gene Expression. Molecular Plant, 2013, 6, 411-422. 3.9 52
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110 Positional correlation analysis improves reconstruction of full-length transcripts and alternative
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111 Surveillance of 3â€² Noncoding Transcripts Requires FIERY1 and XRN3 in <i>Arabidopsis</i>. G3: Genes,
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112 Transcriptome Analysis Using a High-Density Oligomicroarray under Drought Stress in Various
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113
Tissue-Specific Transcriptome Analysis Reveals Cell Wall Metabolism, Flavonol Biosynthesis and
Defense Responses are Activated in the Endosperm of Germinating Arabidopsis thaliana Seeds. Plant
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1.5 58

114 Transition of Chromatin Status During the Process of Recovery from Drought Stress in Arabidopsis
thaliana. Plant and Cell Physiology, 2012, 53, 847-856. 1.5 208

115 Structural Basis for Sequence-specific DNA Recognition by an Arabidopsis WRKY Transcription Factor.
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116 Genomeâ€•wide biochemical analysis of Arabidopsis protein phosphatase using a wheat cellâ€•free system.
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