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WD40-domain protein GORI is an integrative scaffold that is required for pollen tube growth in rice.
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A modified transient gene expression protocol for subcellular protein localization analysis in rice.
Plant Biotechnology Reports, 2020, 14, 131-138.

Rice Senescence-Induced Receptor-Like Kinase (OsSRLK) Is Involved in Phytohormone-Mediated

Chlorophyll Degradation. International Journal of Molecular Sciences, 2020, 21, 260. 41 16

Phenylalanine ammonia-lyase family is closely associated with response to phosphate deficiency in
rice. Genes and Genomics, 2020, 42, 67-76.

CAFRI&€Rice: CRISPR applicable functional redundancy inspector to accelerate functional genomics in 5.7 2
rice. Plant Journal, 2020, 104, 532-545. )

Rice Male Gamete Expression Database (RMEDB): A Web Resource for Functional Genomic Studies of
Rice Male Organ Development. Journal of Plant Biology, 2020, 63, 421-430.

Physiological Importance of Pectin Modifying Genes During Rice Pollen Development. International

Journal of Molecular Sciences, 2020, 21, 4840. 41 14
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A systemic view of phosphate starvation-responsive genes in rice roots to enhance phosphate use

efficiency in rice. Plant Biotechnology Reports, 2018, 12, 249-264. L5 25

A secreted chitinasea€like protein (<scp>OsCLP</[scp>) supports root growth through calcium signaling
in <i>Oryza sativa</i>. Physiologia Plantarum, 2017, 161, 273-284.

Genome-wide identification and extensive analysis of rice-endosperm preferred genes using reference

expression database. Journal of Plant Biology, 2017, 60, 249-258. 21 15

The protein phosphatase 2C clade A protein OsPP2C51 positively regulates seed germination by directly
inactivating OsbZIP10. Plant Molecular Biology, 2017, 93, 389-401.

Profile and Time-Scale Dynamics of Differentially Expressed Genes in Transcriptome of Populus

davidiana Under Drought Stress. Plant Molecular Biology Reporter, 2017, 35, 647-660. 18 6

Crosstalk between diurnal rhythm and water stress reveals an altered primary carbon flux into
soluble sugars in drought-treated rice leaves. Scientific Reports, 2017, 7, 8214.

Construction and application of functional gene modules to regulatory pathways in rice. Journal of 01 5
Plant Biology, 2017, 60, 358-379. :

Comparative Expression Analysis of Rice and Arabidopsis Peroxiredoxin Genes Suggests Conserved or
Diversified Roles Between the Two Species and Leads to the Identification of Tandemly Duplicated Rice
Peroxiredoxin Genes Differentially Expressed in Seeds. Rice, 2017, 10, 30.

Global analysis of differentially expressed genes between japonica and indica rice roots reveals the
molecular basis for enhanced cold tolerance in japonic a rice. Plant Biotechnology Reports, 2017, 11, 1.5 4
461-473.

OsPhyB-Mediating Novel Re%ulatory Pathway for Drought Tolerance in Rice Root Identified by a Global
RNA-Seq Transcriptome Analysis of Rice Genes in Response to Water Deficiencies. Frontiers in Plant
Science, 2017, 8, 580.

A Systematic View of the MLO Family in Rice Suggests Their Novel Roles in Morphological
Development, Diurnal Responses, the Light-Signaling Pathway, and Various Stress Responses. Frontiers 3.6 36
in Plant Science, 2016, 7, 1413.

Genome-wide identification and analysis of rice genes preferentially expressed in pollen at an early
developmental stage. Plant Molecular Biology, 2016, 92, 71-88.

Comparative phylogenomic analysis provides insights into TCP gene functions in Sorghum. Scientific 2.3 48
Reports, 2016, 6, 38488. )

Genome-wide identification and analysis of rice genes to elucidate morphological agronomic traits.
Journal of Plant Biology, 2016, 59, 639-647.

Updated Rice Kinase Database RKD 2.0: enabling transcriptome and functional analysis of rice kinase 4.0 20
genes. Rice, 2016, 9, 40. :

Genome-wide transcriptome analysis of expression in rice seedling roots in response to supplemental

nitrogen. Journal of Plant Physiology, 2016, 200, 62-75.

Functional classification of rice flanking sequence tagged genes using MapMan terms and global
understanding on metabolic and regulatory pathways affected by dxr mutant having defects in light 4.0 17
response. Rice, 2016, 9, 17.



92

94

96

98

100

102

104

106

108

VAN NGUYEN NGOC TUYET

ARTICLE IF CITATIONS
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