355

peer-reviewed
articles

385

documents

26,664

peer-reviewed
citations

30607

doc citations

3135

peer-reviewed

3301

91

h-index

98

h-index

6.45

score

50358

citing authors



10

12

14

16

18

m

ARTICLE IF CITATIONS

OsWRKY26 negatively regulates bacterial blight resistance by suppressing OsXa39 expression.

Frontiers in Plant Science, 2025, 15, .

Rice NADP-dependent malate dehydrogenase gene OsMDHS8.2 is involved in heat tolerance. Fundamental

Research, 2024, 5, 2037-2044. 3.8 4

Sucrose induces flowering by deicgradation of the floral repressor Ghd7 via K48a€kinked
polyubiquitination in rice. Journal of Integrative Plant Biology, 2024, 66, 2683-2700.

Homeobox transcription factors OsZHD1 and OsZHD2 induce inflorescence meristem activity at floral

transition in rice. Plant, Cell and Environment, 2023, 46, 1327-1339. 6:5 1

Effects of Endogenous Cytokinin on Physicochemical Properties of Superior and Inferior Grain Starch
in Rice. Starch/Staerke, 2023, 75, .

A receptor-like kinase controls the amplitude of secondary cell wall synthesis in rice. Current

Biology, 2023, 33, 498-506.¢6. 3.6 25

Suppression of cuticular wax biosynthesis mediated by rice LOV KELCH REPEAT PROTEIN 2 supports a
negative role in drought stress tolerance. Plant, Cell and Environment, 2023, 46, 1504-1520.

Concomitant Activation of OsNAS2 and OsNAS3 Contributes to the Enhanced Accumulation of Iron a4 21
and Zinc in Rice. International Journal of Molecular Sciences, 2023, 24, 6568. :
The sucrose transport regulator

OsDOF11

mediates cytokinin degradation during rice development. Plant Physiology, 2022, 189,

Cytokinin increases vegetative growth period by suppressing florigen expression in rice and maize. 61 a7
Plant Journal, 2022, 110, 1619-1635. )

A VIN3-like Protein OsVIL1 Is Involved in Grain Yield and Biomass in Rice. Plants, 2022, 11, 83.

Rice transcription factor OsDOF18 enlarges the starch granule size by cytokinin. Current Plant

Biology, 2022, 31, 100253. 3.8 7

Sucrose signaling in higher plants. Plant Science, 2021, 302, 110703.

Arice tubulin tyrosine ligase&€like 12 protein affects the dynamic and orientation of microtubules.

Journal of Integrative Plant Biology, 2021, 63, 848-864. 8.9 8

OsCBE1, a Substrate Receptor of Cullin4-Based E3 Ubiquitin Ligase, Functions as a Regulator of Abiotic
Stress Response and Productivity in Rice. International Journal of Molecular Sciences, 2021, 22, 2487.

Development of a genome-wide InDel marker set for allele discrimination between rice (Oryza sativa)

and the other seven AA-genome Oryza species. Scientific Reports, 2021, 11, . 3.4 23

Influence of Climate Change on Flowering Time. Journal of Plant Biology, 2021, 64, 193-203.

Interaction of OsRopGEF3 Protein With OsRac3 to Regulate Root Hair Elongation and Reactive Oxygen

Species Formation in Rice (Oryza sativa). Frontiers in Plant Science, 2021, 12, . 4.0 14



20

22

24

26

28

30

32

34

36

GYNHEUNG AN

ARTICLE IF CITATIONS
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Transcriptome analysis of nitrogen-starvation-responsive genes in rice. BMC Plant Biology, 2015, 15, .

Alanine aminotransferase 1 (OsAlaAT1) plays an essential role in the regulation of starch storage in 4.0 39
rice endosperm. Plant Science, 2015, 240, 79-89. ’

OsCGl controls flowering time by modulating rhythmic flowering time regulators preferentially
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