9

papers

9

all docs

1163117

400 8
citations h-index
9 9
docs citations times ranked

1474206

g-index

517

citing authors



“

ARTICLE IF CITATIONS

Analysis of the Genome Sequence of the Medicinal Plant Salvia miltiorrhiza. Molecular Plant, 2016, 9,

949-952.

UPLC-Q/TOF-MS-Based Serum Metabolomics Reveals Hypoglycemic Effects of Rehmannia glutinosa,
Coptis chinensis and Their Combination on High-Fat-Diet-Induced Diabetes in KK-Ay Mice. International 4.1 43
Journal of Molecular Sciences, 2018, 19, 3984.

Dynamic transcriptional profiling provides insights into tuberous root development in Rehmannia
glutinosa. Frontiers in Plant Science, 2015, 6, 396.

Quality evaluation of Panax quinquefolium from different cultivation regions based on their

ginsenoside content and radioprotective effects on irradiated mice. Scientific Reports, 2019, 9, 1079. 3.3 19

Transcriptomic Analysis of American Ginseng Seeds during the Dormancy Release Process by RNA-Seq.
PLoS ONE, 2015, 10, e0118558.

A Widely Metabolomic Analysis Revealed Metabolic Alterations of Epimedium Pubescens Leaves at 3.8 14
Different Growth Stages. Molecules, 2020, 25, 137. )

Comparison of Serum Metabolite Changes of Radiated Mice Administered with Panax quinquefolium
from Different Cultivation Regions Using UPLC-Q/TOF-MS Based Metabolomic Approach. Molecules,
2018, 23,1014.

Untargeted Metabolomics Analysis Revealed the Major Metabolites in the Seeds of four Polygonatum 2.8 8
Species. Molecules, 2022, 27, 1445. :

Transcriptome profiles revealed molecular mechanisms of alternating temperatures in breaking the

epicotyl morphophysiological dormancy of Polygonatum sibiricum seeds. BMC Plant Biology, 2021, 21,
370.




