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Haplotype-resolved genome assembly provides insights into evolutionary history of the tea plant
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Genetic basis of high aroma and stress tolerance in the oolong tea cultivar genome. Horticulture
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Non-targeted metabolomics reveals distinct chemical compositions among different grades of Bai
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Genome-wide identification of WRKY family genes and their response to abiotic stresses in tea plant
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Volatiles Emitted at Different Flowering Stages of Jasminum sambac and Expression of Genes Related
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Exploration of the Effects of Different Blue LED Light Intensities on Flavonoid and Lipid Metabolism in
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Differential expression of gibberellin- and abscisic acid-related genes implies their roles in the bud
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Identification of CBF Transcription Factors in Tea Plants and a Survey of Potential CBF Target Genes
under Low Temperature. International Journal of Molecular Sciences, 2019, 20, 5137.

Identification of PAL genes related to anthocyanin synthesis in tea plants and its correlation with

12 anthocyanin content. Horticultural Plant Journal, 2022, 8, 381-394.
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Determination of 21 free amino acids in 5 types of tea by ultra-high performance liquid
chromatographf/ coupled with tandem mass spectrometry (UHPLC&€“MS/MS) using a modified
6-aminoquinolyl-N-hydroxysuccinimidyl carbamate (AQC) method. Journal of Food Composition and
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Hydrophilic interaction liquid chromatography coupled with quadrupole-orbitrap ultra high
resolution mass spectrometry to quantitate nucleobases, nucleosides, and nucleotides during white
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Comparison of Volatiles in Different Jasmine Tea Grade Samples Using Electronic Nose and Automatic
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Chromatin accessibility and translational landscapes of tea plants under chilling stress.
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Transcriptome and Metabolite Profiling Reveal Novel Insights into Volatile Heterosis in the Tea Plant

18 (Camellia Sinensis). Molecules, 2019, 24, 3380.
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Integrated transcriptomics and metabolomics provide novel insight into changes in specialized

metabolites in an albino tea cultivar (Camellia sinensis (L.) O. Kuntz). Plant Physiology and
Biochemistry, 2021, 160, 27-36.

Identification, expression, and putative target gene analysis of nuclear factor-Y (NF-Y) transcription
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single-nucleotide polymorphism (SNP) markers. Tree Genetics and Genomes, 2020, 16, 1.

Genome-wide and expression pattern analysis of JAZ family involved in stress responses and
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Genome-wide identification of WOX genes and their expression patterns under different hormone and
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Volatile metabolomics and coexpression network analyses provide insight into the formation of the
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Identification and comparison of oligopeptides during withering process of White tea by ultra-high
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Macro-composition quantification combined with metabolomics analysis uncovered key dynamic
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Lipidomics analysis unravels changes from flavor precursors in different processing treatments of
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Integrative Transcriptomic and Metabolic Analyses Provide Insights into the Role of Trichomes in Tea
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