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Starch content changes and metabolism-related gene regulation of Chinese cabbage synergistically
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Identification of accession-specific variants and development of KASP markers for assessing the
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QTL mapping for Fusarium wilt resistance based on the whole-genome resequencing and their
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Identification of QTLs and Candidate Genes Related to Flower Traits and Bolting Time in Radish
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L-Cysteine Increases the Transformation Efficiency of Chinese Cabbage (Brassica rapa ssp. peRinensis).
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Fine-mapping of a major QTL (Fwr1) for fusarium wilt resistance in radish. Theoretical and Applied p 5
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Quantitative Trait Locus Mapping of Clubroot Resistance and Plasmodiophora brassicae Pathotype
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Development of SNP markers for marker-assisted breeding in Chinese cabbage using Fluidigm
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Red Chinese Cabbage Transcriptome Analysis Reveals Structural Genes and Multiple Transcription
Factors Regulating Reddish Purple Color. International Journal of Molecular Sciences, 2020, 21, 2901.

Genetic and physiological analyses of root cracking in radish (Raphanus sativus L.). Theoretical and N ;
Applied Genetics, 2019, 132, 3425-3437. :

A Turnip Mosaic Virus Determinant of Systemic Necrosis in <i>Nicotiana benthamiana</i> and a Novel
Resistance-Breaking Determinant in Chinese Cabbage Identified from Chimeric Infectious Clones.
Phytopathology, 2019, 109, 1638-1647.

Sequence Variations Among 17 New Radish Isolates of Turnip mosaic virus Showing Differential
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Isolation and characterization of fusarium wilt resistance gene analogs in radish. 3 Biotech, 2018, 8,

255.

F-Box Genes in Brassica rapa: Genome-Wide Identification, Structural Characterization, Expressional

Validation, and Comparative Analysis. Plant Molecular Biology Reporter, 2018, 36, 500-517. 1.8 °
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Comprehensive analysis of CCCH zinc-finger-type transcription factors in the Brassica rapa genome.

Horticulture Environment and Biotechnology, 2018, 59, 729-747.

Molecular Mapping of Disease Resistance Genes. Compendium of Plant Genomes, 2017,, 165-175. 0.5 2

Integrated analysis of leaf morﬁhological and color traits in different populations of Chinese
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Quantitative Trait Loci for Morphological Traits and their Association with Functional Genes in
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Genome wide identification and functional prediction of long non-coding RNAs in Brassica rapa.
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The Plasmodiophora brassicae genome reveals insights in its life cycle and ancestry of chitin
synthases. Scientific Reports, 2015, 5, 11153.
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Development of a leafy Brassica rapa fixed line collection for genetic diversity and population
structure analysis. Molecular Breeding, 2015, 35, 1.

Accumulation of Phenylpro%anoids by White, Blue, and Red Light Irradiation and Their Organ-Specific
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and Food Chemistry, 2015, 63, 6772-6778.

Fping QTLs of resistance to head splitting in cabbage (Brassica oleracea L.var. capitata L.).
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Identification of candidate genes involved in the biosynthesis of carotenoids in Brassica rapa.
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Fine genetic and physical mapping of the CRb gene conferring resistance to clubroot disease in
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Development of EST database and transcriptome analysis in the leaves of Brassica rapa using a newly
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