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High quality genome of <i>Erigeron breviscapus</i> provides a reference for herbal plants in
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The genome of Shanputao (<i>Vitis amurensis<[i>) provides a new insight into cold tolerance of
grapevine. Plant Journal, 2021, 105, 1495-1506.
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Genome Assembly and Analyses of the Macrofungus Macrocybe gigantea. BioMed Research
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Chromosomala€scale genome assembly of Eleutherococcus senticosus provides insights into
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High-Throughput Screen of Natural Compounds and Biomarkers for NSCLC Treatment by Differential
Expression and Weighted Gene Coexpression Network Analysis (WGCNA). BioMed Research
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High-Throughput Transcriptome Profiling in Drug and Biomarker Discovery. Frontiers in Genetics,
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The genome assembly of asparagus bean, Vigna unguiculata ssp. sesquipedialis. Scientific Data, 2019, 6, 5.3 18
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Large-scale ruminant genome sequencing provides insights into their evolution and distinct traits.
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HMOD: An Omics Database for Herbal Medicine Plants. Molecular Plant, 2018, 11, 757-759.
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Hybrid de novo genome assembly of the Chinese herbal fleabane Erigeron breviscapus. GigaScience, 64 29
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Whole-Genome Sequencing and Analysis of the Chinese Herbal Plant Panax notoginseng. Molecular
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Identification of selection signals by large-scale whole-genome resequencing of cashmere goats. 2.3 46
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Genome of Plant Maca ( Lepidium meyenii ) llluminates Genomic Basis for High-Altitude Adaptation in
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Building a Genetic Manipulation Tool Box for Orchid Biology: |dentification of Constitutive
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into Molecular Mechanism of Rhizomatousness and Self-Incompatibility. Molecular Plant, 2015, 8,
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Resequencing 302 wild and cultivated accessions identifies genes related to domestication and
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