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Genomic analyses identify distinct patterns of selection in domesticated pigs and Tibetan wild boars.
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Genomic analyses of primitive, wild and cultivated citrus provide insights into asexual reproduction.
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Ground tit genome reveals avian adaptation to living at high altitudes in the Tibetan plateau. Nature
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Genomic Analyses Reveal Demographic History and Temperate Adaptation of the Newly Discovered
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A Chromosome-Level Genome Assembly of Garlic (Allium sativum) Provides Insights into Genome
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Exosomal microRNAs in giant panda (Ailuropoda melanoleuca) breast milk: potential maternal
regulators for the development of newborn cubs. Scientific Reports, 2017, 7, 3507.

Genome re-sequencing reveals the evolutionary history of peach fruit edibility. Nature 12.8 84
Communications, 2018, 9, 5404. :

Whole-genome sequencing of Berkshire (European native pig) provides insights into its origin and
domestication. Scientific Reports, 2015, 4, 4678.

High-quality genome assembly and resequencing of modern cotton cultivars provide resources for

crop improvement. Nature Genetics, 2021, 53, 1385-1391. 214 76

Population Genomics Reveals Low Genetic Diversity and Adaptation to Hypoxia in Snub-Nosed Monkeys.
Molecular Biology and Evolution, 2016, 33, 2670-2681.

Genomic selection and genetic architecture of agronomic traits during modern rapeseed breeding. 914 55
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A de novo silencer causes elimination of MITF-M expression and profound hearing loss in pigs. BMC
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Whole Exome Sequencing Identifies Frequent Somatic Mutations in Cell-Cell Adhesion Genes in

Chinese Patients with Lung Squamous Cell Carcinoma. Scientific Reports, 2015, 5, 14237. 3.3 51

Comparative transcriptomics of 5 high-altitude vertebrates and their low-altitude relatives.

GigaScience, 2017, 6, 1-9.

mRNA N6-methyladenosine methylation of postnatal liver development in pig. PLoS ONE, 2017, 12,

e0173421. 2:5 48
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Comparative analysis of the microRNA transcriptome between yak and cattle provides insight into

high-altitude adaptation. Peer], 2017, 5, e3959.

Population genomics identifies patterns of genetic diversity and selection in chicken. BMC Genomics,
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Genetic responses to seasonal variation in altitudinal stress: whole-genome resequencing of great tit
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Genomic analysis reveals selection in Chinese native black pig. Scientific Reports, 2016, 6, 36354. 3.3 32

Molecular adaptation and convergent evolution of frugivory in Old World and neotropical fruit
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Genomic data for 78 chickens from 14 populations. GigaScience, 2017, 6, 1-5. 6.4 28
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Population genomics of wild Chinese rhesus macaques reveals a dynamic demographic history and
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Transcriptomic analysis provides insight into high-altitude acclimation in domestic goats. Gene, 2015,
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Detecting mitochondrial signatures of selection in wild Tibetan pigs and domesticated pigs.
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Deciphering the microRNA transcriptome of skeletal muscle during porcine development. Peer], 2016, 4,
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Genomic analyses reveal selection footprints in rice landraces grown under ona€farm conservation
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