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A Genome-Wide Scan on Individual Typology AngleAFound Variants at SLC24A2 Associated withASkin
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NAFLD&€related gene polymorphisms and alld€eause and causea€specific mortality in an Asian population: the
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From musk to body odor: Decoding olfaction through genetic variation. PLoS Genetics, 2022, 18,
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Genetic evidence for facial variation being a composite phenotype of cranial variation and facial soft
tissue thickness. Journal of Genetics and Genomics, 2022, , .

BMP4 Exerts Anti-Neurogenic Effect via Inducing 1d3 during Aging. Biomedicines, 2022, 10, 1147. 3.2 1

Single-cell transcriptomics reveals lineage trajectory of human scalp hair follicle and informs
mechanisms of hair graying. Cell Discovery, 2022, 8, .

A genome-wide association study of facial morphology identifies novel genetic loci in Han Chinese. 3.9 8
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Dissecting dynamics and differences of selective pressures in the evolution of human pigmentation.
Biology Open, 2021, 10, .

A custom-designed panel sequencing study in 201 Chinese patients with craniosynostosis revealed
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hReg-CNCC reconstructs a regulatory network in human cranial neural crest cells and annotates
variants in a developmental context. Communications Biology, 2021, 4, 442.

Insights into contribution of genetic variants towards the susceptibility of MAFLD revealed by the
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A Genome-Wide Association Study Finds Variants at 2p21 Associated with Self-Reported Sensitive Skin
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Genetically predicted body composition in relation to cardiometabolic traits: a Mendelian
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Analysis of factors influencing patch test reactions: Results from a larged€-populationa€based study in
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Analysis of factors influencing skin reactions to sunscreens, skin whitening products, and
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A cell-type deconvolution meta-analysis of whole blood EWAS reveals lineage-specific
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Type 2 Diabetes Is Causally Associated With Reduced Serum Osteocalcin: A Genomewide Association
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Genome-wide scan identified genetic variants associated with skin aging in a Chinese female
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Novel genetic loci affecting facial shape variation in humans. ELife, 2019, 8, . 6.0 58

Meta-analysis of genome-wide association studies identifies 8 novel loci involved in shape variation of
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Genome-wide association studies and CRISPR/Cas9-mediated gene editing identify regulatory variants
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Towards broadening Forensic DNA Phenotyping beyond pigmentation: Improving the prediction of head
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Genome-wide variants of Eurasian facial shape differentiation and a prospective model of DNA based
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A Genome-Wide Association Study of Basal Transepidermal Water Loss Finds that VariantsAat 9q34.3 Are
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EDARV370A associated facial characteristics in Uyghur population revealing further pleiotropic
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Genome-wide scans reveal variants at EDAR predominantly affecting hair straightness in Han Chinese
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Traffic-Related Air Pollution Contributes to Development of Facial Lentigines: Further
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