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Genetic association study of exfoliation syndrome identifies a protective rare variant at LOXL1 and
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Primary angle closure glaucoma (PACG) susceptibility gene PLEKHA7 encodes a novel Rac1/Cdc42 GAP
that modulates cell migration and blood-aqueous barrier function. Human Molecular Genetics, 2017, 14 21
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Genome-wide association study identifies five new susceptibility loci for primary angle closure

glaucoma. Nature Genetics, 2016, 48, 556-562.

Linking a genome&€wide association study signal to a <i>LRRK2<[i> coding variant in Parkinson's disease. 99 8
Movement Disorders, 2016, 31, 484-487. :
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Genome-wide association analysis identifies TXNRD2, ATXN2 and FOXC1 as susceptibility loci for
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Association of Common SIX6 Polymorphisms With Peripapillary Retinal Nerve Fiber Layer Thickness: The
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Lens Status Influences the Association between CFH Polymorphisms and Age-Related Macular
Degeneration: Findings from Two Population-Based Studies in Singapore. PLoS ONE, 2015, 10, e0119570.
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Differential expression of the Slc4 bicarbonate transporter family in murine corneal endothelium and
cell culture. Molecular Vision, 2013, 19, 1096-106.

Association of Genetic Variants on 8p21 and 4q12 with Age-Related Macular Degeneration in Asian 29
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The Heritability and Sibling Risk of Angle Closure in Asians. Ophthalmology, 2011, 118, 480-485.

Relationship of Smoking and Cardiovascular Risk Factors with Polypoidal Choroidal Vasculopathy

and Age-related Macular Degeneration in Chinese Persons. Ophthalmology, 2011, 118, 846-852. 2.5 65

Association of<i>TCF4«<[i>Gene Polymorphisms with Fuchs' Corneal Dystrophy in the Chinese. , 2011, 52,

5573.
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