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Research Description 

 Our lab is primarily focusing on using Affymetrix SNP genotyping platform to investigate 

genomic variants in general population and psychological diseases, and chromosomal aberrations in 

patients with congenital malformation syndromes and cancers. We have constructed a copy number 

variation (CNV) map for the Han Chinese population, which is an important reference for 

identifying pathogenic or susceptible CNV in disease groups. We have identified de novo CNVs 

which could be responsible for the phenotypes in several patients with congenital malformation 

syndromes. In addition, we integrate chromosomal aberrations and differential expression of 

microRNA and protein-coding genes to identify cancer-related genes. Currently we are working on 

colorectal cancer. We have identified and validated several candidate tumor-related genes by 

integrative analysis. In the future, we will investigate the underlying mechanisms of these genes 

contributing to tumorigenesis. We will also evaluate whether the candidate genes can serve as 

biomarkers for diagnosis and/or disease monitoring. 
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08/01/2007-07/31/2009 (PI) Construction of genome-wide copy number variation map in Han 

Chinese and its application in disease gene identification. (Grant #: NSC 96-2320-B-001-023-MY2, 

supported by National Science Council)    

01/01/2009-12/31/2010 (PI) Identification and characterization of oncogenic miRNAs and genes 

involved in initiation and progression of colorectal cancer by genome-wide SNP scan. (A 

sub-project of an IBMS New Project Grant; supported by Institute of Biomedical Sciences, 

Academia Sinica) 

08/01/2011-07/31/2014 (Co-PI) Study population genomics and human disease genomics using 

genome-wide single nucleotide polymorphism arrays, gene expression arrays and deep sequencing 

data. (Grant #: 100-2314-B-001-005-MY3, supported by National Science Council) 

01/01/2016-12/31/2016 (PI) Identification of Genes and Oncogenic miRNAs Involved in Colorectal 

Cancer Susceptibility and Progression (I). (Grant #: VTA105-A-1-1, supported by Taichung Veteran 

Hospital and Academia Sinica) 

01/01/2017-12/31/2017 (PI) Identification of Genes and Oncogenic miRNAs Involved in Colorectal 

Cancer Susceptibility and Progression (II). (Grant #: VTA106-A-1-1, supported by Taichung 

Veteran Hospital and Academia Sinica) 

01/01/2018-12/31/2018 (co-PI) Developing a gut microbiota-based platform for guiding colorectal 

cancer screening and treatment-from animal study to pre-clinical trial (supported by Ministry of 

Science and Technology) 
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cancer screening and treatment-from animal study to pre-clinical trial (supported by Ministry of 

Science and Technology) 
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NSC103-2319-B-001-001, supported by National Science Council) 
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