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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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