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Abstract
TE 160248

Cholangiocarcinoma (CCA) is rare in western countries but has high incidence in
Southeast Asia, especially in the northeast of Thailand. CCA is a high invasive tumor which
leads to an extremely poor prognosis. Most of the patients died because the tumor metastasizes to
other organs. Natural history of the metastasis process is needed for searching possible metastatic
markers, and development of a strategy to prevent, inhibit or tr=atment of metastatic tumor.

Serial analysis of gene expression (SAGE) is an open-system techniqucf for identifying
gene expression in a high throughput condition. All mRNAs that exist in an event of cells or
tissue were qualitatively and quantitatively identified. The obtained information can compared
with those reported in the public database. This project aimed to verify total genes expressed in
one primary cholangiocarcinoma tissue from a Thai patient. There were 46,874 tags, of these
20,722 tags were unique. SAGE library of this tissue was submitted to Cancer Genome Anatomy

Project (CGAP) database, which can be retrieved from http://cgap.ncbi.nih.gov





