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ABSTRACT

E47216

DNA Microarray is a powerful technology to study in genomic filed, especially
to analyze a large number gene expression in a single experimeni. This study
concentrated on rectal carcinogenesis and aimed to identify the profiles of differentially
expressed genes by comparing normal and rectal cancer tissues using cDNA microarray.
The gene expression profiles were constructed from normal and tumor tissues in 6 stage
III rectal cancer patients treated at Maharaj Nakorn Chiang Mai Hospital between

December 2009 — April 2010. ¢cDNA microarray analysis for rectal cancer genes was
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completed using the R program and linear models for microarray data or limma package
for analysis gene expression microarray data could clearly distinguish the gene profiles
of rectal cancer from those of gene from normal tissues as p-value of t-test less than
0.005. Moreover, the status of gene expression defined as 2-fold. Finally, cDNA
microarray identified 12 genes differentially expressed between cancer and normal
tissues. Among 12 genes, 8 genes were down-regulated and 4 genes were up-regulated

in rectal cancer.
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