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Abstract
AIM: To investigate the changes of gene expre-
ssion in Barrett esophagus and adenocarci-noma
of esophagus.

METHODS: A dataset of gene expression profil-
ings for 24 paired samples of normal esophageal
epithelium, Barrett esophagus and adenocarci-
noma of esophagus were downloaded from da-
tabase GEO and analyzed with Dchip software.
The dataset recovered to raw scanned image was
firstly verified. Then the gene expression profil-
ings were subjected to gene and sample cluster-
ings to identify the contaminated samples. Fi-
nally the genes selected by pair-wise t-tests were
reviewed for function.

RESULTS: The quality of GeneChip hybridiza-
tions was good, and the percentages of con-
taminated and cross-hybridized probe sets were
both below 5%. The gene and sample cluster-
ings showed that most of the GeneChips were
grouped perfectly except N8 and A5 which were
located in wrong clusters. Excluding the two tis-
sue contaminated GeneChips, the others were

subjected to pair-wise t-test. Twenty-four genes
were finally selected, of which 5 were progres-
sively up-regulated in Barrett esophagus and
adenocarcinoma of esophagus, while 19 down-
regulated. The newly discovered PITX1 that was
step-wise down-regulated has been confirmed
by a recent study.

CONCLUSION: It provides a new way for stu-
dying the mechanisms of cancer to reanalyze the
publicly accessible datasets of gene expression
profiling with new methods.
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