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Abstract

Nowadays, many microarray databases can be accessed
freely for research on the Internet. Since microarray can
be categorized into either cDNA or oligo microarray, it is
important to integrate the two different types of datasets
in order to increase the reliability of the experimental
results. PIMA is a newly developed microarray
integration platform that will provide comprehensive
gene expression information on both cDNA and
oligonucleotide microarray via LocusLink as the
identifier to build microarray relationship. Automatically
update of the microarray data information will also
reduce the workload in performing microarray data

mining process.
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Materials and Methods:
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Discussion:
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Future direction
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